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6).//0. 00072: 90 :37//H0M0 SAPIENS (HUMAN). //Ql 5428 
F-HEMBAIO04S09//HYPOTHETICAL 52.2 KO PROTEIN IN NPR1-GCN20 INTERGE 
NIC REGION. //6.3e-28:l 69 :42//SACCHAR0MYCES CEREVISIAE (BAKER* S YEA 
ST).//P43S89 

F-HEMBA1004534//ENDOTHELIAL ACTIN-BINOING PROTEIN (ABP-280) (NONMU 
SCLE FI LANIN) (FILAMIN 1 ). //1 . 3e-80: 226: 56//H0M0 SAPIENS (HUMAN)./ 
/P2I333 

F-HEMBAI 004S38//HYPOTHET I CAL PROTEIN MJ0T64.//0. 96:28 : 3S//METHAN0C 
OCCUS JANNASCHI I.//Q58174 

F-HEMBAI 004542//METALLOTH I0NE I N (NT) . //0. 78: 3S:4I//GADUS MORHUA (A 
TLANT1C COO). //PS 1 902 
F-HEMBA 1004554 

F-HEMBA1 004560//HYPOTHETICAL PROTEIN KIAA0281 (HA6725) . //4. 2e-l 5: 5 
6: 69//H0M0 SAPIENS (HUMAN). //092 556 

F-HEMBAI 004573//CIRCUMSPOR020I TE PROTEIN PRECURSOR (CS).//0. 65: 31 : 
S8//PLASM00IUM 8ERGHEI. //P06915 

F-HENBA 1 004577//!!!! ALU SUBFAMILY SI IARNIRG ENTRY ! ! ! !//3. 9e-Q8: 
35: 80//H0MO SAPIENS (HUMAN) .//P391 95 

F-HEN8A 1004 586//!!!! ALU SUBFAMILY SQ RARNING ENTRY ! ! ! !//6. 6e-Q8: 
64 : 54//H0M0 SAPIENS (HUMAN) . //P3 9 1 94 

F-HEMBA 1 004 S96//HETER0CENE0US NUCLEAR R I BONUCLEOPROTE IN C (HNRNP 
C) (HNRNP CORE PROTEIN C) (FRAGMENT) . //O. 00057: 88:3 I//RATTUS NORVE 
GICUS (RAT). //PI 7132 

F-HEMBA 1 0046 04//COLLAGEN ALPHA 2 (XI) CHAIN PRECURSOR (FRAOlENT).// 
0.045: 37 :45//MUS MUSCULUS (MOUSE) . //Q64739 

F-HEMBA 1004610//!!!! ALU SUBFAMILY J 1ARNING ENTRY ! ! ! !//4. 3*-11 :7 
3 : 54/ /HOMO SAPIENS (HUMAN) . //P3 91 88 
F-HEMBA 10046 17 
F-HEMBA 1004629 

F-HEMBA1 004631 //HYPOTHETICAL 7. 8 KD PROTEIN IN MAPA-LICT INTERGEM I 
C REGION. //1 . 0: 36: 38//BACI LLUS SUBTIL IS. //P42303 
F-HEMBA1004632//PH0TOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING 8.0 KD POLYPEPT I0E) .//0. 86: 48: 35//SYNECHOCOCCUS 
ELONGATUS NAEGELI .//P20453 

F-HEM8A1Q04637//HYPOTHETICAL 83.6 KD PROTEIN R0SD3.2 IN CHROMOSOME 
III . //I . 7e-32: 1 59: 42//CAENORHABOIT I S ELEGANS. //P34535 
F-HEMBA 1 004638//HYP0THET I CAL PROLINE-RICH PROTEIN (FRAGMENT) . /ft. 8 
e-06 : SO : 46//0NEN I A FUSIFORM IS. //P21260 

F-IOBAI 004666//T0X I N S6C4.//1. 0:36:30//DENDR0ASPIS JAMESONI KAIMO 
SAE (EASTERN JAMESON* S MAMBA) . //P2S682 

F-IOBAI 00466 9/ /SPL ICING FACTOR. ARC I NINE/SERINE- RICH 4 (PRE-MRNA 
SPLICING FACTOR SRP75) . //I . 6e-l 2: I05:42//HOMO SAPIENS (HUMAN). //QO 
8170 

F-HEMBA 1 0O4670//PROCOLLAGEN ALPHA I (I) CHAIN PRECURSOR. //2. Se-06: 6 
2 : 45//H0M0 SAPIENS (HUMAN ).//P02452 

F-HEMBAI 0O4S72//HYP0THET I CAL PROTEIN MJ0437. //O. 95: 37: 29//METHANOC 
OCCUS JANNASCHI I.//QS7879 

F-HEMBA10D4693//MYOSIN HEAVY CHAIN. NONMUSCLE TYPE B (CELLULAR MYO 
SIN HEAVY CHAIN. TYPE B) (NJMIHC-6). //O. 0003S 217: 23//HOMO SAPIENS 
(HUMAN). //P35580 

F-HEMBA 1 004697// IMMUNOGLOBULIN C BINDING PROTEIN H PRECURSOR (PROT 
EIN H) . //0. 058 : 1 1 8 : 30//STREPT0COCCUS PYOGENES. //P50470 
F-HEIffiAl 004705//! ! M ALU SUBFAMILY J RARNING ENTRY ! ! ! !//6. Be-09:4 
3:72//HOMO SAPIENS (HUMAN). //P3 9 188 

F-HEMBA 1004709//! ! ! ! ALU SUBFAMILY SB RARNING ENTRY ! ! ! !//8. 8e-18: 
50 : 84//HOMO SAPIENS (HUMAN) . //P391 89 

F-HEMBA1 00471 1//ETS-RELATEO PROTEIN 71 (ETS TRANSLOCATION VARIANT 
2) . //0. 0027 : l 48 : 30//H0M0 SAPIENS (HUMAN) . //000321 
F-HEMBA 1 004725//CUT 1 CLE COLLAGEN 2. //O. 0051 : 41 : 41//CAEN0RHABDITIS 
ELEGANS. //PI 7656 

F-HEM8A1004730//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I . 4e-22: 21 
0: 37//H0M0 SAPIENS (HUMAN) . //P08 547 

F-HEMBA 1 004733//!!!! ALU SUBFAMILY J RARNING ENTRY ! ! ! !//4. 7e-07: 5 
0: 62//HOMO SAPIENS (HUMAN). //P3 9 188 

F-HEMBA1004734//UB I QUIT IN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2. 1 
9) (UBIQUI TIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) . 
//9. 9e-39: 143:52//ARABID0PSIS T HAL I ANA (MOUSE-EAR CRESS). //P42743 
F-HEM8A1 004736//LINE-I REVERSE TRANSCR I PTASE HOMOLOG. //4. 1e-60: 21 
0: 61//HOSO SAPIENS (HUMAN). //P 08 54 7 
F-HEMBA 1 004748 

F-HEMBA100475I//!!!! ALU SUBFAMILY J RARNING ENTRY ! ! ! !//4. 8e-20: 8 
8: 63//KOMO SAPIENS (HUMAN) . //P391 88 

F-HENBA 1 004752//SK I N SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEI 
N).//0. 0043: 126: 34//XENOPUS LAEVIS (AFRICAN CLARED FROG) . //PI 7437 
F-HEMBA I0047S3//!!!! ALU SUBFAMILY SP RARNING ENTRY !!! !//7.8e-28: 
47 : 78//H0M0 SAPIENS (HUMAN) .//P39 193 

F-HEMBA 10047S6//HYP0THET I CAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERCEN 
1C REGI ON. //0. 22:77 : 27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)./ 
/P3998I 

F-HEMBA l 004758 



F-HEMBA 1 004 76 3//HYP0THET I CAL PROLINE-RICH PROTEIN (FRAGMENT) . //1 . 1 
e-06 : 58 : 43//0VENIA FUS I FORM I S. //P2 1 260 

F-HEM8A10047S8//LIME-I REVERSE TRANSCRIPTASE HOMOLX. //4. 7e-6S: 29 
8:S3//H0M0 SAPIENS (HUMAN) . //P08 547 
F-HEMBA 1 004770 
F-HEMBA 1 004771 

F-HEMBA 1004776//CRANUL IN 1.//0. 78: 28: 42//CYPRINUS CARP 10 (COMMON C 
ARP). //P8 101 3 
F-HEMBA 1004778 

F-HEM8A 1 0047 95//COC4-L IKE PROTEIN (FRAGMENT) . //6. 9e-20 :74: 63//HOMO 
SAPIENS (HUMAN). //P50851 

F-HEMBA 1004803//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I . 4e- 22: 58 : 
86//HOMO SAPIENS (HUMAN) . //PO 8 54 7 

F-HEMBA 1 004806//HYPOTHET I CAL 24.3 KD PROTEIN IN PSBH-RPLI1 INTERGE 
NIC REGION (ORF 1 82) . //0. 72 : 75: 33//CYANOPHORA PARAOOXA. //P48324 
F-HENBA I 00480 7 
F-HEMBAI 0048 16 

F-HEMBA1 004820//HEM0LYMPH TRYPSIN INHIBITOR A (BPI-TYPE) (FRAGIEN 
T) . //1 . 0 : 50: 38//MAMOUCA SEXTA (TOBACCO HAVKMOTH) (TOBACCO HORNfOR 
N) .//P26226 

F-HEM8AI 004847//S IGNAL RECOGNITION PARTICLE 68 KO PROTEIN (SRP68) . 
//3. Oe-76: 171 : 91 //CAN IS FAMILIARIS (DOG) . //Q00004 
F-HEMBA1 004850//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS) . //3. 0e-05: 
64: 43//BOS TAURUS (BOV INE) . //P25508 

F-HEM8A1 004863//TOX IN C13S1C1 PRECURSOR. //O. 38: 52: 30//DENDROASP I S 
ANGUSTICEPS (EASTERN GREEN MAMBA) . //PI 8329 

F-HEMBA1 004864//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) 
(FRAGMENT). //O. 89: 24 :50//HUMAN IMMUNOOEF 1C IENCY VIRUS TYPE 1 (BHS 
ISOLATE) (HIV-D.//P046I2 
F-HEMBA 1 0048 E 5 
F-HEMBA 1004880 

F-HEM8A1004889//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174 
N).//0. 66:23 :47//HOMO SAPIENS (HUMAN) . //P22 532 
F-HEMBA 1004900 
F-HEMBA 1004909 

F-HEMBA 1 00491 8//CHL0R0PLAST 30S RIBOSONAL PROTEIN S8 (FRAGMENT).// 
0. 56:37:32//SPINAClA OLERACEA (SP!NACH).//P09S97 
F-HEMBA 1004923//! ! ! ! ALU SUBFAMILY J RARNING ENTRY ! M !//3. Se-24:4 
4 : 68//HOMO SAPIENS (HUMAN) . //P39188 

F-HEM8A1004929//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6D.//Q.97 
39 : 38/ /STRONGYLOCENTROTUS PURPURATUS (PURPLE SEA URCHIN) .//PI 5997 
F-HEMBA 1004930//L I NE-1 REVERSE TRANSCRI PTASE HOMOLOG. //6.6e-1 5: 64 
S9//H0M0 SAPIENS (HUMAN) .//PO 8 54 7 

F-HENBA! 004933//VAS0O I LATOR-ST I MULATED PHOSPHOPROTE I N (VASP) . //O. 3 
4: 58: 41 //HOMO SAPIENS (HUMAN) . //PS05S2 
F-HEMBA1 004934 
F-HEN8AI 004944 

F-ICMBA1 0049 54//NADH-UB I QU I NONE OX IOOREDUCTASE CHAIN 3 (EC 1.6.5. 
3) . //0 .58:78: 30//PARAMEC I UN TETRAUREL I A. //P 15579 
F-HEMBAI 004956//HYP0THET I CAL 18.8 KD PROTEIN (0RF4) . //O. 98: 57: 31// 
PARAMECIUM TETRAUREL I A. //PI S60S 

F-HEMBAI 004960/ /HYPOTHET I CAL 12.6 KD PROTEIN (ORFJ) (RETRON EC67). 
//1 . 0 : 58 : 27//ESCHER I CH I A COL I . //P2 1 3 24 
F-HEMBAI 004972 

F-HEMBAI 00497 3//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 
) . //O. 90:55: 30//HOMO SAPIENS (HUMAN) . //P2 2 531 
F-HEMBAI 004977 
F-ICMBA 1004978 

F-HEMBAI 004 980//M0TI LIN PRECURSOR. //O. 088 : 79: 31//MACACA MULATTA (R 
HESUS MACAQUE). //01 88 1 1 

F-HEMBAI 004983//10 KO CHAPERONIN (PROTEIN CPN10) (PROTEIN CROES) . / 
/O. 87:51: 31 //BUCHNERA APHIDICOLA. //Q591 76 

F-HEMBAI 0 0499 5//MY0CYTE- SPEC IF 1C ENHANCER FACTOR 2B (SERUM RESPONS 
E FACTOR-LIKE PROTEIN 2) (XMEF2) (RSRFR2) . //0. 1 7 : 52 : 40//H0M0 SAPIE 
NS (HUMAN). //QO 2080 

F-HEMBAI 00 S008//METALL0TH I ONE IN (NT) . //I. 0: 52 : 32//CRASS0STREA VIRG 
INICA (EASTERN OYSTER) . //P2 3038 

F-HEMBAI 005009//ACT IN. //3. 5e-27: 171 :38//CANOIDA ALBICANS (YEAST)./ 
/P14235 

F-HEMBAI 00501 9//HYP0THET1 CAL PROTEIN HII222.//0. 1 3 : 58 : 3 1 //HAEMOPH I 
LUS I NFLUENZAE. //P44 1 2 9 

F-HEMBAI 00502 9//P2Y PURINOCEPTOR 5 (P2Y5) (PUR INERG 1C RECEPTOR 5) 
(6Hl).//0. 76 : 72 : 3 I//GALLUS CALLUS (CHICKEN) .//P3 2 2 50 
F-HEMBAI O05O35//HOMEOBOX PROTEIN HB9.//0. DO86:6O:40//HOMO SAPIENS 
(HUMAN). //P502 19 

F-HEMBAI 00 50 3 9//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174 
N) . //0 . 4 7 : 49 : 3 2//H0N0 SAPIENS (HUMAN). //P22532 

F-HENBA1 00 5047//RAS- RELATED PROTEIN RAB-24 (RAB-1 6) . //I . Sa-I 9: 39: 1 
00//MUS MUSCULUS (MOUSE) . //P35290 

F-HEMBA 1 005050//CQLLAGEN ALPHA Kill) CHAIN (FRAGMENTS) . //O. 074: 3 
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4: 44//B0S TAURUS (BOVINE). //P2 5 508 
F-HEMBAI 005062 

F-HEMBAI Q05066//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOC. //2. I e-44: 12 
6:6S//HOMO SAPIENS (HUNAN) . //P08547 

F-HEM8A 1 005075// SUPPRESSOR PROTEIN SRP40.//0. 35:95: 3 1 //SACCHARONYC 
ES CEREVISIAE (BAKER'S YEAST) . //P32S83 

F-HEMBA100S079//!!!! ALU SUBFAMILY SB2 VARNING ENTRY M!!//3.6a-2 
0: 75: 64//HONO SAPIENS (HUNAN) . //P391 91 

F-HEMBA1005083//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) . //O. 0001 S: 
72:34//BOS TAURUS (BOV INE) . //P25508 

F-HEMBAI 0051 01 //HETEROGENEOUS NUCLEAR RIBOKUCLEOPROTEIN 27C (HNRNP 
48) (HRP48. D.//4. 8a-10: 1 76: 25//DROSOPHI LA NELANOGASTER (FRUIT FL 
Y) . //P48809 
F-HEMBAI 0051 13 

F-HEMBAI 00 5 123//!!!! ALU SUBFAMILY SQ IARNINC ENTRY !!!!//3.6e-24: 
99: 60//H0M0 SAPIENS (HUNAN) . //P39I 94 

F-HEMBAI 0051 33//HYP0THET I CAL 13.5 KD PROTEIN IN M0B1-SGA1 INTERGEN 
1C REGION. //O. 11:22 : S4//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST)./ 
/P40490 

F-HEMBAI 005149//! ! ! ! ALU SUBFAMILY J IARNINC ENTRY ! !! !//3. 7c- 1 6: 5 
9: 7 1//H0M0 SAPIENS (HUNAN) . //P39188 

F-HEMBAI 0051 52//CEN0ME POLYPROTEIN 2 [CONTAINS: HELPER COMPONENT P 
ROTE I NASE (EC 3.4.22.-) (HC-PRO) : 70 KD PR0TEIN].//1.0:77:27//BARL 
EY YELLOl MOSAIC VIRUS (JAPANESE STRAIN 11-1) (8AYMV) . //Q0I207 
F-+€lfiJA1 0051 S9//NA0H-UB I QU I NONE OX I DOREDUCTASE CHAIN 4L (EC 1.6.5. 
3).//0. 40:53: 33//AP IS MELLIFERA (HONEYBEE) . //P34859 
F-HEMBAI 0051 85//NY0S IN 18 HEAVY CHAIN.//0. 01 1 : 58: 48//DICTY0STEL1UH 
01 SCO IDE UN (SLIME MOLD) . //P34092 

F-HEMBAI 00520 1 //HYPOTHETICAL 56.6 KD PROTEIN C16C9.03 IN CHROMOSOM 
E I .//3. 9e-67 : 24 1 : 53//SCHIZOSACCHAROMYCES P0NB6 (FISSION YEAST).// 
Q09817 

F-HEMBAI 00S202//S I GNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) . 
//3. 8e-124:257: 95//CANIS FAMILIAR IS (DOG) . //Q00004 
F-HEMBAI 005 206//CUT I CLE COLLAGEN ! . //0. 01 0: 1 18: 33//CAENORHABD1 T IS 
ELEGANS. //P08124 

F-tCMBAI 00521 9//PTB- ASSOCIATED SPLICING FACTOR (PSF) . //0. 99: 85: 40/ 
/HOMO SAPIENS (HUMAN) . //P23246 

F-HEMBAI 00522 3//HYP0THET I CAL GEME 1.05 PROTEIN. //O. 31 :75:28//BACTE 
RIOPHACE T3.//P07715 

F-HEIBAI005232//HYP0THETI CAL 7.8 KD PROTEIN. //O. 99:48 29//VACC INI A 
VIRUS (STRAIN VR). AND VACCINIA VIRUS (STRAIN COPEIWAGEM) . //P2054 

4 

F-HEMBAI 005241//! !!! ALU SUBFAMILY SP VANNING ENTRY ! ! ! !//1. 4e~28: 
138: 55//HOMO SAPIENS (HUNAN) . //P391 93 

F-HEMBAI 00S244//SNALL PROLINE RICH PROTEIN 11 (SPR-II) (CLONE 930 
). //0. 014:39: 41 //HOMO SAPIENS (HUNAN) . //P22531 

F-HEMBAI 00525 1//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 55: 

1 5 : 46//0 I CENTRARCHUS LABRAX (EUROPEAN SEA BASS) .//Q36362 
F-HEMBAI 005252//EC PROTEIN HONOLOG (Z I NC-METALLOTH I ONE I N CUSS II 
) . //O. 088 : 33 : 42//ZEA NAYS (MAIZE).//P4340! 

F-HEMBAI 005274 

F-HEMBAI 005275//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! f ! //O. 96:42:4 
S//HOMO SAPIENS (HUMAN). //P39 188 

F-HEMBAI 005293//PR0BABLE COATOMER BETA’ SUBUNIT (BETA' -COAT PROTEI 
N) (BETA’ -C0P).//0. 55:98: 30//CAENORHABDIT1 S ELEGANS. //Q201 68 
F-HEMBAI 0052 96//NUC IN 2 PRECURSOR (INTESTINAL MUCIN 2) . //O. 095: 75: 
34/ /HOMO SAPIENS (HUMAN) . //Q0281 7 

F-HEMBAI 005304//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//5. 4e-33 : 
103:74//HOMO SAPIENS (HUNAN) . //P391 89 

F-HEMBAI 00531 1 //PER 1 00 CLOCK PROTEIN (FRAGMENT) . //O. 99:45: 31 //DROS 
OPHIU SALTANS (FRUIT FLY) . //Q04536 

F-HEMBAI 0053 1 4//HYP0THET 1 CAL 6.3 KO PROTEIN T19C3. 3 IN CHROMOSOME 
III. //O. 98:30: 30//CAEN0RHABD I T I S ELEGANS. //Q 1000 9 
F-HEMBAI 0053 15//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I . 1 e-05: 35: 
51 //HOMO SAPIENS (HUNAN) . //P08 547 

F-HEMBAI 0053 18//0LF ACTOR Y RECEPTOR- L IKE PROTEIN C0R8 (FRAGMENT).// 
0. 57:44: 38//GALLUS CALLUS (CHICKEN) . //Q9891 3 

F-HEMBAI 0053 31 //IMMEDIATE-EARLY PROTEIN IE180.//0. 57: I06:33//PSEUO 
0 RABIES VIRUS (STRAIN I NO I ANA -FUNK HAUSER / BECKER) (PRV) .//P1 1675 
F-HEMBAI 005338//CART I UGE MATRIX PROTEIN PRECURSOR (MATRILIN-1) .// 
1 . 8e-5S : 1 99 : 59//GALLUS CALLUS (CHICKEN) . //P0509 9 
F-HEMBAI 005353//CHLOR0PUST 30S RIBOSOMAL PROTEIN SIT. //O. 88: 33: 36 
//PORPHYRA PURPUREA. //PS 1 305 

F-HEMBAI 005359//Z INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1). 

//I. 1e-68:255:48//HOMO SAPIENS (HUMAN) . //P51 522 

F-HEMBAI 005367//ALPHA-AMYUSE INHIBITOR AAI . //1 . 0: 25: 40//AMARANTHU 

5 HYPOCHONDRIACUS (PRINCE’S FEATHER) . //P80403 
F-HEMBAI 005372 

F-HEMBAI 005374//!!!! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//2. Oa-34: 
92 : 75//HOMO SAPIENS (HUMAN) .//P39I94 



F-HENBA1005382//AP0L IPOPROTEIN C-ll (APO-CI I) . //O. 99: 39: 33//B0S TA 
URUS (BOV INE). //PI 90 34 

F-HEMBAI 005389//HYPOTHET1CAL 70.0 KO PROTEIN IN DNAK 3’ REGION (ORF 
4) . //O. 82 : 164: 31//LACT0C0CCUS UCTIS (SUBSP. UCTIS) (STREPTOCOCCU 
S UCT I S) . //P42377 

F-HEMBAI 00 53 94//HYP0THET I CAL 8.9 KO PROTEIN IN IE0-IE1 INTERGENlC 
REGION. //O. 98: 44: 38//AUT0CRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS V 
IRUS (ACMNPV) . //P41 703 

F-HEMBAI 00 540 3//SPERM HI STOIC P2 PRECURSOR (PROTAN INE MP2).//0.06 
6:64: 29//MUS MUSCULUS (MOUSE) . //P07978 

F-HEMBAI 00 5408// SOS RIBOSOMAL PROTEIN L33. //O. 77: 32 : Z5//9ACI LLUS S 
U8T I LIS. //Q06798 

F-HEMBA1005410//RETROVIRUS-REUTED POL POLYPROTEIN [CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE) . //O. 0065: 38: 5 2//MUS 
MUSCULUS (MOUSE). //P1 1369 

F-HEMBAI 005411 //TOXIN S4C8.//0. 16:46 : 2B//0ENDR0ASP IS JAMESONI KAIM 
OSAE (EASTERN JAMESON'S MAMBA) . //P 2 5683 

F-HEMBAI 0054 2 3//CYCL IN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CY 
CL I N-DE PENDENT KINASE 4 INHIBITOR C) (PI 8-INK4C) . //4. 3a-09: 29: 96// 
HOMO SAPIENS (HUMAN) . //P42773 

F-HEMBAI 00 S426//T0X IN C10S2C2. //O. 99: 49: 34//DENDR0ASP I S ANGUST1CEP 
S (EASTERN GREEN MAMBA) .//P25684 

F-HEMBAI 005443//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! • ! !//2. 9a-16 : 7 
8: 60//HOMO SAPIENS (HUMAN) . //P391 88 

F-HEMBAI 005447//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.99 
57 : 31//DASYPUS NOVEMC I NCTUS (NINE-BANDED ARMADILLO) . //02 132 9 
F-HEMBAI 005468//NADH-UB I QU I NONE OX 1 DOREDUCTASE CHAIN I (EC 1.6.5. 

3) (FRAGMENTS) . //O. 68:41 : 3 1//ARTEMI A SAUNA (BRINE SHR IMP) . //PI 904 
0 

F-HEMBAI 00S469 

F-HEMBAI 0Q5472//LINE-! REVERSE TRANSCRIPTASE HOMOLOG. //1 . 5e-39: 1 4 
2: 70//H0MO SAPIENS (HUMAN).//P08547 

F-HEMBAI 005474//!!!! ALU SU8FAMILY SQ VARNING ENTRY ! ! ! !//5. 8e-1 0: 
44: 68/ /HOMO SAPIENS (FBJMAN) . //P391 94 

F-HEM8A1 005475//U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD (U1 SNRNP 
70 KD) (SNRP70) .//9. 2e-14: 179:33//HOMO SAPIENS (HUMAN) . //P0862T 
F-HEMBAI 005497 

F-HEMBAI 00 5 500//60S RIBOSOMAL PROTEIN L37.//0. 11:53: 33//SCHISTOSOM 
A HANSON 1 (BLOOD FLUKE). //0441 25 
F-HEMBAI 005506 
F-HEMBAI 005508 

F-HEMBAI 00551 1 //!! !! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//3. 5e-30t 
92:73//HOMO SAPIENS (HUMAN) .//P3 91 94 

F-HEMBAI 0055 1 3//MALES- ABSENT ON THE FIRST PROTEIN (EC 2.3.1.-).// 
2. Oe-39: 9S:61//OROSOPHIU NELANOGASTER (FRUIT FLY) . //002193 
F-HEMBAIOOSSI 7//PR0L INE-RICH PROTEIN MP-2 PRECURSOR. //2. la-06: 56: 4 
4//MUS MUSCULUS (MOUSE) . //P05I42 

F-HEMBA10055I8//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). //S. 8e-05: 1 9 
2: 33//BOS TAURUS (BOVINE) . //P02453 

F-HEMBAI 005520//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//2. Oe-18 : 8 
7:57//HOMO SAPIENS (HUMAN) . //P39I88 

F-HEMBAI 005526//! ! ! ! ALU SUBFAMILY SB2 VARNING ENTRY !!!!//5.1a-2 
2:77:54//H0M0 SAPIENS (HUMAN). //P3 9 191 

F-HEMBAI OOS528//CCR4-ASSOC I ATED FACTOR 1 (CAF1) . //I . 2e-81 : 1 57: 98// 
MUS MUSCULUS (MOUSE) . //Q60809 

F-HEMBAI 005530//POLLEN ALLERGEN AMB P 5-A PRECURSOR (AMB P V-A).// 
0.98: 19: 47// AMBROSIA PSILOSTACHYA (VESTERN RAGWEED) . //P43 1 74 
F-HEMBA1Q0S548//TRANSCRI PTION FACTOR MAF1 . //I . 4e-72 : 137: 97//RATTUS 
NORVECICUS (RAT) . //P54842 

F-HEMBAI 005552//! !!! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//1. 7e-29: 
47 :78//HOMO SAPIENS (HUMAN) . //P 391 93 

F-1CMBA10055S8//HYPOTHETICAL 25.6 KO PROTEIN IN ABF2-CHL1 2 INTERCE 
NIC REGION. //I . 6e-20: 202: 30//SACCHAR0MYCES CEREVISIAE (BAKER’S YEA 
ST) . //Q04272 
F-HEMBA 1005568 

F-HEMBAI 005570//NADH-U8 1 QU I NONE OX I DOREDUCTASE CHAIN 6 (EC 1.6.5. 
3).//1 . 0:80:3l//CAEN0RHABOITIS ELEGANS. //P2 4885 
F-KEIBA1 005576//TRANSMEMBRANE PROTEIN SEX PRECURSOR. //8. 5a-58: 1 52: 
7S//H0M0 SAPIENS (HUMAN) . //P51 805 

F-HEMBAI 005577//KERAT IN. HIGH- SULFUR MATRIX PROTEIN. B2A.//0.98:5 
7 : 36//OVIS ARIES (SHEEP) . //P02438 

F-HEMBAI 005581//SL I T PROTEIN PRECURSOR.//!. 1e-62:254:41//DROSOPHIL 
A NELANOGASTER (FRUIT FLY). //P240 14 

F-HEMBAI 005582/ /DYNACT 1 N, 150 KD ISOFORM (150 KD DYNE I N-ASSOC I A TED 
POLYPEPTIDE) (DP-150) (DAP-150) (PI 50-CLUED) .//O. 0091 : lB9:29//RAf 
TUS NORVECICUS (RAT) .//P2 80 2 3 

F-HEMBA 1 00S583//HYP0THET I CAL 41.2 KO PROTEIN IN CPS REGION (ORF 7). 
//O. 83:1 19: 23//KLEBS I ELU PNEUMON I AE. //Q484S3 

F-HENBA1 005588//!! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//1 . 9e-1 7 : 1 
08: 53//H0M0 SAPIENS (HUMAN) . //P39I 88 
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F-HENBA1 QOSS93//SNALL PROLINE-RICH PROTEIN it (SPR-II) (CLONE 174 

N) . //O. 23:24: S4//HOMO SAPIENS (HUMAN) . //P22532 

F-HEMBAI 005 595//DYNE IN HEAVY CHAIN. CYTOSOLIC (DYHC) . //2. 7«-39: 25 

7 : 39//DICTYOSTELIUM OISCOIDEUM (SLIME NOLO) .//P3403S 

F-HEMBA 1005606 

F-HEMBA100S609//!!*! ALU SUBFAMILY SC IARNING ENTRY ! ! M//3. 2«-20: 
27 : 96//H0M0 SAPIENS (HUMAN) . //P391 92 

F-HEMBA 1 0056 16//UTE CONTROL GENE B PROTEIN (GPB) .//O. 48: SI :33//BA 
CTERIOPHAGE 186.//PQ87I1 

F-HEMBAI 00562 1 //Ml TOT 1C MAD2 PROTEIN. //1 . 2e-06 : 1 37: 32//SACCHAROMYC 
ES CEREVISI AE (BAKER'S YEAST) . //P40958 

F-HEMBA1005627//HYP0THET ICAL 17.1 KO PROTEIN IN PURS 3* REGION. //O. 
18: 100:32//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P3 88 98 
F-HEMBAI 005631 

F-HENBA1005632//HYPOTHET ICAL 7.4 KD PROTEIN. //O. 32 : 59: 32//VACCINIA 
VIRUS (STRAIN «R).//P04309 

F-t€MBA100S634//!!H ALU SUBFAMILY J IARNING ENTRY ! !M//2. 6e-14: 9 
3 : 58//H0M0 SAPIENS (HUMAN) .//P3 9 1 88 

F-HEMBA1005666//HYPOTHET ICAL PROTEIN K IAAQ1 29. //2. le-OS: 126: 25//H0 
MO SAPIENS (HUMAN). //Ql 4 1 42 
F-HEMBA 1005670 

F-HEMBA1 005679//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //2. 2 e-08: 40: 
72//HOMO SAPIENS (HUMAN) .//P08 547 

F -+EM8A 1 00 S68 0// SMAL L PROLINE-RICH PROTEIN 2-1 . //O. 01 S: 19: 47//H0M0 
SAPIENS (HUMAN). //P3S326 
F-HEMBA 1005685 

F-HEMBA1 00S699//EPHR I N-B3 PRECURSOR (EPtt-RELATED RECEPTOR TYROSINE 
KINASE LIGAND 8) (LERK-8) (EPH- RELATED RECEPTOR TRANSMEMBRANE LlG 
AND ELK-L3) .//4. 2e-38:98:81//HOMO SAPIENS (HUMAN) . //Ql 5768 
F-HEM8A1 00570 5//PR0TE IN Q300. //O. 11:23: 56//MUS MUSCULUS (HOUSE) . // 
Q02722 

F-HEMBA1 005717 

F-HEMBA1 005732//BACTENECIN 7 PRECURSOR (BAC7).//0. 22:55:41//0VIS A 
R1ES (SHEEP). //PS041S 

F-HEMBA1 00S737//CALC INEUR I N B SUBUNIT (PROTEIN PHOSPHATASE 2B REGU 
UTORY SUBUNIT) .//4. 5«-18: 167 : 34//SACCHAR0MYCES CEREVISIAE (BAKER* 
S YEAST). //P25296 
F-hCMBAI 005746 

F-HEMBA1005755//L INE-1 REVERSE TRANSCRIPTASE HOMOLOG.//7.4e-30:69: 
65//H0M0 SAPIENS (HUMAN) . //PO 8 547 

F-HEMBA 1005765//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//2. Se-19: 
60: 63//HOMO SAPIENS (HUMAN). //P3 9 1 94 

F-HEMBA100S780//METALLOTHIONEIN-I (MT-1) . //1 . 0: 31 : 38//C0LUM8A LIVI 
A (DOMESTIC PIGEON). //PI 5786 
F-HEM8A1 00581 3 

F-HEMBA1 00581 5//CALPA IN. URGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) 
(CALCIUM- ACTIVATED NEUTRAL PROTEINASE) (CANP) (MU/M-TYPE) . //I . Oe- 
23:200:31/ /GALLUS CALLUS (CHICKEN) .//P00789 

F-HENBAI005822//PR0TE IN Q300. //0. 0016:21 : 80//MUS MUSCULUS (MOUSE). 
//Q02722 

F-HEMBA 1005829//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY * ! ! !//9. 6e-33: 
96:73/ /HOMO SAPIENS (HUMAN) . //P391 94 

F-HEM8AI00S834//LINE-I REVERSE TRANSCR I PTASE HOMOLOG. //I . 6e-22 : 10 
3 : 46//NYCT 1 CEBUS COUCANG (SLOW LORIS). //P08S48 
F-HEMBA1005852//PR0LINE-R ICH PROTEIN NP-3 (FRAGMENT) . //8. 8e-06: 95: 
3S//MUS NUSCULUS (MOUSE) . //PO 5 143 

F-HEMBAI 005853/ /HYPOTHET 1 CAL PROTEIN NJ0647.//0. 39:28: 39//METHAN0C 
OCCUS JANNASCHI I . //Q58063 
F-HEMBAI 005864 

F-HEMBAI 0058 91 //HYPOTHET I CAL PROTEIN MTH1 37. //O. 95: 51 : Z7//NETHAN0B 
ACTERIl* THERMOAUTOTROPH I CUM. //026 240 

F-HEM8A1005894//!!!! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//2. 6e-29: 
81:71 //HOMO SAPIENS (HUMAN). //P3 91 95 

F-HEMBAI 005909//HYPOTHET I CAL 8.2 KO PROTEIN B03S3.1 IN CHROMOSOME 
111 . //O. 98 : 1 9: 52//CAENORHABO I Tl S ELEGANS. //Ql 0958 
F-HEMBAI 0059 11 //!!!! ALU SUBFAMILY J IARNING ENTRY ! * ! !//l . 9e-Z7: 8 
6: 70//HOMO SAPIENS (HUNAN) .//P391 88 

F-HENBA100592I//!!!! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//l . 3e-38: 
99:81 //HOMO SAPIEMS (HUMAN). //P39 194 

F-HEMBAI 00593 1//Z INC FINGER PROTEIN 63 (ZINC FINGER PROTEIN HPFI). 

//2. 3e-l7:76: 51//H0M0 SAPIENS (HUMAN) .//P5 1522 

F-HEMBA 1 005934//!!!! ALU SUBFAMILY SB IARNING ENTRY ! ! ! !//0. 024: 5 

4 : 4Q//H0M0 SAPIENS (HUMAN). //P3 9 189 

F-HEMBAI 005962 

F-HEMBAI 00 59S3//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMH 
A-C0P).//1. 7e-32: 89: 79//BOS TAURUS (BOVINE) .//P53620 
F-HEJffiAl 005990//HYP0THET I CAL BHLF1 PROTE IN. //3. 0e-09: 180: 36//EPSTE 
IN-BARR VIRUS (STRAIN 895-8) (HUNAN HERPESVIRUS 4).//P03I81 
F-HEMBAI 005991//HYPOTHET I CAL PROTEIN K I AA0032. //3. 0«-1 7 : 107 : 43//H0 
MO SAPIENS (HUMAN) . //Ql 5034 
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F-HEMBA 1005999 
F-HEMBAI 006002 

F-HEMBAI 006005//CORNIF IN B (SMALL PROUME-RICH PROTEIN IB) (SPR1B) 
(SPR1 B) . //O. 0017: 4S : 44//MUS MUSCULUS (MOUSE) . //Q6 2 2 67 
F-HEMBAI 006031 //BAS 1C PROLINE-RICH PEPTIDE IB-1 .//O. 00016: 84: 39//H 
OMO SAPIENS (HUMAN). //P042 81 

F-HEMBAI 006035//DNAK PROTEIN 1 (HEAT SHOCK PROTEIN 70) (HSP70).// 

0. 43 : 100: 27//SYNECH0CYSTIS SP. (STRAIN PCC 6803) .//Q55 154 
F-1CM8A 1006036//!! !! ALU SU8FANILY SQ IARNING ENTRY ! ! ! »//6. 2e-64: 

I 50 : 74//HOMO SAPIENS (HUMAN) . //P39 194 
F-HEMBAI 006042 

F-HEMBA t006067//METALL0TH I ONE IN A (MT-A) . //O. 86: 34: 41//THERMARCES 
CERBERUS. //P52721 
F-HEMBAI 006081 

F-HEMBA 1006090//SOD I UM/GLUCOSE COTRANSPORTER 3 (NA(+) /GLUCOSE COTR 
ANSPORTER 3) (LOI AFFINITY SOO I UM-GLUCOSE COTRANSPORTER) . //O. 87: 3 
5: 54//SUS SCROFA (PIG).//P3I636 

F-HEMBAI 00609 1 //EARLY NOOULIN 20 PRECURSOR (N-20) . //O. 027 : 87 : 32//M 
EDICAGO TRUNCATULA (BARREL MEDIC) . //P93329 

F-HEMBAI 0061 00//! ! M ALU SUBFAMILY SZ IARNING ENTRY ! ! ! !//8. 1 e-09: 
58 : 60//HOMO SAPIENS (HUMAN) . //P391 95 

F-HEMBAI006106//HYPOTHETICAL 56.6 KD PROTEIN, IN URE2-SSU72 INTERGE 
NIC REGION. //$. 6«-l6: 88 : 36//SACCHAROMYCES CEREVISIAE (BAKER' S YEAS 
T) . //P53867 

F-HEMBA 10061 21 //HOMEOBOZ PROTEIN COZ-I (CAUDAL-TYPE HOME 060 X PROTE 
IN 1 ) . //3. 4b- 0S : 1 06 : 37//HOMO SAPIENS (HUMAN) . //P4 7 90 2 
F-HEMBAI 0061 24//S0S RIBOSOMAL PROTEIN L33.//1 .0:12: 83//BACILLUS ST 
EAROTHERMOPHiLUS. //P23375 

F-HEMBA 1 006 1 30//SEL- 1 0 PR0TEIN.//7. 7e-05: 129: 28//CAENORHABDITIS EL 
EGANS. //Q937 94 

F-HEM8A1 0061 38//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//7. 8e-1 3: 
41 :73//HOMO SAPIENS (HUMAN) . //P39 194 

F-HEMBA1006142//!!!! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//2. 3e-39: 
101 : 77//HOMO SAPIENS (HUMAN). //P3 9 1 92 

F-HEM8AI006155//CENE 33 POLYPEPTIDE. //O. 21 :70:31//RATTUS NORVECICU 

S (RAT). //PO 543 2 

F-HEM8A1006158 

F-HEMBAI 006 173//PROTE IN-TYROSINE PHOSPHATASE STRIATUM-ENRICHED (EC 
3.1.3.48) (STEP) (NEURAL-SPECIFIC PROTEIN-TYROSINE PHOSPHATASE) 
(FRAGMENT) .//O. 01 7: 20 :95//HOMO SAPIENS (HUMAN) . //P54829 
F-HEMBA 1 006 182//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//0. 37:31 :6 
1//H0M0 SAPIENS (HUMAN) . //P391 88 

F-HEMBAI 0061 98//HONEOBOZ PROTEIN K0Z-B3 (HOX-2.7) (NH-23). //0.85:6 
1 : 29//MUS MUSCULUS (MOUSE) . //P09026 

F-HEMBAI 005235//50S RIBOSOMAL PROTEIN L33. //I . 0:26 : 38//AQUIFEZ AEO 
LICUS.//067756 

F-HEMBA 1 006 2 48//MALE SPECIFIC SPERM PROTEIN MST8408. //O. 0041 : 64: 37 
//DROSOPHILA MELANOGASTER (FRUIT FLY) . //QO 1643 

F-HEMBAI 0062 52//BOIMAN-B IRK TYPE PROTEINASE INHIBITOR 0E-3.//1.0:2 
2 : 40//DOL I CHOS AXILLARIS (NACROTYLOMA AX I LURE). //PO 1057 
F-HEMBAI 006253//D IS INTECR IN ERISTICOPHIN (PUTELET AGGREGATION ACT 
I VAT I ON INHIBITOR). //O. 95: 1 9: 47//ERI STOCOPHI S MACMAHONI (LEAF-IOSE 
D VIPER) . //P22826 
F-HEMBA 1006259 

F-HEMBA 1006 2 6 8//! !!! ALU SUBFAMILY SC IARNING ENTRY • ! ! !//7. 0e-05 
32:6S//HOMO SAPIENS (HUMAN) . //P391 92 

F-HEMBA 1 006 2 7 2// RETRO V I RUS-RELATED GAG POLYPROTEIN (VERSION 2).// 
4. 8«-1 1 2 : 248 : 78//KOMO SAPIENS (HUMAN). //PI 0264 
F-HEMBAI 006278//POLY (A) POL Ytt RASE (EC 2.7.7.19) (PAP) (POLYNUCLEO 
TIDE ADENYLYLTRANSFERASE) (FRAGMENT) . //2. Se-71 : 1 64; 75//HOMO SAPlEN 
S (HUMAN). //PS 1003 

F-HEMBAI 006283//50S RIBOSOMAL PROTEIN L32.//0. 81 : 27:44//THERMU5 AQ 
UATICUS (SUBSP. TKERMOPH I LUS) . //P80339 

F-HEMBA 1 006 284//CUT I CLE COLUGEN 2. //O. 36 : 42 : 40//CAEN0RHAB0 1 T IS EL 
EGANS. //PI 7656 

F-HEM8A1 006291 //HYPOTHET I CAL 43.3 KD PROTEIN IN EVGS-GIK INTERGENI 
C RECI0N.//2. 4e-37: 143: 31 //ESCHERICHIA C0LI.//P76SI8 
F-HEMBA 1 006 293//MYEL I N-OL I GOOENDROCYTE GLYCOPROTEIN PRECURSOR. //O. 
20: 1 34 : 29//RATTUS NORVEGICUS (RAT). //Q6 3 34 5 

F-HEMBAI 0O6309//HYPOTHET I UL 54.2 KD PROTEIN IN ERP5-ORC6 INTERGEN 
1C REG I ON. //2. t e— 43 : 187 :48//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAS 
D.//P38821 

F-HEMBA 1 006 3 1 0//S I GNAL TRANSDUCER C024 PRECURSOR (HEAT STABLE ANTI 
GEN) (HSA) (NECTA0RIN).//0. 7t: 46: 39//RATTUS NORVEGICUS (RAT).7/Q07 

490 

F-HEMBAI 006 328//RNA POLYMERASE ALPHA SUBUNIT (EC 2.7.7.48) (NUCLEO 
CAPS 10 PHQSPHOPROTE I N) . //O. 44:141: 24//HUMAN PARAINFLUENZA 1 VIRUS 
(STRAIN Cl -5/73) . //P3253I 

F-HEMBA 1006 3 34//HYPOTHET I CAL TRANSCRIPTIONAL REGUUTOR AFI627.//0. 
98:26: 46//ARCHAE0GL0BUS FULGI DUS. //028646 
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F-HEMBA 10O6344//EZR IN (P81) (CYTOVILLIN) <V I LL I M-2> . //«. 8a-08:91 : 3 
6//NUS MUSCULUS (HOUSE) . / /P26040 

F-HEMBA 1 006 347//MALES- ABSENT ON THE FIRST PROTEIN (EC 2.3.1.-).// 
9. I e-48: 149: SO//OROSOPHILA HELANOCASTER (FRUIT FLY). //002193 
F-HEMBA1006349//METALLOTHI0NE IN-LIKE PROTEIN l.//0.01S:$9:33//CASU 
ARINA GLAUCA (SI AMP OAK).//Q3951I 

F-HENBAI006359//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//6.8«- 
96:261 .66//HOMO SAPIENS (HUMAN). //P28 160 

F-HEMBAI 006364//PUTAT I VE ENOONUCLEASE C1F12.06C (EC 3. 1 . -. -).//0. 9 
7:60: 35/ /SCH I ZOSACCHARON YCES PONBE (FISSION YEAST) .//Q 10348 
F-HEMBAI 0063 T7//EARLY NOOULIN 20 PRECURSOR (N-20).//0. 00023: 1 10: 3S 
//MED I CA GO TRUNCATULA (BARREL MEDIC) . //P93329 
F-HEMBAI 006380 

F-HEMBAI 00638 1 //HETAUOTH I ONE I N- 1 1 . //1 . 0 : 26 : 38//CAND I DA GLABRATA 
(YEAST) (TORULOPSIS GLABRATA) .//PI 5114 

F-HEMBAI 006 3 98//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //3. 3e-26: 1 2 

3.S2//HOMO SAPIENS (HUMAN) . //P08547 

F-HEM8A10064I6 

F-HEMBAI 006419//!!!! ALU SUBFAMILY SB IARNING ENTRY ! ! ! !//! . 2e-24: 

1 02 :SO//HOMO SAPIENS (HUMAN). //P39I89 

F-HEMBAI 006421 //!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//3. 1 e-21 : 1 
01 : 57//H0M0 SAPIENS (HUMAN). //P391 88 

F-HEMBAI 0O6424//HYPOTHET I CAL PROTEIN I0RF1 . //0. 85: S5: 30//B0VINE CO 
ROKAVIRUS (STRAIN MEBUS). AND BOVINE CORONAVIRUS (STRAIN QUEBEC)./ 
/P22053 

F-ICMBAI 006426//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//l . 8e-36: 
78: 74//H0M0 SAPIENS (HUMAN) . //P391 95 

F-HEMBA 1 006438//HYPOTHET I CAL 8.1 KD PROTEIN (0RF65) . //1 . 0 : 38: 36//G 
UILLARDIA TICTA (CRYPTOMONAS PHI) . //078421 

F-HEMBA 100644S//RAS-L IKE PROTEIN 3.//1 . 9«-06:40:47//RHIZ0MUC0R RAC 
EMOSUS (MUCOR CIRCINELLOIOES F. LUSITANICUS) . //P22280 
F-HEMBAI 006446 

F-HEMBA1006461//!!!! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//4. I«-18: 
68: 67//H0M0 SAPIENS (HUMAN) .//P391 92 
F-HEMBAI 006467 
F-HEMBAI 006471 

F-HEMBAI 006474//40 KD PROTEIN. //! . 1 e-37 : 231 : 38//B0RNA DISEASE VIRU 
S (BDV) .//QOIS52 

F-HEMBA 1 00648 3//!!! ! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//6. 1 e-38: 
77 : 74//HOM0 SAPIENS (HUNAN) . //P3 9 192 

F-HEMBA 1 00648 5//HYP0THET I CAL 9.3 KD PROTEIN IN NAD3-NAD7 INTERCENI 
C REGION (ORF 79).//0.91 :30:40//MARCHANTIA POLYMORPHA (LIVERMORT). 
//P38465 

F-HEMBA 1006486//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I. I e-l 2:78: 
5 I //HOMO SAPIENS (HUMAN) . //P08 547 

F-HEMBAI 006489//FUN34 PROTE IN. //O. 94: 58: 37//SACCHAR0MYCES CEREVISI 
AE (BAKER’S YEAST) . //P32907 

F-HEMBA 1 006492//NADH-UB I QU1 NONE OX I DOREDUCTASE MIFE SUBUNIT (EC 1. 
6.S.3) (EC 1.6.91.3) (COMPLEX l-MIFE) (CI-MIFE). //O. 87: 44: 36//HOMO 
SAPIENS (HUMAN). //01 52 39 

F-HEMBA 1 006494//FERREDGX IN-LIKE PROTEIN IN NIF REGION. //0. 1 1 : 46: 26 
//RHIZOBIUN LEGUMINOSARUM (BIOVAR TRIFOLI I) . //P427II 
F-HEMBA 1006497 

F-HEMBAI 006 502//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//0. 15:26: 7 
3//H0M0 SAPIENS (HUMAN) . //P39 188 

F-HEMBA 1 0O6507//D1APHANOUS PROTEIN. //O. 0055: 1 29: 28//DR0S0PH I LA MEL 
AN0CAST6R (FRUIT FLY) .//P48608 

F-HEMBAI 00652 1//3-0X0ACYL- [ACYL-CARRIER PROTEIN] REDUCTASE (EC 1. 
1.1.100) (3-KETOACYL- ACYL CARRIER PROTEIN REDUCTASE).//!. le-32: 17 
7 41 //ESCHERICHIA COLI.//P25716 

F-HEMBAI 006S30//NADH-UB I QU1 NONE OX I DOREDUCTASE CHAIN 5 (EC 1.6.5. 
3) (FRAGMENT) . //0. 052 : 84 : 26//LE I SHNAN I A TARENTOLAE (SAUROLE I SHNAN I 
A TARENTOLAE). //PI 5583 

F-HEMBAI 00653S//INHIBI TOR OF APOPTOSIS PROTEIN 1 (MIAP1) (MIAP-I). 
//6. 6e-05 : 53 : 39//MUS HUSCULUS (MOUSE) . //008863 
F-HEMBA 10 06 540//PRESYNAPT 1C PROTEIN SAP97 (SYNAPSE-ASSOCIATED PROT 
EIN 97) (DISCS, LARGE HOMOLOG 0.//2. 1e-07: 206:2 3//RATTUS NORVEGIC 
US (RAT). //Q6269S 

F-HEMBAI 006 546//PR0BABLE E5 PROTEIN. //Q. 1 1 : 70: 32//HUMAN PAPILLOMAV 
IRUS TYPE 51.//P26553 

F-HEMBA 1006 5 S9//SUPPRESS0R PROTEIN SRP40. //O. 015:221 : 20//SACCKAR0M 
YCES CEREVISIAE (BAKER’S YEAST) . //P32583 

F-HEMBA 1006562//SAL I VARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE 
$).//!. 58-07: 122: 33//HOMO SAPIENS (HUMAN). //PI 01 63 
F-HEICA1006566//CELL DIVISION PROTEIN KINASE 2 (EC 2.7.1.-) (C0C2 
HOMOLOC ECI PROTEIN KINASE). //O. 63:53:37//XENOPUS LAEVIS (AFRICAN 
CLAIED FROG) . //P23437 

F-HEMBA 1 0 06 S69//C0LLAGEN ALPHA 2(1) CHAIN (FRAGMENT) . //4. 4e-0S : 88 : 
39/ /BOS TAURUS (80VINE) . //P02465 
F-HEMBAI 006579 
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F-HEMBA10O6S83//PROL INE-RICH PROTEIN HP-2 PRECURSOR. //O. 01 1 :6 I : 40/ 
/HUS MUSCULUS (MOUSE) . //PO 5 142 

F-HEMBAI 006S9S//! ! !! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//S. 6e-34: 
93 : 77//HOMO SAPIENS (HUMAN) . //P39 194 

F-ICMBAI 006597//! ! ! ! ALU SUBFAMILY SI IARNING ENTRY ! 1 ! !//» . 9e-26: 
75: 74//HOMO SAPIENS (HUMAN). //P 39 1 95 

F-HEMBAI 0066 1 2//SUPPRESS08 PROTEIN SRP40. //O. 026:221 : 22//SACCHAR0N 
YCES CEREVISIAE (BAKER'S YEAST) . //P3 2583 

F-ICMBAI 0066 17//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//6. 6e-2D: 7 
3:63//HONO SAPIENS (HUMAN) . //P3 9 188 

F-HEMBA 1 0066 24//HYP0THET ICAL 41.9 KD PROTEIN IN SDS3-THSI INTERGEN 
1C REGION. //2.6e-3l: 209: 44//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAS 
T) . //P40506 

F-ICMBAI 0066 31 //HYPOTHETICAL 62.8 KD PROTEIN IN TAF145-Y0RI INTERG 
ENIC REGION. //!.5e-1S: 131 :4l//SACCHAR0iYCES CEREVISIAE (BAKER’ S YE 
AST) . //P5333I 
F-HEMBAI 006635 

F-HEMBA 10O6639//POLYAOENYLATE-B I ND INC PROTEIN 1 (POLY (A) BINDING P 
ROTEIN 1) (PABP 1).//2.2e-11:48:7S//MUS MUSCULUS (MOUSE) . //P2 934 1 
F-HEMBAI 006643//L0NG NEUROTOXIN CRI PRECURSOR (KAPPA NEUROTOXIN)./ 
/O. 28:48: 27//BUNGARU5 MULTICINCTUS (MANY-BANDED KRAI T) . //PI S81 7 
F-HEMBA I 006648//Z INC FINGER PROTEIN 12 (ZINC FINGER PROTEIN K0X3) 
(FRAGMENT) , //O. 26:17: 47//HOMO SAPIENS (HUMAN) . //PI 701 4 
F-HEMBAI 006652//60S RIBOSOMAL PROTEIN L7.//2.4e-44:206:47//MUS MUS 
CULUS (MOUSE). //PI 41 48 
F-HEMBA 1 006653 
F-HEMBA 1006659 

F -HEM8A 1 006665/ /L I HE- 1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 01 8: 43: 58 
//HOMO SAPIENS (HUMAN) . //P08547 

F-HEMBAI 006674//TRANSCR I PTl ON INITIATION FACTOR TFIID 135 KO SUBUN 
IT (TAFI 1-135) (TAFM135) (TAF 1 1-1 30) (TAFI II 30) . //2. 9e-0S: 1 54: 33/ 
/HOMO SAPIENS (HUMAN) . //000268 

F-HEM8A1006676//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) . //3. 6 
•-09:52: 51 //OIEN I A FUS I FORM I S. //P2 1 260 
F-ICMBAI 006682 

F-HEM8A1006695//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//2. 1 e-06 : 3 
5:6S//HOMO SAPIENS (HUMAN) . //P391 88 
F-HEMBA 1006696 

F-HEMBAI 006708//HYPOTHET1CAL 46.4 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN IN PMC1-TFG2 INTERGEN 1C REGION. //3. 4e-1 9: 1 04: 4S//SACCHAR0MYC 
ES CEREVISIAE (BAKER’S YEAST) . //P5 31 96 

F-HEMBA 1 006709//RET I NO I C AC 10 RECEPTOR RXR-BETA. //O. 24: 1 11 : 36//H0M 
0 SAPIENS (HUMAN) . //P28702 
F-HEMBAI 0067 17 

F-HEMBAI 006737// ANXYR IN. BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN. NON 
ERYTHROID) (FRACMENT) . //5. 8«-09: 1 1 1 :40//HOMO SAPIENS (HUMAN) . //QOI 
485 

F-ICMBAI 006744//! ! ! ! ALU SU8FAMILY SB2 IARNING ENTRY !!!!//1.8e-3 
2 :84: 78//HONO SAPIENS (HUMAN). //P391 91 

F-HEN8A1006754//LINE-I REVERSE TRANSCRIPTASE HOMOLOG. //I . 3e-75: 22 
0: 62//HOBO SAPIENS (HUMAN) . //P08547 

F-HEMBAI 0067 58//VASCUUR ENDOTHEL I AL-CADHER I N PRECURSOR (VE-CADHER 
IN) (CAOHERIN-5) (7B4 ANTIGEN) (COM4 ANT I (CN) . //O. 024: 1 10: 29//H0M 
0 SAPIENS (HUMAN). //P331 51 
F-HEMBAI 006767 

F-HEMBAI 006779//N I TOCHONDR I AL RIBOSOMAL PROTEIN SI 2. //O. 67: 19: 42// 
LEI SHNAN I A TARENTOLAE (SAUROLE I SHUN I A TARENTOLAE) . //Q34940 
F-HEMBA 1006780 

F-HEMBAI 0O67B9//PR0L INE-RICH PROTEIN MP-3 (FRAGMENT) . //O. 056 : 98: 30 
//MUS MUSCULUS (MOUSE) .//POS 143 

F-HEMBAI 006795//L I PC-1 REVERSE TRANSCRIPTASE HOMOLOG. //2. 9e-l 1 : 1 4 
3 : 30//NYCT I CEBUS COUCANG (SLOT LORIS) . //P08S48 
F-HEMBA 1 006 7 96//I t SKOTT- ALOR i CH SYNDROME PROTEIN HOMOLOG (IASP).// 
0. 16:38 :42//MU$ MUSCULUS (MOUSE) . //P703 IS 

F-HEMBA1006807//HYPOTHETICAL 46.4 KD PROTEIN T16HI2. 5 IN CHROIIOSOM 
E lll.//4.4«-75: 184: 77//CAENORHABOITI S ELEGANS. //P34568 
F-ICMBAI 0068 21//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY !!!!//0.0tl:2 
0: 85//HOMO SAPIENS (HUMAN) . //P3 9 1 94 

F-HEN8A1006824//PROTEIN B1 I . //O. 44: 27:44//VACCINI A VIRUS (STRAIN f 
R). //QOI 229 

F-HEMBAI 00683 2//HYP0THET ICAL 34.6 KO PROTEIN C13G5. 2 IN CHROMOSOME 
1 1 I.//I.0;46:36//CAEN0RHAB0ITIS ELEGANS. //P34327 
F-HEMBAI 006849 

F-HEMBAI 006865// ACROS IN INHIBITORS 1 1A AND I IB (BUSl-l l).//l .0:41 
3 1 //BOS TAURUS (BOV INE) . //P01 001 

F-HEBBA1 0O6877//OXYSTEROL-B1 NO I NC PROTE IN. //3. 7e-26 : 239: 36//ORYCTO 
LACUS CUN I CULUS (RAB8I T) . //PI 6258 

F-HEMBAI 00688 5//HYP0THET I CAL 27.2 KD PROTEIN F09E5. 8 IN CHROMOSOME 
1 1 . //4. Se-38 : 1 85 : 43//CAEN0RHABDIT I S ELEGANS. //P520S7 
F-KEMBA 1006900 
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F-HEMBA 1 00691 4/ /UB I QU I T I N-ACT 1 VAT I MG ENZYME El — L IKE (POLYMERASE- IN 
TERACTING PROTEIN 2).//S. 2e-27:269:33//SACCHAR0MYCE$ CEREVtSI AE (B 
AKERS YEAST) . //P52488 

F-HEMBA l 00692 1//CYT0T0X IN 3 (COMPONENT 3. 20). 7/0. 99: 32: 37//NAJA ME 
LANOLEUCA (FOREST COBRA) (BLACK-LIPPED COBRA) . //POUT 3 
F-HEM8A1006926//ATROPHIN-1 (DENTATORUBRAL- PALL I DOLUYS I AN ATROPHY P 
ROTE IN) . //O. 0024: 148: 33//RATTUS NORVEGICUS (RAT) . //P542S8 
F-HEMBA 1 006 929//HYP0THET I CAL PROTEIN MJ0S25.//0. 95: 3S:20//METHAN0C 
OCCUS JANNASCHI I.//Q57945 

F-HEMBA 1 006 936//SAL I VARY ACIDIC PROLINE- RICH PHOSPHOPROTE IN 1/2 PR 
ECURSOR (PRP-1 / PRP-3) (PRP-2 / PRP-4) (PIF-F / PIF-S) (PROTEIN A 
/ PROTEIN C) [CONTAINS: PEPTIDE P-C].//Q. 074: 116:3t//HOMO SAPIENS 
(HUMAN). //PO 28 10 
F-HEMBA 1006938 

F-HEMBA 1006 94 1//TH I OREDOX IN H-TYPE I (TRX-HD.//2. le-13:90:33//NIC 
Oil ANA TABACUM (COMMON TOBACCO) . //P2 9449 
F-HEMBA 1006949 

F-HEMBA1 006973//COLLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) . //0. 75: 29 : 
S5//B0S TAURUS (BOVINE) . //P2 5 508 

F-HEM8A 1 006976//CMP-N- ACET YLNEURAM I NATE-BET A-GALACTOSAM I DE-ALPHA- 
2. 3-SIALYLTRANSFERASE (EC 2.4.99.-) (BET A-GALACTOS I D£ ALPHA-2. 3-SI 
ALYLTRANSFERASE) (ST3GALI 1 1) (ALPHA 2. 3-ST) (GAL-NAC6S) (STZ) (SI A 
T4-C) (SAT-3) (ST-4). //3.9c- 108: 1I7:95//HOMO SAPIENS (HUMAN). //Qll 
206 

F-HEMBA 1006993 

F-HEMBA1 006996//HYPOTHET I CAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGE 
MIC REGION (0RF70) . //O. 12:51: 33//ASTASIA LONGA (EUCLENOPHYCEAN ALC 
A). //P34779 

F-HEMBA1007002//PLATELET GLYCOPROTEIN IX PRECURSOR (CPIX) (CD42A) . 
//0. 00096: 60 :33//HOMO SAPIENS (HUMAN). //PI 4 770 
F-HEMBA10070I7//HYPOTHET ICAL 7.2 KD PROTEIN IN CYAY-DAPF INTERGENI 
C REGION. //1 . 0: 25: 56//ESCHERICHI A COL I . //P39166 
F-HEMBA1 00701 8//DYNE IN LIGHT INTERMEDIATE CHAIN 1. CYTOSOLIC (LIC5 
7/59) (DYNEIN LIOIT CHAIN A) (DlC-A).//8. 5e-120: 278:80//GALLUS GAL 
LUS (CHICKEN) . //Q90828 

F-1CIBAI007045//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEC PROTEI 
N).//2. I«-I2:158:29//XEN0PUS LAEVIS (AFRICAN CLAMED FROG) . //Pi 7437 
F-HEMBA 1007051 

F-HEMBA 1 0070 52//60S RIBOSOMAL PROTEIN L37-B (L35) (YP55).//0. 94:3 
7 : 35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //PS 1402 
F-HEMBA 1 00706 2//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 93 : 
SS: 2 9// RHINOCEROS UNICORNIS (GREATER INDIAN RHINOCEROS) . //Q96 06 3 
F-HEMBA I 007066//ECL0S I ON HORMONE PRECURSOR (ECDYSIS ACTIVATOR) (E 
H).//0. 58:49: 38//80MBYX MORI (SILK MOTH) . //P25331 
F-HEMBA1 007073//PUTAT I VE SMALL MEMBRANE PROTEIN (ORF 4) . //0. 86 : 46 : 
34//CANIKE ENTERIC CORONAVIRUS (STRAIN INSAVC-1) (CCV) . //P36696 
F-HEMBA 1007078//MM ALU SUBFAMILY SP MARNING ENTRY ! ! ! !//8. 6c-29 : 
56: 67//HOMO SAPIENS (HUMAN) . //P39I 93 

F-HEMBA I 0O7O8O//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEI 
N). //0. 028:1 22 :30//XEN0PUS LAEVIS (AFRICAN CUMED FROG) .//PI 7437 
F-HEMBA10070BS//RT0A PROTEIN (RATIO-A) . //7. 4«-|l : 221 : 3I//DICTY0STE 
LIUM 0 1 SCO I DEUN (SLIME MOLD). //P5468I 

F-HEMBA1QQ7087//HYP0THETICAL PROTEIN MJ0162. //3. 3e-29: 173: 36//METH 

ANOCOCCUS JANNASCHI I.//Q57626 

F-HEMBA1007112 

F-HEM8A1007I1J 

F-1CMBA1 0071 21// INOSITOL POLYPHOSPHATE 1 -PHOSPHATASE (EC 3.1.3.57) 
(I PP) . //S. 4e-07 : 90 : 28//HOMO SAPIENS (HUMAN) . //P4944I 
F-HEMBA1 0071 29//HIRUSTASIN. //O. 88 : 37: 32//HIRUDO MEDICINAL! S (MEDIC 
INAL LEECH) . //P80302 

F-HEM8A1 0071 47//HYP0THET I CAL 12.0 KD PROTEIN IN DST1-HEN2 INTERGEN 
1C REGION. //O. 92:23: 34//SACCHAR0NYCES CEREVISIAE (BAKER’S YEAST)./ 
/P53182 

F-HEMBA 1007 1 49//BACTER IOC IN M1CR0CIN B17 PRECURSOR (MC8I7). //0. 007 
8: 1 7: 70//ESCHERICHIA COL I .//P05834 

F-HEMBA 10071 St //MDJtMl PROTEIN PRECURSOR. //O. 25:45: 37//MUS MUSCULUS 
(MOUSE) .//Q62477 

F-HEMBA l 007 174//HYP0THET ICAL 45.1 KO PROTEIN IN RPSS-ZMSI INTERGEN 
1C REGION. //6. 9e-l8: 97: 47//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
D.//P47160 

F-HEMBA 100 7 178//!!!! ALU SUBFAMILY SX MARNING ENTRY ! ! ! !//9. 8e-Q6: 
38: 65//H0M0 SAPIENS (HUMAN) . //P391 95 

F -HEMBA 10071 94/ /CLUCOSE- 6 - PHOSPHATE l-CEHYOROGENASE. CHCLOROPLAST 
ISOFORM PRECURSOR (EC 1.1.1.49) (G6PD) . //1 .0:80: 32//NICOT I ANA TABA 
CUM (COMMON TOBACCO). //Q4 3793 

F-HEM8A1OQ7203//PROTEIN A22. //1 . 0: 1 1 5: 26//VARIOLA VIRUS. //P33 845 
F-HEMBA1 007206 

F -FEMBA 1 007224/ /HYPOTHET I CAL 3S. 7 KD PROTEIN C41C4.6 IN CHROMOSOME 
1 1 .//2. 4e-05: 92 : 30//CAEN0RHABD I T I S ELEGANS. //Q0927S 
F-HEMBA! 007243//HYPOXANTH INE-GUANI NE PHOSPHOR I BOSYL TRANSFERASE (EC 



2.4. 2.8) (HCPRT) (HCPRTASE) (HPRT B) . //3. U-74: 205: 67//MUS MUSCUL 
US (MOUSE) . //P00493 

F-HEMBAt 007251 //VI TELL INE MEMBRANE PROTEIN VN26AB PRECURSOR (PROTE 
IN TU-4) (PROTEIN SV23) .//O. 52: 108: 30//DROSOPHILA NELANOGASTER (FR 
UIT FLY). //PI 3238 
F-HEMBA I OOT256 

F-HEMBA 1007267//CALI Cl N (FRAGMENT) . //O. 060:88: 3 1//HQMO SAPIENS (KU 
MAN). //Q1 3 939 

F-TCMBAI007273//HYPOTHETICAL 8.1 KD PROTEIN (ORF65) . //O. 95:40: 37// 
GUI LLAROIA THETA (CRYPTOMONAS PHI) . //078421 

F-HEMBA 1 007279//! ! ! ! ALU SUBFAMILY J MARNING ENTRY ! ! ! !//4. 6e-24 : 9 
8: 64//HOMO SAPIENS (HUMAN). //P3 9 1 88 
F-f€MBA 1007281 

F-HEMBA 1 007288//HYPOTVCT I CAL 13.5 KD PROTEIN IN ZMS1-MNS1 INTERGEN 
1C RECION.//0. 88:11: 54//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST)./ 
/P47I62 

F-HEM8A1007300//CGMP-SPECIFIC 3 . 5' -CYCLIC PHOSPHODIESTERASE (EC 
3.1.4.17) (CCB-PDE). //2. 7e-43:220:41//80S TAURUS (BOVINE) .//Q2S 156 
F-HEMBA 100 7 30 l //PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSOR. //3. 3e-2 
2 : 1 1 5: 33//HOMO SAPIENS (HUMAN) . //P02461 
F-HEMBA 100731 9 

F-HEMBA 10O732O//HYPOTHET ICAL 28.0 KO PROTEIN IN GLOB-RNHA INTERGEN 

1C RECION. //1 . 0 : 48: 37//ESC1CR ICHIA COL I . //P75672 

F-HEMBA I 0O7322//THREON INE DEHYDRATASE OPERON ACTIVATOR PROTEIN.// 

1.0:59: 33//ESCHER I CHIA C0U.//PU866 

F-HEMBA 1007 32 7 

F-HEM8A10O734I//!!!! ALU SUBFAMILY J MARNING ENTRY ! !!!//9. I *-12:3 
7 :62//HOMO SAPIENS (HUMAN). //P391 88 

F-HEMBA 1 007 342//PR0BABLE E5 PROTEIM. //O. 89: 96: 29//PYGMY CHIMPANZEE 
PAPILLOMAVIRUS TYPE 1.//Q02268 

F-HEMBA 1007 34 7// INSULIN-LIKE GROMTH FACTOR BINDING PROTEIN 2 PRECU 
RSOR (1CFBP-2) (I BP-2) (IGF-BINOING PROTEIN 2).//0.92:52:43//OVIS 
ARIES (SHEEP) . //029400 

F-HEIBB1 000005//1EAK NEUROTOXIN 5.//0. 98:30 :33//NAJA NAJA (INDIAN 
COBRA) //P291 79 

F-HEM8B1 000008//! ! ! ! ALU SUBFAMILY SX MARNING ENTRY ! ! ! !//2. 7e-35 : 
73: 84//H0M0 SAPIENS (HUMAN). //? 39 195 

F-HEMBB 10000 18//HYP0THET ICAL BHLF1 PR0TEIN.//0. 39: 90:37//EPSTElN-B 
ARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 
F-HEMBB 1000024//V I RE LOCUS 9 KO VIRULENCE PROTEIN.//0. 66:36:4I//AG 
R08ACTER1UM TUMEFACIENS. //P0806I 

F-HEMBB 1 00002 5//MUSCAR I NIC TOXIN ALPHA (NT -ALPHA). //0. 46: 32: 40//D6 
NOROASPIS POLYLEPIS POLYLEPIS (BLACK MAMBA) . //P80494 
F-HEMBB 1000030//SUPPRESSOR PROTEIN SRP40. //B. 7e-07 : SO: S2//SACCHAR0 
MYCES CEREVISIAE (BAKER'S YEAST) . //P32S83 

F-HEMBB 1 000036//HYPOTHET ICAL 43.2 KO PROTEIN C34E10. 1 IN CHROMOSOM 

E II I.//2. 5e-O7:120:29//CAENORHABOITIS ELEGANS. //P46 576 

F-HEMBB 1 00003 7//HYP0T1CT I CAL 59.9 KD PROTEIN IN SGAI-KTR7 INTERGEN 

1C RECION. //I. 7e-0S: 71 :29//SACCHAROMYCES CEREVISIAE (BAKER’S YEAS 

O.//P40492 

F-HEM881000039//VERT HYPOTHETICAL 11.9 KD PROTEIN C4H3.12C IN CHRO 
MOSOME I.//1. 0:61 : 21//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
QI0219 

F-HEMBB 1000044 

F-HEMB81000048//HYPOTHETICAL 15.7 KD PROTEIN IN IDH-DEOR INTERGENI 
C REGION. //I . 0: 63: 31 //BACILLUS SUBTI LIS. //P54942 
F-HEMB81 000050//! ! ! ! ALU SUBFAMILY SQ MARNING ENTRY ! ! ! !//9. Oe- 1 4 : 
34:79//HONO SAPIENS (HUMAN) .//P 39 194 

F-HEMBB 1000054//!!!! ALU SU8FAMILY SP MARNING ENTRY ! ! ! !//5. 9e-31 : 
45: 73//HONO SAPIENS (HUNAN) .//P 391 93 

F-HEM8S1000055//NUSCARIN1C TOXIN ALPHA (NT-ALPHA). //I. 0: 14: 57//DEN 
OROASPIS POLYLEPIS POLYLEPIS (BLACK NAMBA) . //P8Q494 
F-HEM88I000059//!!!! ALU SUBFAMILY SX MARNING ENTRY !!!!//!. Oe-21 : 
82: 59//H0M0 SAPIENS (HUMAN).//P39I95 

F-HEMSB1000083//CHR0MOCRANIN A PRECURSOR (CGA) [CONTAINS: PANCREAS 
TAT IN: BETA-GRANIN; ME-14] . //0. 87: 1 72: 28//RATTUS NORVEGICUS (RAT). 
//PI 03 54 

F-HEMBB! 000089//HYPQTHET ICAL 9.5 KD PROTEIN IN SPEA-METK INTERGENI 
C REGION (F83).//l . 0:42: 33//ESCHERICHI A COLI. //P46879 
F-HEMBB 10000 99//'!!! ALU SUBFAMILY SB MARNING ENTRY ! ! ! !//7. 7e-08: 
31 :87//HOMO SAPIENS (HUMAN) .//P39I89 

F-HEMBB1000103//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I . 4e-3B: 1 3 
6 : 58//HOMO SAPIENS (HUMAN) . //P08547 

F-HEMBB 1000113//! !!! ALU SUBFAMILY J MARNING ENTRY ! ! M//3. 9«-1 3 : 5 
7 : 64/ /HOMO SAPIENS (HUMAN) . //P3 9 1 88 

F-HEMBB 1 000 M9//MAF PROTEIN. //3. 6e-32: 1 95: 43//BACI LLUS SUBTILIS.// 
402169 

F-HEMBB 1 0001 36//HYP0THET I CAL 12.7 KD PROTEIN IN PCS60-A8D1 INTERGE 
NIC REGION. //0. 65: 71 : 32//SACCHAROMYCES CEREVISIAE (BAKER’ S YEAST). 
//P38327 
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F-HEMBB 1 0001 41 //B-CELL GROVTH FACTOR PRECURSOR (BCGF-12 KD) . //O. 00 
014: 34:64//HOMO SAPIENS (HUMAN) . //P20931 

F-HEMBBI 000144// { ! ! ! ALU SUBFAMILY S82 VARNING ENTRY ! ! ! !//2. 0«-2 
6:81 :69//H0M0 SAPIENS (HUMAN) . //P39I91 

F-HEMBB 1000 17 3//!!!! ALU SUBFAMILY J VARNINC ENTRY ! ! ! !//9. 2e-29: 9 
I: 71 //HOMO SAPIENS (HUMAN). //P391 88 

F-1CMBB100017S//ANT I MICROBIAL PEPTIDE ENAP-I (FRAGMENT) .//O. 97: 41 : 
36//EQUUS CABALLUS (HORSE) . //P8093D 

F-HEMBBI OOQ198//HYPOTHET I CAL 7.7 KD PROTEIN YCF33 (0RF67) .//O. 91 : 2 
I : S2//P0RPHYRA PURPUREA. //P51 329 

F-HEMB8 1000215//!!!? ALU SUBFAMILY SC VARNINC ENTRY ! ! ! !//3. 4e-08 : 
39: 76//HOMO SAPIENS (HUMAN) .//P 39 1 92 

F-HEMB8I000217//DNA DAMAGE TOLERANCE PROTEIN RHC3I (RAO 31 HOMOLOG 
).//2. 9e-32: 174: 40//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST). //QOS 
624 

F-HEMB810002I8//ATP SYNTHASE PROTEIN 8 (EC 3. S. 1.34) (ASL). //O. 73 : 
31 :38//MICR0TUS PENNSYLVANIA (MEADOV VOLE) .//P24949 
F-HEMB81000226//HYPOTHETICAL 37.0 KD PROTEIN B049S.8 IN CHROMOSOME 
I i. //6. 58-26:191 : 34//CAENORHABO I T I S ELEGANS. //Q092 1 7 
F-HEMBBI 000240 

F-HEMBB 1 000244// !!!! ALU SUBFAMILY J VARNINC ENTRY !!!!//!. 9e-0S: 4 
4: 6I//HOMO SAPIENS (HUMAN) . //P391 88 
F-HEMBB 1 000 2 SO 
F-HEMBB 1000258 

F-HEMBBI 0002 64//CUT I CLE COLLAGEN SQT-1.//0. 15:89:33//CA£NORHABDITI 
S ELEGANS. //PI 2! 14 

F-HEMBB 1000266//TRANSLAT I ON INITIATION FACTOR IF-2. //2. 7«-06 : 1 67 : 2 
2//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST) .//P39730 
F-HEMBB1 000272//CYTOCHROME C OXIDASE POLYPEPTIDE VIB (EC 1.9. 3.1) 
(AED) . //O. 75: 30:43//BOS TAURUS (BOVINE). //P00429 
F-HE»B1000274//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-J) (S 
MALL PROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) . //I. 0: 38: 36//SUS SC 
ROFA (PIO.//P35323 

F-HEMBB 1000284//CALTR IN (CALCIUM TRANSPORT INHIBI TOR) . //1 . 0: 56 : 30/ 
/HUS MUSCULUS (HOUSE) . //QO 9098 
F-HEMBB 1000307 
F-HENBB100G312 

F-FEIB81 0003 17//THROMBOS POND IN I PRECURSOR. //3. 2e-32: 135: 43//H0M0 
SAPIENS (HUMAN) . //P07996 

F-ICMBB1000318//PUTATIVE SMALL MEMBRANE PROTEIN (NON STRUCTURAL PRO 
TEIN NS3) (NONSTRUCTURAL 9.5 KO PROTEIN) .//O. 41 : 51 : 31//HUMAN CORON 
AVIRUS (STRAIN 0C43).//Q04854 

F-HEMBB100033S//2INC FINGER PROTEIN 13 (ZFP-13) (KROX-8 PROTEIN) 
(FRAGMENT). //O. 82: 33 :45//MUS MUSCULUS (MOUSE) .//P 10754 
F-HEMBB 1 0003 36//ALDEHYDE OXIDASE (EC 1. 2.3.1) (FRAGMENTS) . //O. 80:4 
4 : 40//0RYCT0LAGUS CUNICULUS (RABBIT) .//P80456 

F-HEMBB1 000337//SPL ICING FACTOR. ARGININE/SERINE-RICH 4 (PRE-NRNA 
SPLICING FACTOR SRP75) . //O. 94: 1 18: 22//HOMO SAPIENS (HUMAM) . //Q081 7 
0 

F-HENBB1 000338//MALE SPECIFIC SPERM PROTEIN MST840A. //O. 042: 33: 39/ 
/DROSOPHILA NELANOGASTER (FRUIT FLY).//Q0!642 

F-HEMB81000339//! ! ! ! ALU SU8FAMILY J VARNINC ENTRY ! ! ! !//2. 2«-14: 5 
4 : 55//HOMO SAP I ENS (HUMAN) . //P39 1 88 

F-HEMBB1 000341 //GENE 74 PROTEIN (GP74) . //I. 0: 39: 33//MYCOBACTER IOPH 
AGE L5.//Q05289 
F-WMBB1 000343 

F-«MBB1000354//!!!! ALU SUBFAMILY J VARNINC ENTRY ! ! I !//l . 1 e-1 5:8 
3 : S6//HOMO SAPIENS (HUMAN) .//P391 88 

F-HEMBB 1 0003 6 9//PR0TE IN Q300. //O. 99: 27 : 40//MUS MUSCULUS (MOUSE).// 
Q02722 

F-HEMB81 000374//!!!! ALU SUBFAMILY SB VARNINC ENTRY ! ! • ! //4. 7«-34 : 
56: 78//H0M0 SAPIENS (HUMAN) . //P39 189 
F-HEMBB 1000376 

F-HEMBB 10003 91 //COL LAGEN ALPHA 1 (K f l> CHAIN (FRAGMENTS) . //O. 001 3: 7 
9 : 35//B0S TAURUS (BOV INE) . //P25508 

F-KENBB 1 000399//CHECKPO I NT PROTEIN RAD17.//2. 8e-15: 187: 31//SCHIZ0S 
ACCHAROMYCES POMBE (FISSION YEAST). //P50531 

F-ICNBB1 000402//NADH-UB I QU I NONE OX IDOREDUCTASE CHAIN 5 (EC 1.6.5. 
3) (FRAG8ENT) . //O. 027 : 60: 38//LEI SHMANIA TARENTOLAE (SAUROLEISHMANI 
A TARENTOLAE). //PI 5583 

F-HEMBBI 000404//CYANELLE SOS RI80S0MAL PROTEIN L28. //O. 94: 29: 27//C 
YANOPHORA PARAOOXA. //P481 29 

F-HEMBB) 000420//SPL I CEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B5 
3). //0. 023: 97: 35//HOMO SAPIENS (HLQ1AN) .//Q15427 
F-HEMBB 1 000434// ! ! ! ! ALU SUBFAMILY SQ VARNINC ENTRY ! ! ! !//4. 8e-20 : 
111: 54//H0N0 SAPIENS (HUMAN). //P3 9 194 

F-HEM8B1 000438//HYPOTHET I CAL 7.9 KD PROTEIN IN GP55-NRDG INTERGENI 
C REGION. //O. 93: 24:50//BACTERIOPHACE T4.//P07076 
F-HEMBB 100044 )//!!!! ALU SUBFAMILY J VARNINC ENTRY ! ! ! !//4. 4*-23: 8 
5: 70//HOMO SAPIENS (HUMAN) . //P39) 88 



F-HEMBB 1000449//!!!! ALU SUBFAMILY SX VARNINC ENTRY ! ! ! !//0. 88: 27 : 
5 1 //HOMO SAPIENS (HUMAN) . //P3 91 95 
F-HEMB81 000455 
F-HENB81 000472 

F-HEMBB 1 000480//PROTE IN STBC. //1 . 0 : 52 : 30//ESCHER I CH I A C0U.//PI19O 
5 

F-HEM881 0O0487//SHORT NEUROTOXIN I (NEUROTOXIN ALPHA) (NEUROTOXIN 
I O.//0. 93:29: 34//NAJA OX I ANA (CENTRAL ASIAN COBRA) (OXUS COBRA)./ 
/P01427 

F-HEMBB 1000490//!!!! ALU SUBFAMILY SX VARNINC ENTRY ! ! ! !//2. Je-)6 
50: 80//H0MO SAPIENS (HUMAN) . //P391 95 
F-HEMBB 1000491 

F-HEMB81000493//3A PROTEIN. //I . 0: 51 : 35//AVIAN INFECTIOUS BRONCHI T I 
S VIRUS (STRAIN 8EAUDETTE) (IBV) . //P 302 37 

F-HEM8B1000S10//IINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //9. 7a-27: 1 3 
2.45//HOMO SAPIENS (HUMAN) . //P08547 

F-fEMBB I 0005 1 8/ /CYTOCHROME C OXIDASE POLYPEPTIDE III (EC 1.9. 3.1). 
//O. 021:47: 40//LE ISHNANI A TARENTOLAE (SAUROLE I SWAN I A TARENTOLAE). 
//PI 4546 
F-HEMBB1 000523 

F-HEMBB1 000530//COLLAGEN ALPHA l (XIV) CHAIN PRECURSOR (UNDULIN).// 
9. 8e-l4:43: 83//GALLUS CALLUS (CHICKEN). //P3 201 8 
F-HEMBB1OOO550//NADH-UBIQUINONE OX I DOREDUCTASE CHAIN 5 (EC 1.6.5. 

3) . //O. 19:97: 3Q//TRYPAN0SGNA BRUCE I BRUCE I . //PO4540 

F-HEMBB 10005S4//NATERNAL B9. 10 PROTEIN (P30 B9. 10) . //O. 94: 82 : 25//X 
ENOPUS LAEVIS (AFRICAN C LAVED FROG) . //P40744 

F-HEN8B1 000556//TRANSCR I PT I ON INITIATION FACTOR TFUD 135 KD SUBUN 
IT (TAFI 1-135) (TAFII13S) (TAFII-130) (TAF I 1 1 30) . //O. 043 : 201 : 29//H 
OMO SAPIENS (HUMAN) . //000268 

F-HENBB1 000564//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (ASL) . //I . 0: 5 
2: 34//METR 10 IUM SENILE (BROVN SEA ANEIKME) (FRILLED SEA ANEMONE)./ 
/047493 

F-HEICB1 OOOS73//! ! ! ! ALU SUBFAMILY SB2 VARNINC EMTRY !!!!//2.3e*1 
0: 52:73//H0M0 SAPIENS (HUMAN) . //P39I 91 

F-HEMBB1 000575//! ! ! * ALU SUBFAN I LY SC VARNINC ENTRY ! ! ! !//1 . 8e-26 
76: 76//HOMO SAPIENS (HUMAN) .//P3 9 192 

F-HEMBBI 000586//NADH-UBIQU I NONE OX 1 00 REDUCTASE HLRQ SUBUNIT (EC !. 
6.5.3) (EC 1.6.99.3) (COMPLEX l-MLRQ) (Cl-MLRQ). //O. 74: 23: 52//HOMO 
SAPIENS (HUMAN). //000483 

F-HEMBB 1000589//!! !! ALU SUBFAMILY SP VARNINC ENTRY » ! ! !//2. 9e-2S 
61 : 75//H0M0 SAPIENS (HUMAN) .//P391 93 

F-HEMBB 1000591 //ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//I. 0: 3 
4: 35//PCTROMYZON MARINUS (SEA LAMPREY) . //Q3 5537 
F-HEMBB 1000592//SMALL PROLINE-RICH PROTEIN 2-1 .//O. 001 6: 49:42//H0M 
0 SAPIENS (HUMAN) . //P35326 

F-HEMBB10OOS93//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENTS). //O. 0070: 1 
89: 32//GALLUS GALLUS (CHICKEN). //PI 2105 

F-HEM881 000598//L I HE- 1 REVERSE TRANSCRI PTASE HOMOLOG. //5. 7«-l 0: 1 1 
0:41//NYCTICEBUS COUCANG (SLOV LORI S) .//P08548 
F-HEMB81 00062 3//HYP0THET1 CAL 54.9 KD PROTEIN C02F5. 7 IN CHROMOSOME 
III. //O. 0022 : 98 : 28//CAENORHABO I T I S ELEGANS. //P34284 
F-HEMBB 1000630 

F-HEMBB1 00063 1//ALPHA-2C-1 ADRENERGIC RECEPTOR (ALPHA- 2C-1 ADRENOC 
EPTOR) (SUBTYPE C4) . //8. 8e-06: 59:40//H0M0 SAPIENS (HUMAN) . //PI 8825 
F-HEN8B1 Q00632//GUANI NE NUCLEOTIDE RELEASING PROTEIN (GNRP).//7. 3 
e-13:l73: 28//MUS MUSCULUS (MOUSE) . //P27671 

F-HENB8 1 000637//! ! ! ! ALU SUBFAMILY SP VARNINC ENTRY ? • ! ! //4. Se-41 
94:82//H0M0 SAPIENS (HUMAN) . //P391 93 

F-HENB81000638// INV0LUCRIN.//1 . 9e~0( : 144: 29//H0M0 SAPIENS (HUMAN). 
//P07476 

F-HEMB81 000643// ! ! ! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//8. 3e-30 
77:76//H0M0 SAPIENS (HUMAN). //P3 9 1 95 

F-HEMBB1 000649//! !!! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//2. 5e~37: 
58:81//H0M0 SAPIENS (HUMAN) . //P39I 89 

F-HEH86 1000652//! ! ! ! ALU SUBFAMILY SP VARNINC ENTRY ! ! ! ! //2. 2e-37 
61 : 77//HOMO SAPIENS (HUNAN) . //P391 93 

F-HENB81 00Q66S//HYP0THETICAL PROTEIN BBD24. //O. 83: 38: 36//BORREL1A 
BURGDORFERI (LYME DISEASE SPI ROOCTE) . //P70845 
F-HEMBB1 000671 //LINE- 1 REVERSE TRANSCRIPTASE HONOLOC. //6. 8e-51 : 74 
71 //HOMO SAPIENS (HUMAN) . //P08547 

F-HEMBBI 000673//HEAT-STABLE ENTEROTOXIN A3/A4 PRECURSOR (STA3/STA 

4) (ST-10) (ST-H) . //O. 012:37: 37//E5CHER I CHI A COL I . //P07965 
F-HEMBB 1 000684//! ! ! ! ALU SUBFAMILY SP 1ARNING ENTRY ! ! ! !//3. I e-21 
66 : 72//HOMO SAPIENS (HUMAN). //P39 193 

F-HEMBB1000693//HUNTINGTIN ASSOCIATED PROTEIN I (HAP1 ) . //5. 2e-26 : 1 
21 :49//RATTUS NORVEGICUS (RAT). //P54256 
F-HEMBB 1000705 
F-HEM88 1000706 

F-HEMBBI 000709//HYPOTHET I CAL 5.8 KD PR0TEIN.//1. 0: 29 : 44//CL0VER YE 
LLOV MOSAIC VIRUS (CYMV) . //P1648S 
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F-HEMBB 1 0Q0725//RAS-RELATED PROTEIN RAB-88. //7. 4e-10S: 205: 98//RATT 
US NORVECICUS (RAT) . //P70550 

F-HEM8BI 000726//! ! ! ! ALU SUBFAMILY SQ VARNINC ENTRY * ! ! !//l . 4e-25: 
85: 70//H0M0 SAPIENS (HUMAN) .//P39I94 

F-HEMB8I000738//50S RIBOSOMAL PROTEIN L33.//1. 0:41 :3I//THERMUS AQU 
ATICUS (SU8SP. TH£RMOPH»LUS).//P3S871 

F-HEMB81000749//!! !! ALU SUBFAMILY SQ VARNINC ENTRY !!!!//!. 3«-29: 
42: 85//H0M0 SAPIENS (HUMAN) . //P3 9 1 94 

F-HEM881000763//NIFU PROTEIN.//0.089:63:36//FRANKIA AUII . //P46045 
F-HEM801OOO77O//CALTR IN-LIKE PROTEIN I I.//0. 98: !3:69//CAVIA PORCEL 
LUS (GUINEA PIG) .//P22075 

F-HEJNJB1 000774//H I GH MOBILITY GROUP PROTEIN HMG-Y.//0. 029:53: 32//M 
US MUSOJLUS (MOUSE). //PI 7095 

F-HEMBB100078I//MAPK/ERK KINASE KINASE 2 (EC 2.7.1.-) (MEK KINASE 
2) (MEKK 2).//3.Se-7S:144:98//MUS NUSCULUS (MOUSE ).//Q6 1083 
F-HEM8B 1 000789//PUTAT I YE 90.2 KD ZINC FINCER PROTEIN IN CCA1-A0K2 
INTERGENIC REGION. //2. 6e~49: 232 ; 43//SACCHAR0MYCES CEREVISIAE (BAKE 
RS YEAST). //P3 9956 

F-HEMBB 1 000790//! ! ! ! ALU SUBFAMILY J VARNINC ENTRY ! ! ! !//2. 9e-16: 9 
3 .51 //HOMO SAPIENS (HUMAN). //P3 9 1 88 
F-HEM8B 1 000794 

F-HEM88 1 000807/ /MUSCAR I N I C ACETYLCHOLINE RECEPTOR M3.//0. 54: 1 1 1 :27 
//CALLUS GALLUS (CHICKEN). //P49578 
F-HEMBBIOOOSIO 
F-HEMBBI 000821 

F-HEMB81 000822//HYPOTHETICAL 10 KD PROTEIN (ORF 6).//0. 10:50:34//N 
ARCISSUS MOSAIC VIRUS (NMV) . //PI 5099 

F-HEMB81000826//B-CELL GR01TH FACTOR PRECURSOR (BCGF-12 KD).//0.00 
025: 73: 39//HOMO SAPIENS (HUMAN) . //P20931 

F-HEMB81 000827//WYPCTHET I CAL 7.4 KD PROTEIN. //Q. 89: 23: 52//THERMOPR 
OTEUS TENAX. VIRUS I (STRAIN KRAI) (TTVD.//PI9302 
F-HEMB81 00083 1 //MALE SPECIFIC SPERM PROTEIN MST87F. //O. 98:35: 40//D 
ROSOPHILA NELANOGASTER (FRUIT FLY) . //P08I 75 

F-HEMBBI 000835//L IKE- 1 REVERSE TRANSCRIPTASE HOMOLOG. //7. 8 e-31 : 96: 
46//HOMO SAPIENS (HUMAN) . //P08547 

F-HEM8B1 000840//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 00012: 10 
2 : 36//NYCT I CEBUS COUCANG (SLOV L0RIS).//P08548 
F-HEMBB1000848//LINE-I REVERSE TRANSCR I PTASE K0M0L0C.//7. 3e-97 : 23 
9: 7Q//H0M0 SAPIENS (HUMAN) . //P08 547 
F-HEMBBI 000852 
F-HEMBB I 000870 

F-HEMBB I 00087 6/ /METALLOTH I ONE I N (NT) . //O. 99: 1 4: 64//PERCA FLUVIATIL 
IS (PERCH). //P52725 

F-HEMB81000883//HYPOTHETICAL 7.8 KD PROTEIN (0RF62).//0. 34:60:33// 
GUILLARDI A THETA (CRYPTOMONAS PHI) . //078459 

F-HEMBBI 000887//HI ST I DIKE-RICH. METAL BINDING POLYPEPTIDE. //1 .0:2 
6:42//HELIC0BACTER PYLORI (CAMPYLOBACTER PYLORI) .//Q4825I 
F-HEMBBI 000888 
F-HEMBBI 000890 
F-1CMB8 1000893 

F-HEMBBI 000908/ /MM ALU SUBFAMILY J VARNINC ENTRY ! ! ! !//0. 0074: 4 
S: 51 //HOMO SAPIENS (HUMAN) . //P 39 188 

F-HEMBBI 00091 0// PROBABLE E5 PROTEIN. //1. 0: 49: 36//HUMAN PAPILLOMAVI 
RUS TYPE 58.//P26552 

F-ICMBB 10009 13//!!!! ALU SUBFAMILY SX VARNINC ENTRY ! ! ! !//0. 29: 56: 
46//HOMO SAPIENS (HUMAN).//P39I95 

F-HEMBBI 00091 5//CYT0CHR0ME B (EC 1. 10. 2. 2) .//2. Se-24:62: 90//HOMO S 
API ENS (HUMAN). //POO 156 

F-IOBSI 00091 7//! ! ! ! ALU SUBFAMILY SP VARNINC ENTRY ! ! ! !//S. 9e-2S: 
53 : 66//HOMO SAPIENS (HUMAN). //P3 9 1 93 

F-HENBBI0OO927//NEURONAL CALCIUM SENSOR 1 (NCS-1) (FREQUENIN) . //3. 
9«-44 : 1 82 : 45/ /XENOPUS LAEVIS (AFRICAN C LAVED FROG) . //Q9I614 
F-HEMBBI 000 947//SMALL PROLINE-RICH PROTEIN 2-1 . //O. 24: 69: 27//HOMO 
SAPIENS (HUMAN). //P35326 

F-HEMBBI000959//!!!! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//3. Oe-31: 
89: 68//HOMO SAPIENS (HUMAN) . //P3 91 95 

F-HEMBBI 000 97 3//C0NNECT I VE TISSUE GROVTH FACTOR PRECURSOR. //O. 96 : 6 
6 : 36//BOS TAURUS (BOVINE) .//0 1 87 39 

F-HEM8B1 000975//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR (HISTIOINE-P 
ROLINE RICH GLYCOPROTEIN) (HPRO.//0. 00042: 77: 41 //HOMO SAPIENS (HU 
MAN) . //P041 98 
F-HEMBBI 000981 

F-HEMBBI 000 985//M I PP PROTEIN (MURINE IAP-PROMOTED PLACENTA-EXPRESS 
ED PROTEIN).//!. Oe-1 8: 1 78 : 30//MUS MUSCULUS (MOUSE) . //P28575 
F-HEMBBI 000991 

F-HEMBBI 000996//HYPOTHET I CAL 10.1 KO PROTEIN IN RHSD-CCL INTERGENI 
C REGION (0RFD3) .//O. 58:34: 35//ESCHERICHIA COLI . //P33669 
F-HEMBB 1 00 1 004//PR0BA8LE E4 PROTEIN. //O. 24: 1 10:35//HUMAN PAPILLOMA 
VIRUS TYPE 5B.//P26550 
F-HEMBB 100 1008 
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F-HEMBB 1 00)011 //ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN K0I4) 
(ZINC FINGER PROTEIN HF. l6).//3.2e-l7:104:47//K0MO SAPIENS (HUMAN 
). //PI 7097 

F-HEMB8IOOIOI4//EOTAXIN PRECURSOR (EOSINOPHIL CKMOTACTIC PROTEIN 
) . //1 . 0: 58: 39//RATTUS NORVECICUS (RAT).//P9754S 
F-HEMBBI 001020//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//l. 4e-07: 
36: 75//HOMO SAPIENS (HUMAN). //P3 9 189 
F-HEMBBI 001024 

F-HEMBBI 00 1 03 7//FER REDOX I N.//1.0: 52 :25//MOOR£LLA THERMOACETICA (CL 
OSTRIOIUM THERMOACET i CUM) . //P0Q2Q3 
F-HEMBBI 001 047 

F-HEMBBI 00 105 1 //PROTEIN FAN (FACTOR ASSOCIATED VI TH N-SMASE ACTIVA 
TION) . //3. 4e-21 : SO: 100//H0MO SAPIENS (HUMAN) . //Q926 36 
F-HEMBBI 001 OS6//HYPOTHET I CAL 29.3 KD PROTEIN (ORF92) . //O. 0099: II 5: 
35//ORGT IA PSEUOOTSUGATA MULTICAPS 10 POLYHEDROSIS VIRUS (OPMNPV)./ 
/010341 

F-HEMBBI 001058//! ! M ALU SUBFAMILY SC VARNING ENTRY ! ! ! !//1. 1e-J3: 
95: 76//HOMO SAPIENS (HUMAN) . //P391 92 

F-HEMBBI 001 060//HYP0THET I CAL 8.2 KO PROTEIN ZC21.7 IN CHROMOSOME I 
1 1 . // 1 . 0 . 38 : 36/ /CAENORHABD I T I S ELEGANS. //P34S9 1 
F-FEM881 001063 
F-HEMBB 1 00 1068 

F-HEMBBI001096//NOXIUST0XIN (NTX) (TOXIN II . 1 1) . //O. 99: 36 : 38//CENT 
RUROIOES NOXIUS (MEXICAN SCORPION) .//P088 15 

F-HEMBB 1 00 1 1 02//HYP0THET I CAL 72.5 KD PROTEIN C2F7. 10 IN CHROMOSOME 
I-//1. I«-27:11S:36//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q 
09701 

F-HEMBBI 001 105//CLASS II HISTOCOMPATIBILITY ANTIGEN. N ALPHA CHAIN 
PRECURSOR. //O. 80:70 :40//H0MO SAPIENS (HUMAN) . //P28067 
F-HEMBBI 00111 2//PR0TEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. //I. 
Id-126 ; 287 : 85//RATTUS NORVEGICUS (RAT) . //P38378 
F-HEMBB 1 001114/ /HYPOTHET I CAL 9.6 KO PROTEIN (0RF2) . //O. 84: 62: 27//B 
ACTERIOPHAGE L2.//P42S37 
F-HEMBBI 001 1 17 

F-HEMBB 100111 9//C0LLAGEN ALPHA l(XII) CHAIN PRECURSOR. //1 . 6e-21 : 5 
0: 98//HOMO SAPIENS (HUMAN). //Q9971 5 

F-HEMBB 1 001 1 26//HYP0THET ICAL 55.9 KD PROTEIN EEED8. 6 IN CHROMOSOME 
1 1 . //1 . 7e-50 : 1 84: 53//CAENORHABO I T I S ELEGANS . //Q09296 
F-HEMB81001 1 33//! ! ! ! ALU SUBFAMILY SC VARNINC ENTRY ! ! ! !//1 . 4e~09 : 
$3:S2//HOMO SAPIENS (HJMAN) . //P3 9 1 92 

F-HEMBBI 001 1 37//ONA-OI RECTED RNA POLYICRASE II LARGEST SUBUNIT (EC 
2.7. 7.6) (RPB1) (FRAGMENT). //2.0e-QS: 206 : 27//CR ICETULUS CR I SEUS 
(CHINESE HAMSTER). //PI 1414 

F-HEMBB 100 It 42//!!!! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//4. 1 e-OS : 
46: S6//HGM0 SAPIENS (HUMAN). //P 39 1 93 

F-*MBB100115I//HYP0THETICAL 33.5 KD PROTEIN C104.02C IN CHROMOSOM 
E I.//2. 3e-23:l09:44//SCHIZ0SACCHAROMYCES POMBE (FISSION YEAST).// 
Q10149 

F-HEMBBI 001 1 S3//PROCOLLAGEN ALPHA 2 (IV) CHAIM PRECURSOR. //O. 75: 76 : 
34//ASCARI S SUUN (PIC ROUNDVORM) (ASCARIS LUMBRICOIDES) .//P27393 
F-HEMBBIOOI169//!!!! ALU SUBFAMILY SX VARNINC ENTRY ! ! ! !//1 . 4e- 1 6 : 
71 : 59//H0M0 SAPIENS (HUMAN) .//P39I95 

F-HEMBB 1 00 1 175//ANKYR IN. //3. 2e-12: 169:31//MUS MUSCULUS (MOUSE). //Q 
02357 

F-f€M88 1 00 1177//PER IODIC TRYPTOPHAN PROTEIN 2 HOMOLOG. //9. 4e-07 : 14 
8 : 27//HOMO SAPIENS (HUMAN) . //Q1 5269 

F-HEMBB! 001 182//HYP0THET ICAL 36.0 KD PROTEIN. //1 . 3e-09: 1 1 0: 3I//SAC 
CHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P54858 
F-HEMBB 1001 1 99 

F-HEMBB 1 00 1 208//HYPOTHET I CAL PROTEIN LAMBDA-5PS. //D. 053 : 23 : 47//MUS 
MUSCULUS (MOUSE). //PI 5974 
F-HEM8B 100 1209 

F-HEM8B 1001210/ /HYPOTHET I CAL PROTEIN LAMBDA-SPS. //O. 14: 40: 37//MUS 
MUSCULUS (MOUSE). //PI 5 974 

F-HEM881001218//! ! ! ! ALU SUBFAMILY SQ VARNINC ENTRY ! ! ! !//3. 4e- 1 9 : 
49: 67//H0M0 SAPIENS (HUMAN) . //P39I 94 

F-HEMBBI 001 221 //CYTOCHROME C OXIOASE POLYPEPTIDE VIIA-LIVER PRECUR 
SOR (EC 1.9.3.D.//0. 11: 44: 38//HOMO SAPIENS (HUMAN). //PI 4406 
F-HEM881001234//65 KD YES-ASSOCI ATED PROTEIN (YAP65) . //2. 0t-45: 1 9 
2 : S3//MUS MUSCULUS (MOUSE) . //P4S938 

F-HEMBBI 001 242//HYPOTHET ICAL 143.3 KO TRP-ASP REPEATS CONTAINING P 
ROTEIN C12C12.13C IN CHROMOSOME I.//S. 5e-37 : 226 :41//SCHI ZOSACCHARO 
MYCES POMBE (FISSION YEAST) . //Q09876 

F-HEMBB 1 00 t 249//0XAL0ACETATE DECARBOXYLASE GAMMA CHAIN (EC 4.1.1. 

3) . //1 . 0 : 2 3 : 43//KLEBS I ELLA PNEUMON I AE. //PI 3 1 55 

F-HEM881001 253//METALL0THI0NEIN- IH (MT-IH) (MET ALLOTH I ONE I N-0) (M 

T-O).//0. 14:16: 43//H0M0 SAPIENS (HUMAN) . //P80294 

F-HEMBBI 00 1 254//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//l. 4e-l2: 

40: 75//HOMO SAPIENS (HUMAN).//P39I 95 

F-HEMS81001267//M!! ALU SU8FAMI LY SP VARNING ENTRY ! ! ! !//l. Oe-12: 
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33: 78//H0H0 SAPIENS (HUMAN). //P39 193 

F-HEW81 001 271 //HYPOTHETICAL 25.1 KO PROTEIN B0302.S IN CHROMOSOME 
I. //I • 0 : 58 : 37//CAEMORHABO I T I S ELECANS. //Ql 0928 
F-t€NB81Q01 282//AKXYRIN HOMOLX PRECURSOR. //9. Se-1 3: 206: 3I//CHR0MA 
TIUM VIN0SUM.//Q06S27 

F-HEMBB 1 00 1 2 88//C0PPER HOMEOSTASIS PROTEIN CUTC.//4. 6«-42: 163: 51// 
ESCHERICHIA COLI.//P46719 

F-HEMB81001289//HYP0TKETICAL PROTEIN 0RF-I137.//I. 0e-05: 10S:26//MU 
S MUSCULUS (HOUSE) . //P1 1 250 

F-HEMBBIOOl 294//GTP-B I NO I NG PROTEIN TC10.//1. 3e-34:SS:94//H0M0 SAP 
IENS (HUMAN). //PI 700 1 

F-HEMBB 1001 3 02//HONEOBOX PROTEIN CON-2 (CAUOAL-TYPE HOMEOBOX PROTE 
IN 2) (COX-3). //O. 24:49:46//HOMO SAPIENS (HUMAN) . //Q99626 
F-HEMBB 1001 304//GLYC I NE-R I CH CELL IALL STRUCTURAL PROTEIN (CLONE • 
10-1) (FRAGMENT) . //1 . 0 : 1 7 : 70//LYCOPERS I CON ESCULENTUM (TOMATO) . //Q 
01157 

F-HEMB81001 314//SALI VARY CLUE PROTEIN SGS-3 PRECURSOR. //O. 21 : 104:2 
7//0R0S0PHILA ERECTA (FRUIT FLY) . //PI3730 

F-HEMBBIOOl 31 5//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY !!!!//1.3«-24: 
S3: 71/AKMHJ SAPIENS (HUMAN) . //P391 95 

F-HEMBBIOOl 31 7//HYP0THETICAL 05.7 KD PROTEIN CI3C6.03 IN CHROMOSON 
E I . //0. 24 : 90 : 31 //SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q097 
02 ' 

F-HEMBBIOOl 326//HYPOTHETI CAL PROTEIN LAMBDA-SPS. //O. 35:26 :50//MUS 
MUSCULUS (MOUSE). //PI 5974 

F-HEMBB10O1331//HYPOTHET ICAL BHLF1 PROTEIN. //I. 0: 127: 33//EPSTEIN-B 
ARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03!81 
F-hCMBBIOOl 335//ESCARGOT/SNAIL PROTEIN HOMOLOG (FRAGMENT). //O. 85:4 
4: 29//SCIARA COPROPHILA (FUNGUS GNAT) . //Q0I799 
F-HEMBBIOOl 337//! ! ! I ALU SUBFAMILY SQ HARM I NG ENTRY ! ! ! !//4. 2e-20: 
62: 62//HOMO SAPIENS (HUMAN) . //P3 9 194 

F-HEMBBIOOl 339//HYPOTHET I CAL 17.3 KO PROTEIN CY1A11. 16C. //8. 2e~07: 
123: 34//MYC0BACTER I UM TUBERCULOS I S. //QS0606 

F-HEMBBIOOl 34S//LINE-1 REVERSE TRANSCRIPTASE HOMOLX. //4. 2«-14: 60: 
45/ /HOMO SAPIENS (HUMAN) . //P08547 

F-HEMBBIOOl 348//!!!! ALU SUBFAMILY J HARMING ENTRY ! ! ! !//S. 6e-1 4: 6 
I :62//HOMO SAPIENS (HUMAN) . //P39188 
F-HEMBBIOOl 356 
F-HEMBBIOOl 364 

F-HEMBBIOOl 366//HISTIOINE-RICH PROTEIN.//0. 87:26:42//PUSMOOIUM FA 
LCIPARUM (ISOLATE FCM17 / SENEGAL) . //PI 4S86 

F-1CM8B1001367//!!!! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//8. 6«-40: 

1 46: 61 //HOMO SAPIENS (HUMAN). //P3 9 1 92 
F-HEMBBIOOl 369 

F-HEMBBIOOl 380//! ! ! ! ALU SUBFAMILY SP IARNING ENTRY ! ! ! !//l . 9e-25: 
49:83//H0M0 SAPIENS (HUHAN) . //P391 93 

F-HEMBBIOOl 384//BH3 INTERACTING DOMAIN DEATH AGONIST (BIO). //O. 00: 
95 : 2 9//MUS MUSCULUS (MOUSE) . //P70444 

F-HEMB81001387//PEA2 PROTEIN (PPF2 PROTEIN) . //O. 022: 1 1 7 : 34//SACCHA 
ROMYCES CEREVISI AE (BAKER* S YEAST) .//P4009I 

F-HEM8B1 00 I 394//ALPHA-ADAPT I N A (CLATHfi I N ASSEMBLY PROTEIN COMPLEX 
2 ALPHA-A URGE CHAIN) (l 00 KO COATED VESICLE PROTEIN A) (PUSMA 
NENBRANE ADAPTOR KA2/AP2 ADAPT IN ALPHA A SUBUNIT) . //O. 38: 85: 31 //MU 
S MUSCULUS (MOUSE). //PI 7426 
F-HEMBBIOOl 410 

F-HEMB81 001 424//PH0T0SY STEM 1 1 4 KD REACTION CENTRE PROTEIN PRECUR 
SOR. //O. 99:37:2! //ORYZA SATIVA (RICE) .//PI 2 1 62 

F-HEMBBIOOl 426//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//0. 0035:4 
0 : 60//H0M0 SAPIENS (HUMAN) . //P391 95 

F-HEMBBIOOl 42 9//CYTOSOL AM I NOPEPTIDASE (EC 3.4.11.1) (LEUCINE AMIN 
OPEPTIDASE) (UP) (LEUCYL AM I NOPEPTIDASE) (PROLINE AM I NOPEPTIDASE) 
(EC 3.4.11.5) (PROLYL AM INOPEPTIDASE) . //I . le-99: 21 9:86//B0S TAURU 
S (BOVINE) . //P00727 

F-HEMBBIOOl 436//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//3. 4e-30: 
57:78//HOMO SAPIENS (HUMAN) . //P3 91 95 

F-HEICB 1 001 443// (PYRUVATE OEHYOROGENASE (LI POAM I OE)] -PHOSPHATASE P 
RECURSOR (POP) (EC 3.1.3.43) (PYRUVATE DEHYOROGEMASE PHOSPHATASE. 
CATALYTIC SUBUNIT) (POPC) . //2. 5e-79: 1 55: 97//B0S TAURUS (BOVINE).// 
P35816 

F-HEMBBIOOl 449 

F-HEMBB 1 00 1 454/ /SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTA 
INS: PEPTIDE P-0] (FRAGMENT) . //I . I e-OS: 1 96: 3I//HOMO SAPIENS (HUU 
N). //PI 0161 

F-HEMBB1001458//24 KD ANTIGEN (FRAGMENT) . //O. 94 : 1 0: SQ//PUSMOD I UM 
CHABAUDI. //PI4592 
F-HEMBBIOOl 463 

F-HEMBB 1 001 464//PPF2L ANTIGEN (FRAGMENT) .//I. 0: 45 : 28//PUSMOOIUM F 
ALCIPARUN (ISOLATE PALO ALTO / UGANDA) . //PO 7 76 5 
F-HENBB 1 00 1 482//GAST RULA ZINC FINGER PROTEIN XLCGFI 6. 1 (FRAGMENT). 
//4. 2e-10: 37: 43//XEN0PUS LAEVIS (AFRICAN CUIED FRM).//P18712 
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F-HEMBBIOOl 500 

F-HEM8B100I521//!!!! ALU SUBFAMILY J IARNING ENTRY ! M !//2.4e-39: 5 
9: 72//HOMO SAPIENS (HUMAN) . //P39 188 

F-HEMBB1001527//HOME0BOX PROTEIN HOX-65 (XLHBOX-4) (XH0X-1B) (FRAG 
MENT) .//O. 21:131: 25//XEN0PUS LAEVIS (AFRICAN CLAIEO FRX) . //P09019 
F-HEM881 001 531 //GENE 32 PROTEIN (GP32).//0. 88:95:30//MTC0BACTERI0P 
HAGE LS.//Q0S24I 

F-HEMBB 1 001 535//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) <A6L).//» . 0:3 
I : 38//LUHBRICUS TERRESTRIS (COMMON EARTHVORM) . //Q34942 
F-HEMB8100I 536 

F-HEMBBIOOl 537//! ! ! ! ALU SUBFAMILY SB2 IARNING ENTRY ! ! ! !//0. 0063 : 
52 : 50//H0M0 SAPIENS (HUMAN). //P391 91 

F-HEM8810015SS//!!! ! ALU SU8FAMILY J IARNING ENTRY M M//4. 9e-23 : 6 
9: 63//HOMO SAPIENS (HUMAN) . //P3 9 188 

F-HEMBB1001562//RABPHILIN-3A.//0. 087 : 147: 27//RATTUS NORVEGICUS (RA 
T) . //P47709 

F-HEMBBIOOl 564//L I NE-1 REVERSE TRANSCRIPTASE HOMOLX. //$. 9«-27 : 1 0 
7 : S4//H0M0 SAPIENS (HUMAN) . //POO 547 

F-HENB01OO1S65//!!!! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//! . 9e-l 2: 
51 : 54//H0M0 SAPIENS (HUMAN) .//P3 9 194 
F-HEMB81001 585 
F-HEM881001 586 

F-HEMBB1 001 588//HYP0THET ICAL 12.3 KD PROTEIN IN GAP1-NAPI INTERGEN 
1C REGION. //0. 0031: 31 : 48//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST 
) . //P36 140 
F-HEMBBIOOl 603 

F-HEIB81001618//RETR0V1 RUS-REUTED POL POLYPROTEIN [CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE] . //O. 00076: 47: 44//MU 
S MUSCULUS (MOUSE) . //P II 369 

F-HEMBBIOOl 61 9//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 
) . //1 . 0 : 52: 32//HQMO SAPIENS (HUMAN). //P22 S3 1 
F-HEMBBIOOl 630 

F-HEMB8 100 1 635//METALL0THI ONE IN-LIKE PROTEIN TYPE 2 A. //• . 0: 27 : 44/ 
/LYCOPERSICON ESCULENTUM (TOMATO) . //Q401 57 

F-HEMB8100I637//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//0. 0042: 2 
6: 73//HOMO SAPIENS (HUMAN) . //P3 9 188 
F-HEMBB 100 1641 

F-HEMBBIOOl 6 53//SURV I VAL MOTOR NEURON PROTEIN 1 . //O. 51 :36:47//CANI 
S FAMillARIS (DX) .//002771 

F-1CMB81Q0I665//H0ME0B0X PROTEIN ENGRAILED-I (MU-EN-U //0. 0030: 13 
5: 34//H0M0 SAPIENS (HUMAN) . //QOS925 

F-HEMB81001668//PROBABLE 60S RIBOSOMAL PROTEIN L39. //O. 99: 25: 44//C 
AENORHABDI Tl $ ELEGAMS. //P52814 

F-HEMBB1 001 673//HYPOT1CT ICAL 46.1 KD PROTEIN IN ERP5-0RC6 INTERCEN 
1C REGION. //O. 0054: 1 28: 34//SACCHAR0MTCES CEREVISIAE (BAKER’S TEAS 
TK//P38823 

F-FEMB81 001 684//SUP PRESSOR PROTEIN SRP40.//0. 56:81 : 34//SACCHAROMYC 
ES CEREVISIAE (BAKER’ S YEAST) . //P32S83 

F-HEM88 1 00 1 685/ /CYTOCHROME C OXIOASE POLYPEPTIDE Vlll-HEART PRECUR 
SOR (EC 1. 9.3.1) (VI 1 18) (IX). //I. 0:21 :47//B0S TAURUS (BOVINE). //P 
10175 

F-HEM88 1 00 1 6 95//MY0S I N 1C HEAVY CHAIN.//8. 9e-0S:86:40//ACANTHAM0EB 
A CASTELLAN 1 1 (AMOEBA) .//PI 0569 

F-HEMBBIOOl 704//!!! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//9. 0e-08: 
35: 71//H0M0 SAPIENS (HUMAN) . //P391 95 

F-HEMB8 1 00 1 706//C0RN I F f M (SMALL PROUNE-RICH PROTEIN I) (SPR-I) (S 
MALL PROLIKE-RICH SQUAMOUS CELL MARKER) (SPRP) . //O. 91 : 39 41//SUS S 
CROFA (PIG) . //P35323 

F-HEIB81 001 707//FERREDOX IN-LIKE PROTEIN IN NIF REGION. //1 . 0: 43 : 23/ 
/BRAOYRHI Z08IUM JAPONICUM. //P27394 

F-HEMBB! 001 71 7//NADH-U8 1 QUINCKE 0X1 DOREDUCTASE CHAIN 4 (EC 1.6.5. 

3) (FRAGMENT) . //1 .0:71 : 25//LEMUR CATTA (RING-TAILED LEMUR) . //Q3407 
8 

F-H£MBBt0O1735//!!!! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//9. Oe-35 : 
97 :74//H0M0 SAPIENS (HUMAN) .//P 391 94 

F-HEMBB 10017 36//EUK ARYOT I C TRANS UT ION INITIATION FACTOR 3 BETA SL 
BUN IT (EIF-3 BETA) (EIF3 P1 16) (EIF3 P 11 0) . //O. 00069: 180 : Z8//H0M0 
SAPIENS (HUMAN) . //PSS884 
F-HEMBB 100 1747 

F-HEMBB 1 001 749// ! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! • !//1 . 8e-43 : 
75: 70//HOMO SAPIENS (HUMAN) . //P391 95 

F-HEMBBIOOl 753//PR0TE IN Q300. //O. 00091 : 16 : 81//MUS MUSCULUS (MOUSE 
) . //Q02722 

F-HEMB81 001 7 56//CYCL IN -DEPENDENT KINASES REGULATORY SUBUNIT 2 (XE- 
P9) . //O. 94 : 35 : 42//XENOPUS LAEVIS (AFRICAN CLAIED FROC) . //Q9I879 
F-HEMBBIOOl 760 

F-HEMBBIOOl 76Z//CENE 35 PROTEIN (CP35) .//O. 76 : 21 :47//MYC0BACTERl0P 
HAGE L5.//Q05245 
F-HEMBBIOOl 785 

F-HEMBBIOOl 797//CHL0R0PLAST 50$ RIBOSOMAL PROTEIN L3S.//0.99 41:31 
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//PORPHYRA PURPUREA. //P51270 
F-HENBB I 001 80? 

F-HEMB81001812//!!!! ALU SUBFAMILY SP VARYING ENTRY !! !!//?. 2«-39: 
54: 77//HQM0 SAPIENS (HUMAN) . //P391 13 

F-HEMBB1001816//!!!! ALU SUBFAMILY SQ IARNING ENTRY !!!»//!. !•-!#: 
97: 57//HOMO SAPIENS (HUMAN) . //P391 94 

F-4CMBB 1 00 1831 //HYPOTHETICAL 45.6 KD PROTEIN IN COXSA-ALGl 1 INTERC 
ENIC RECION.//0. 62: 204: 23//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P5395I 

F-FEMBB10Q1834//GLYCINE-R ICH RNA-BINOING PROTEIN I (FRAGMENT) . //O. 
0014: 40:45//$0RGHUM VULGARE (SORGHUM) . //Q99069 
F-HEMBB1 001836//! ! ! ! ALU SUBFAMILY SB? NARNING ENTRY !!!!//7. 1«-1 
4:85: 61//H0M0 SAPIENS (HUMAN) . //P39 191 

F-HEMB81 001 8 39// PROBABLE 64 PROTEIN. //O. 61 : 49: 34//HUMAN PAPILLOMAV 
IRUS TYPE 6C.//P?0969 
F-HEM88 1001 850 

F-HEMBB 1 001 863//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY !!!!//?. 7«-30: 
57 : 68//HOMO SAPIENS (HUMAN) .//P39I94 
F-HEMBB 1001 867 

F-KEMBB10Q186B//EXTENS IN PRECURSOR (CELL MALL HYDRO? YPROL I NE- R I CH 
GLYCOPROTE I N) . //O. 0003 6 : 47 : 5 3//N I COT I ANA T ASACUM (COMMON TOBACCO). 
//PI 3983 

F-HEMBB100I869//!! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//7. Oe-1 I :9 
5; 4S//HOMO SAPIENS (HUMAN) .//P3 9 188 

F-HEMBB 1 001 872//HYPOTHET I CAL 8.2 KD PROTEIN IN LEF8-FP INTERGENIC 

REGION. //I. 0:34:38//AUT0CRAPHA CAL I FORMICA NUCLEAR POLTHEDHOSIS VI 

RUS (ACMNPV).//P4I459 

F-tCMBBl 001 874 

F-HEM8B100IB75 

F-HEM8BI00I 880 

F-HEMBB1001 899//GENE II PR0TEIN.//1 .0:45:31//SPIR0PLASMA VIRUS SPV 
1-R8A2 B. //PI 5902 

F-HEMBB 1 00 1905//HYPOTHET I CAL 81.7 KD PROTEIN IN M0L1-NAT2 INTERGEN 
1C REGION. //8.8«-54: 216 : SI//SACCHAROMYCES CEREVISIAE (BAKER’ S YEAS 
T) .//P48234 
F-HEMB81001 906 

F-HEMBB1 001 908//N0N0CYT I C LEUKEMIA ZINC FINGER PROTE IN. //6. 3e-51 : 1 
38: 80/ /HOMO SAPIENS (HUMAN) . //Q92794 
F-HEMBB 1001 910 
F-FEM8B100191 1 

F-HEMBB1001 915//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1. 
2.15) (UBIQUITIN THIOLESTERASE 64E) (UBIQUIT IN-SPECIFIC PROCESSING 
PROTEASE 64E) (D6U8 1 QU I T I NAT I NG ENZYME 64E) . //2. 3*-27: 71 : 70//OROS 
OPHILA NELANOGASTER (FRUIT FLY) . //Q24574 

F-HE1BB100I92I//UNE-I REVERSE TRANSCRIPTASE HOMOLOG. //9. 8e-13: 75: 
53//HOMO SAPIENS (HUMAN) .//P08 547 
F-HEMBBI001 922 

F-HEMB81001925//EPITHEIIAL MEMBRANE PROTEIN-1 (EMP-I) (TUMOR-ASSOC 
IATED MEMBRANE PROTEIN).//!. 0: 55: 30//MUS MUSCULUS (MOUSE) . //P4 7 801 
F-HEMBB1001930//HYPOTHETICAL 9.6 KD PROTEIN K10D2.7 IN CHROMOSOME 
III. //0. 43 : 49: 26//CAENORHABO I T I S ELEGANS. //Q094 1 2 
F-tCMBB 100 1944//! ! ! ! ALU SUBFAMILY SB NARNING ENTRY ! ! ! !//5. le-34: 
63 :85//HOMO SAPIENS (HUMAN). //P39I89 

F-HEMBB1 001 945//N0NSPEC IF I C LIPID- TRANSFER PROTEIN (LTP) (PHOSPHOL 
IPID TRANSFER PROTEIN) (PLTP) . //O. 28: 45: 40//AMARANTHUS CAUDATUS (L 
OVE-LIES-BLEEDINC) (INCA-fHEAT). //P8O450 

F-HEMBB 1 001 947//PR0TE IN UL24.//0. 48:42:47//HERPES SIMPLEX VIRUS (T 
YPE l / STRAIN 1 7). //PI 0208 

F-HEM8BIOOI950//HYPOTHETICAL 42.6 KD PROTEIN IN GSHB-ANS8 INTERGEN 
1C REGION (0378) . //1 . 6e-24 : 1 62 : 36//ESCHER ICHI A COLI . //P52062 
F-HEMB81 001 952 
F-HEMB61001953 

F-HEMBB1001957//! ! ! ! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//2. 7«-11 :5 
1 : 60//H0M0 SAPIENS (HUMAN) .//P39 188 

F-HEMBB1001962//! ! ! ! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//7. 6e~24 : 1 
63 :42//HOMO SAPIENS (HUMAN). //P3 9 1 88 

F-HEMBB1001967//!!!! ALU SUBFAMILY SB VARNING ENTRY !!! !//2. l«-35: 
55: 80//HOMO SAPIENS (HUMAN) . //P3 9 1 89 

F-HEMBB1001973//! !! ! ALU SUBFAMILY SC VARNING ENTRY ! ! ! !//2. 1e-37: 
108: 75//HOMO SAPIENS (HUMAN) . //P3 9 192 

F-HENB8I001 983//LYS I S PROTEIN (E PROTEIN) (GPE).//0. 84:45 :37//BACT 

ERIOPHAGE ALPHA-3. //P3 1280 

F-HEMBB100I98B 

F-HEMBB1001990 

F-HEMB8 1 00 1 996/ /L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOC.//1. 4«-14:98: 
40//HOMO SAPIENS (HUMAN) . //POS 547 

F-HEIBB 100 1997//! ! ! ! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//4. I »-19:3 
8:73//HOMO SAPIENS (HUMAN). //P39188 

F-HEM8B1 002002//CYTOCHROME C BIOGENESIS PROTEIN CCSA. //I. 0: 150:25/ 
/PORPHYRA PURPUREA. //PS 1 369 



F-HEMB8 1002005// MM ALU SUBFAMILY SX IARNING ENTRY !!!!//7.6e-12: 
94: 4O//H0MO SAPIENS (HUMAN) .//P391 95 
F-HEMB8 1002009 

F-HEMBB 100201 5//HYP0THETICAL 7.7 KO PROTEIN IN NRR-TSR INTERGENIC 
REGION (F67).//I.O: 17:47//E$CHERICHIA COLI .//P3939S 
F-HEMB81002042//CYTOCHR0IC P450 4C1 (EC 1.14.14.1) (CYPIVCD.//2.4 
•-SO : 1 39 : S5//BLABERUS DISCOIDALIS (TROPICAL COCKROACH) . //P2 9981 
F-HEMBB 1002043//HYPOTHET I CAL 9.5 KO PROTEIN IN DHFR 3' REGION (ORF 
3) . //O. 052 : 40: 42//HERPESV I RUS SAIMIRI (SUBGROUP C / STRAIN 488).// 
P22577 

F-HEMBB 1 00 2044//CELLUL0SE COMPLEMENTING PROTEIN. //O. 45: 87 . 33// ACE T 

OBACTER XYLINUM (ACETOBACTER PASTEUR I ANUS) . //? 376 97 

F-HEMBB 100 2045// ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 78 : 

1 8: SS//HOMO SAPIENS (HUMAN) . //P03 928 
F-HEMBB 1002049 

F-HEMBB 100 2 050// SAL I VARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP 
7) [CONTAINS: BASIC PEPTIDE P-F] (FRACMEHT) . //1 . 0«-08 : 1 88 : 27//HOMO 
SAPIENS (HUMAN). //PO 28 1 2 

F-HEMBB 1 0O2O68//HOMEOB0X PROTEIN HOI -A4 (CHOX-1. 4). //O. 0023: 56:44/ 
/CALLUS CALLUS (CHICKEN) . //PI 7277 

F-HEM8B1 002069//EXTENS I N PRECURSOR (CELL VALL HYDROXYPROL INE-RICH 
GLYCOPROTEIN) . //O. 0074: 1 34 : 33//NICOT I ANA T ABAOJM (COMMON TOBACCO). 
//PI 3983 

F-HEMBB1002092//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTE IN) [CONT 
AIMS: OUTER NEMBRAKE PROTEIN GP70: TRANSMEMBRANE PROTEIN P20E].// 
2. 4e-07 : 75 : 4Q//BABOON ENDOGENOUS VIRUS (STRAIN M7).//P10269 
F-HEMBB1 002094//! ! ! ! ALU SUBFAMILY SB2 VARNING ENTRY MM//l.9e-2 
4: 63 : 82//HOMO SAPIENS (HUMAN) .//P391 91 

F-HENBB 100211 5//EC PROTEIN HOMOLOG (Z I NC-METALLOTH I ONE I N CLASS II 
) .//O. 94: 26:42//ZEA MAYS (MAIZE).//P4340I 

F-HENBB 1002 1 34//Z1NC-F I NCER PROTEIN NEUR0-04. //4. 6«- 57: 176:6 7//RA1 
TUS NORVEGICUS (RAT) .//PS6163 

F-HEMBB 1 0021 39//CHLOROPLAST SOS RIBOSOMAL PROTEIN L35. //1 . 0: 1 7: 52/ 
/PORPHYRA PURPUREA. //P5 1 270 

F-HEMBB1 002 1 42//EARLY NOOULIN 20 PRECURSOR (N-20) . //O. 087: 52 : 36//M 
EOICAGO TRUNCATULA (BARREL ICO 1C) . //P93329 

F-HEMB81 0021 S2//HYP0TICT1 CAL 12.3 KD PROTEIN IN RPL3-RPL33 INTERGE 
NIC REC10N (0RF1 02) . //5. 8e-05:61 : 37//CYANOPHORA PARADOXA. //Pi 581 1 
F-HEMB8I002189//HYP0THETICAL PROTEIN UL1 25.//1 . 0: 77 : 32//HUMAN CYTO 
NEGALOV I RUS (STRAIN ADI 69) .//PI 6835 
F-HEM861002190 

F-HEMBB 10021 93//TYROS I NE-PROTE IN KINASE RECEPTOR TYR03 PRECURSOR 
(TYROSINE-PROTEIN KINASE HSE) (TYROSINE-PROTEIN KINASE SKY) (TYROS 
INE-PROTEIN KINASE DTK) . //1 . 2*-27 : 59 : 1 OQ//HOMO SAPIENS (HUMAN) . //Q 
06418 

F-ICM8B1 00221 7//Z INC FINGER PROTEIN 184 (FRAGMENT) . //6. 6«-22 : 1 06: 5 
0//HOMO SAPIENS (HUMAN) . //Q9 96 7 6 

F-ICMBB1 00221 8//PR0TE IN Q300.//0. 85: 19:52//MUS MUSCULUS (MOUSE).// 
Q02722 

F-HEMBB 1 0022 32//! ! ! ! ALU SUBFAMILY SX NARNING ENTRY ! ! ! !//9. 6e-21 : 
56: 71 //HOMO SAPIENS (HUMAN) . //P39 195 
F-HEMBB 1002247 

F-I€MBB1 002249//!!!! ALU SUBFAMILY SQ VARNING ENTRT ! ! ! !//7. 2«-29: 
93:69//HOMO SAPIENS (HUMAN). //P3 9 1 94 

F-HEMBB1 002254//! * ! ! ALU SUBFAMILY SQ VARNING ENTRY !!!!//{. Ot-29: 
101 : 67//H0M0 SAPIENS (HUMAN). //P3 9 194 

F-HENB8I0022SS//NADH-U8IQUINONE OX I DO REDUCTASE CHAIN 3 (EC 1.6.5. 

3) . //1 . 0 : 73 : 2 8// PARAMECIUM TETRAUREL I A. //PI 5579 
F-HEM881 002266//GLUTAMI C ACID-RICH PROTEIN PRECURSOR. //O. 0079: 151 : 
26//PLASMOOIUN FALCIPARUM (ISOLATE FC27 / PAPUA NEV GUINEA) . //PI 3B 
IS 

F-HEMB81002280//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //S. 2e-)5: 18 
2 : 36//NYCT I CEBUS COUCANG (SLOV LORIS) . //POS 548 
F-HEMBB1 002300 

F-HEM8B1002306//!!!! ALU SUBFAMILY SX VARNING ENTRY !!!!//0. 0001 1 
26:84//H0M0 SAPIENS (HUMAN) . //P391 95 

F-HEMBB1 002327//!!! ! ALU SUBFAMILY SB VARNING ENTRY ! ! ! ! //4. I«-1 1 : 
41:85//H0M0 SAPIENS (HUMAN) . //P391 89 

F-HEMBB 1 002 329//HYPOTHET I CAL 74.0 KO PROTEIN IN CAJ1-H0M3 INTERGEN 
1C REG I CM. //9. 9«-l 7 : 232: 30//SACCHAROMYCES CEREVISIAE (BAKER S YEAS 
T) . //P40032 
F-HENBB 1002340 

F-HEMBB 1 002 342//HYP0THET I CAL 32.5 KD PROTEIN IN MSH6-BMH2 INTERGEN 
1C REGION. //3.6e-40: 102 : S7//SACCHAR0NYCES CEREVISIAE (BAKER $ YEAS 
T) . //Q03835 

F-HEMBB 1 002 358//THYM I OYLATE KINASE (EC 2. 7. 4. 9) (DTNP KINASE). //6. 

1 «- 30 : 63 : 96/ /MONO SAPIENS (HUMAN). //P239 19 

F-HEMB81002359//HYPOTHETICAL 7.1 KO PROTEIN C6G9.0IC IN CHROMOSOME 
I.//0. 97:28:46//SCHIZ0SACCHAR0MYCES P0M8E (FISSION YEAST) . //Q9234 

6 
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F-HEMBBI 002364//RETR0V I RUS- RELATED POL POLY PROTEIN (FRAGMENT) . //O. 
47:I19:2S//HOMO SAPIENS (HUNAN) . //PI 2895 

F-HEMBBI 00 2 37 (//HYPOTHETICAL 15.5 KO PROTEIN C2F7. 12 IN CHROMOSOME 
I PRECURSOR. //3. 09-05:1 1 1 : 30//SCH I ZOSACCHAROMYCES PONBE (FISSION 
YEAST). //Q09703 

F-HEMBB 1 002 381 //PUTATIVE CUTICLE COLLAGEN C09G5. 4. //O. 34:105: 34//C 
AEMORHABD I T I S ELEGANS. //Q094SS 

F-IOBB1 002383//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6).// 
0. 049: 103 : 32//AQUIFEX AEOLICUS. //066566 

F-HEMBB 1002 387// 1 0 KD CHAPERON IN (PROTEIN CPNIO) (PROTEIN GROES) 
(HEAT SHOCK PROTEIN I O.//0. 18: 75: 28//RICXETTSIA TSUTSUGAMUSH I . //P 
16626 

F-HEMBB I002409//HIGH MOBILITY GROUP PROTEIN HMC-Y. //O. 014:61 :36//M 

US MUSCULUS (MOUSE) . //PI 7095 

F-HEMBB1002415 

F-HEWBI 002425// MM ALU SUBFAMILY SQ 1ARNING ENTRY MM//3.8fi-18: 
55: 70//HOMO SAPIENS (HUMAN) . //P3 9 1 94 

F-HEMBB I002442//L IN- 10 PR0TEIN.//5. I*-1S: 121 : 3I//CAEN0RHAB0I TIS EL 
EGANS. //P 34692 

F-HEMBBI 002453//! ! ! ! ALU SUBFAMILY SB NARNING ENTRY ! ! M//1 . 2e-32: 
54: 75//HOMO SAPIENS (HUMAN) . //P3 91 89 

F-HEMBB I 0024S7//I ! ! ! ALU SUBFAMILY J NARNING ENTRY !!!•//!. Se-07 : 3 
1 : 64//H0M0 SAPIENS (HUMAN) . //P 39 1 88 

F-HEMBBI 00 2458//HALE SPECIFIC SPERM PROTEIN MST84OA.//0. 92:28: 53// 
OROSOPHILA NELANOGASTER (FRUIT FLY) . //Q01 642 

F-HEMBBI 002477//DNA-0 I RECTEO SNA POLYMERASE II LARGEST SUBUNIT (EC 
2.7.7. 6) (RPBt) (FRAGMENT). //O. 0066:1 98 : 27//CR I CETULUS CR I SEUS (C 
HINESE HAMSTER). //PI 1414 

F-HEMBB 1 00 2489//SPUCE0S0ME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B5 
3) .//O. 030: 182:2S//HOMO SAPIENS (HUMAN) .//Q 1 5427 
F-HEMBBt 002492 

F-HEMBBI 002495//! ! ! ! ALU SUBFAMILY SC VANNING ENTRY MM//2. le-08: 
41 :7S//H0M0 SAPIENS (HUMAN). //P391 92 

F-HEMBBI 00 2502//RETR0V I RUS-RELATED POL POLYPROTEIN (FRACMENT) . //O. 
00030: 31 :77//HQMO SAPIENS (HUMAN). //PI 2 895 
F-HEMBBI 002509 
F-»€NBB1 002510 

F-HEMBBI 002520//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //6. 80-36: 16 

2 : 50//NYCT I CEBUS COUCANC (SLOW LORIS) .//P08 548 

F-HENBB1 002S22//7 KO PROTEIN (ORF 4) .//O. 77: 32: 40//CHRYSANTMEMUM V 

I RUS B (CVBJ.//P37990 

F-HEMBBI 002531 

F-KEMBB 1002 534//!!!! ALU SUBFAN I LY SI VARNING ENTRY ! ! • !//3. 1«-36: 
80:73//K0M0 SAPIENS (HUMAN) . //P391 95 
F-HEiBB 1002545 

F-FEMBB1 002 550//H0ME 0801 PROTEIN HOX -01 1 (HOX-4.6) (HOX-5. 5) . //3. 8 
0-05:83: 34//MUS MUSCULUS (BOUSE) . //P 2381 3 
F-HEMBBI 002556 

F-HEMBBI Q02579//SPL 1C INC =ACTOR U2AF 35 KD SUBUNIT (U2 AUXILIARY F 
ACTOR 3S KD SUBUNIT) <U2 SNRNP AUXILIARY FACTOR SMALL SUBUNIT) (FR 
AGMENT). //5. 0e-06: 27: 77//SUS SCROFA (PIG) .//Q293SO 
F-HEMBBI 002582//PR0TE I NASE INHIBITOR. //1 . 0: 27 :40//S0LANUM ICLONCEN 
A (EGGPLANT) (AUBERGINE). //P01078 

F-HEMBBI 002590//HYPOTHET I CAL PROTEIN IN WSB 3* REGION (0RF1) (FRAG 
MENT) . // 1 . 9t-20 : 90 : 54//PSEUD0M0NAS AERUC I NOSA. //P 2881 2 
F-HEMBBI 002596 

F-HEMBBI 002 6O0//NOVEL ANTIGEN 2 (NAG-2). //1 . 90-60: 187: 59//HOMO SAP 
IENS (HUMAN). //O 1481 7 

F-HENB81 002601 //M PROTEIN. SEROTYPE 6 PRECURSOR. //1 . 0: 71 ; 35//STREP 
TOCOCCUS PYOGENES. //PO 8 08 9 
F-HENB81 002603 

F-HENB81 002607//SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-0] (FRAGMENT) .//0. 0032: 142: 33//HOMO SAPIENS (HUMAN 
). //PI 01 62 

F-HEMBBI 0026 10//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //2. 00-11 : 79: 
49//HOMO SAPIENS (HUMAN) . //PO 8 547 

F-HEMBBI 0026 13//!!!! ALU SUBFAMILY J VARNING ENTRY !!! !//3. 90-08:4 
1 : 60// HOMO SAPIENS (HUMAN). //P391 88 

F-HEMBBI 0026 14//HYP0THET I CAL 9.5 KD PROTEIN. //1 . 0:40: 35//VACCINIA 
VIRUS (STRAIN COPENHAGEN). //P20553 

F-HEMBBI 0026 17// INSECT TOXIN I (BOT I T1 >.//!. 0:44: 29//BUTHUS OCCIT 
ANUS TUNETANUS (COMMON EUROPEAN SCORPION) . //P55902 
F-HEMBBI 002623//HYP0THET I CAL 9.7 KD PROTEIN (0RF88) (PUTATIVE ONA- 
B I NO INC PROTE I N) . //O. 42:31: 54/ /BACTER I OPHAGE P4. //PI 2552 
F-HE1B81 002635//STRESS-ACT I VATED PROTEIN KINASE JNX3 (EC 2.7.1.-) 
(C-JUN N- TERM INAL KINASE 3) (MAP KINASE P49 3FI2).//6.2e-17:44:95/ 
/HOMO SAPIENS (HUMAN). //P53779 

F-HEM881 002664//SMALL NUCLEAR RIBONUCLEOPROTEIN ASSOCIATED PROTEIN 
B (SM-B) (SNRNP-B) (SMI1) (FRAGMENT). //1. 0:57: 36//RATTUS NORVEGIC 
US (RAT). //PI 7 136 



F-HEMB81 002677//L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOG. //1 . 90-06: 1 9 

4 : 34//NYCT I CEBUS COUCANC (SLOM LOR I S) . //P08548 

F-HEMBBI 002683//NADH-UB I QUINONE OX I DOREDUCTASE CHAIN 5 (EC 1.6.5. 

3) (FRAGMENT) . //O. 96:56: 3S//LEMUR CATTA (R ING-TA I LED LEMUR) . //Q34S 
79 

F-HEMBBI 002684//S I LLUC 1 N. //1 . 0 : 1 6 : 50//RH I ZOMUCOR PUS I LLUS. //P0288S 
F-HEMBBI D02686 
F-HEMBBI 002692 

F-HEMBBI 002697//HEL I X-DESTABI LI ZING PROTEIN (S INGLE -STRANDED ONA B 
INDINC PROTEIN) (GPV).//0. 57:36 :38//BACTER IOPHACE FD. BACTER I OPHAC 
E FI. ANO BACTERIOPHAGE N13.//P03669 
F-HEMBBI 002699 
F-HEMBBI 002702 

F-HEMBBI 0D2705//HYP0THETICAL 34.8 KD PROTEIN C4H3.04C IN CHROMOSOM 
E I.//3. 60-40: 180: 37//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
QI0212 

F-HEMBBI 0027 12 

F-MAMMA 1000009//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//!. 2e-32 : 
95 : 75//HONO SAPIENS (HUMAN) . //P391 89 
F-MAMMA 10000 19 

F-MAMMA 1 000020//D I METHYLAN I L I HE MONOOXYGENASE [N-OXIDE FORMING] 5 
(EC 1.14. 13. 8) (HEPATIC FLAVIN-CONTAINING MONOOXYGENASE 5) (FMO 5) 
(0 I METHYLAN I L I NE OXIDASE 5).//5. 2e-12:24: IOO//HOMO SAPIENS (HUMA 
N) . //P49326 

F-MAMMA! 00O025//BETA-2-MICROGL0&UL IN PRECURSOR. //1 .0:73: 26//BRACHY 
OANIO RERIO (ZEBRAFISH) (ZEBRA DANI0).//Q0447$ 

F-MAMMA! 00004 3//HYP0T1CT I CAL PXBL-I PROTEIN (FRAOCNT) . //O. 057: 1 3 
0:31/ /BOV I NE LEUKEMIA VIRUS (JAPANESE ISOLATE BLV-1) (BLV) . //P0341 
2 

F -MAMMA! 000045 

F-MANHA1000QS5//TESTIN 2 (TES2) [CONTAINS: TEST IN 1 (TESl)J. //7. S 
0-44 : 1 38 : S5//MUS MUSCULUS (MOUSE) . //P47226 

F-MAMMA! 000057// !!M ALU SUBFAMILY SQ VARNING ENTRY !!! I//1 . 20-39: 
92 : 69//H0M0 SAPIENS (HUMAN). //P39 194 

F-MAMMA 1 00006 9/ /HYPOTHET I CAL 29.3 KO PROTEIN (ORF 92) . //O. 0044: 96 : 3 
4//0RGY I A PSEUOOTSUGATA MULT I CAPS ID POLYHEDROSIS VIRUS (OPMNPV).// 
010341 

F-MAMMA1 000084//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY M ! !//5. 4e-28: 
94:73//HOMO SAPIENS (HUMAN) . //P39! 95 

F-MANMA1 000085//PUTAT 1 VE CYSTEINYL-TRNA SYNTHETASE C29E6. 06C (EC 
6.1.1.16) (CYSTEINE— TRNA LIGASE) (CYSRS).//6. 60-38: 90: S1//SCHIZ0 
SACCHAROMYCES POMBE (FISSION YEAST) . //Q09860 

F-MAMMA 1 000092/ / ! ! ! ! ALU SUBFAMILY SC VARNING ENTRY * ! ! ! //6. 4 e -30: 
43: 86//HOMO SAPIENS (HUMAN) . //P391 92 

F-MA1MA1000103//SMALL PROLINE RICH PROTEIN II (SPR-lt) (CLONE 930 
) . //O. 038 : 1 7 : 52//HOMO SAP I ENS (HUMAN) . //P2253I 

F-MAMMA 1 000 1 17//50S RIBOSOMAL PROTEIN L24E (HL2I/HL22) . //O. 90: 25 :4 
8//HAL0ARCULA MARI SMORTUI (HAL08ACTERIUM MAR1SM0RTUIK//P141 16 
F-MAMMA 10001 2 9//HYP0TICT I CAL BHLF1 PROTE IN. //O. 001 6:75: 40//EPSTE1 
N-BARR VIRUS (STRAIN B9S-8) (HUMAN HERPESVIRUS 4).//P03t8l 
F-MAMftA 1000 133 

F-MANMA 10001 34//HYP0TFETICAL PROTEIN MJ0647. //1 . 0: 41 : 41//METHAN0C0 
CCUS JANNASCH 1 1 . //QS8063 

F-MAMMA 10001 3 9//GUAN I NE NUCUOT IDE -0 INDINC PROTEIN G(!)/G(S)/C(0) 
GAMMA-3 SUBUNIT. //O. 99 69: 28//BOS TAURUS (BOVINE), AND MUS MUSCULU 
S (MOUSE) . //P2979S 

F-MANMA 1 000 143//CALPA IN INHIBITOR (CALPASTATIN) (FRAGMENT) . //O. 02 
3:111: 27//MUS MUSCULUS (MOUSE) .//P5 II 25 

F -MAMMA 1 0001 55//PUTAT I VE CUTICLE COLLAGEN C09C5. 5. //O. 01 8 : I 2S: 34// 
CAENORHABD I T I S ELEGANS. //Q094S6 

F-MAMA10001 63//MERCURIC TRANSPORT PROTEIN PER I PUSH 1C COMPONENT P 
RECURSOR (PER I PLASH 1C MERCURY ION BINDING PROTEIN) (IERCURY SCAVEN 
GER PROTEIN) . //O. 11:88: 2S//SHEIAXELLA PUT REF AC I EMS (PSEUDOMONAS PU 
TREFAC I ENS) . //QS446 3 
F-MAMMA 10001 71 

F-MAMMA 1 0001 73//DREBR IN E. //7. 6e-41 : 1 97: 43//H0M0 SAPIENS (HUMAN) / 
/Q16643 

F-MAMMA 1 0001 7 5/ /GAMMA-TH I ON I N HOMOLOC PPT PRECURSOR. //O. 92: 39:38// 
PETUNIA INTECRIFCLIA (VIOLET-FLOSERED PETUNIA) (PETUNIA IKFLATA)./ 
/Q40901 

F-MAIMA1 0001 83//Z INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 

//2. 40-106: 249: 6 1//KOMO SAPIENS (HUMAN). //PS 15 23 

F-MAMMA 1 0001 98//MALE SPECIFIC SPERM PROTEIN MST84DD. //O. 001 4: 35 : 42 

//DROSOPHILA NELANOGASTER (FRUIT FLY) . //QO 1 645 

F-MAMMA1 000221 

F-MAMNA1000227//6. 8 KO MITOCHONDRIAL PROTEOL IPID. //! . 0:30:40//MUS 
MUSCULUS (MOUSE). //P56379 

F-MANMA 1 000241 //PHOTOSYSTEM I REACTION CENTRE SUBUNIT X (PSI-K).// 
1 . 0 : 40 : 37//PORPHYRA PURPUREA. //PS 1 370 

F-MA1MU10OOZS (//HYPOTHETICAL 6.8 KO PROTEIN IN F1C-PPIA INTERCENlC 
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REGION. //O. 99:29: 48//SALH0NELLA TYPH I MURIUM. //P37771 
F-MAMMA1000254//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5’ REGION. //I . 
0:20: 50//SACCHAR0MYCES CEREVISIAE (BAKER'S TEAST).//P53820 
F-MAIMIA1 0002S7//KYPOTHET ICAl 50.0 KO PROTEIN IN HEM. 3’ REGION (ORE 
2) . //0. 22:50: 44//PSEUD0N0NAS AERUGINOSA. //Q5I 470 
F-NAIMAI000264//CASTR IN-RELEASING PEPTIDE RECEPTOR (GRP-R) (GRP-PR 
EFERRING BOMBESIN RECEPTOR). //O. 80:39: 43//HOMO SAPIENS (HUMAN). //P 
30SSO 

F-MAMNAI 000266 

F-ttANMAI 000270//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//9. 5e-42: 
95: 84//H0M0 SAPIENS (HUMAN) .//P39 189 

F-HA1MIA1 0O0277//PROCOLLACEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: 
CHONDROCAICIN] . //O. 0062 : 90: 34//MUS NUSCULUS (MOUSE) . //P2 848 1 
F -MAMMA 1 000 2 7 8//C-H0 ROE I N (CLONE PC H0R1-3) (FRAGMENT). //O. 00096:5 
9:33//H0R0EUM YULGARE (BARLEY). //PI 7991 

F-MAMMA1 000279//!!!! ALU SUBFAMILY SI lARNING ENTRY ! ! ! !//8. 4e-17: 
56: 76//H0M0 SAPIENS (HUMAN). //P 39 1 95 

F-MANNA1Q00284//ARYL HYDROCARBON RECEPTOR NUCLEAR TRANSLOCATOR 2 
(ARNT PROTE IN 2) . //0. 0 1 7 : 1 46 : 30//NUS MUSCULUS (MOUSE) . //Q6 1 324 
F-MAIMU 1000287//!!!! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//1. Se-32: 
84 : 58//HOMO SAPIENS (HUMAN). //P39 189 

F -MAMMA 1 000302/ /C-HOROE I N (CLONE PC-919) (FRAGMENT) . //I . 0:42 : 33//H 
OROEUN VULGARE (BARLEY) . //PI 7992 

F-MAMMA1 000307//PR0BABLE E4 PROTEIN. //O. 21 : 71 : 30//RHESUS PAPILLOMA 
VIRUS TYPE I (RHPV 0.//P24832 

F -MAMMA 1000309//COLLAGEN ALPHA I (VI II) CHAIN PRECURSOR (EKDOTOLIA 
L COLUCEN).//0. 0026: 141 :36//HOMO SAPIENS (HUMAN). //P2 76 58 
F-MAMMA1000312 

F-MAMMA1000313//DNA REPAIR PROTEIN RAOC HOMOLOG (25 KD PROTEIN) (F 
RAGMENT) . //O. 76:52: 32//STAPHYLOCOCCUS AUREUS. //P31 337 
F-ttAIMIA 1 000331 

F-MA1MIA1 000339//50S RtBOSOMAL PROTEIN L29P. //O. 78: 32 : 46//METHAN0BA 
CTERIUM THERMOAUTOTROPH I CUM. //0261 1 7 

F-MAMMAI000340//HYPOTHET ICAL 29.4 KO PROTEIN IN STE6-L0S1 INTERGEN 
1C REGI0N.//1 .0:29: 58//SACCHARONYCES CEREVISIAE (BAKER' S YEAST).// 
P36039 

F-MAMMA 1000 348//! ! !! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//7. Se-09:6 
. 3 : 60//H0M0 SAPIENS (HUMAN) .//P3 9 1 88 

F-MAMMA1 000356//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//3. 3«-05:4 
2: S2//H0M0 SAPIENS (HUMAN) .//P391 88 
F-MAMMA 1000360 

F-MAWA 1000361//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY ! ! M//4. 4«-33: 
84: 72//HOMO SAPIENS (HUMAN). //P39189 

F -MAMMA 10 00 3 7 2//! ! ! ! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//6. 6e-21 : 
53: 71 //HOMO SAPIENS (HUMAN).//P39I93 
F-MAMMA 1 00038 S 

F-MAMMA 1000388//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAI-TRAN 
SCRIPTIONALLY ACTIVATED GITC0PR0TE1N 1 RECEPTOR) (C0134 ANTICEN)./ 
/0. 40:72: 36//HOMO SAPIENS (HUMAN). //P43489 

F-MAMMA1 000395/ /RABPH I L I N- 3A (FRAGMENT) . //O. 032 : 1 25: 25//MUS MUSCUL 
US (MOUSE) . //P47708 

F-MAMMA 1 000402/ /L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOC. //3. 1 «-28: 26 
6:40//HOMO SAPIENS (HUMAN) . //P08547 

F-MAMMA 1 0004 1 0//NADH-U8 1 QU I NONE 01 1 OOREDUCTASE 13 KD-B SUBUNIT (EC 
1.6. 5. 3) (EC 1.6.99.3) (COMPLEX I-13KD-B) (CI-13KD-B) (B13) .//5.9 
e-06: 32: 68//HOMO SAPIENS (HUMAN) . //Ql 67 18 

F-MAMMA1 0004 13//RETR0V I RUS -RELATED POL POLYPROTEIN [CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE] . //6. 7«-0S: 93: 3 1//IRJ 
5 MUSCULUS (MOUSE) . //P II 36 9 
F-MAMMA 10004 14 

F-MA1*A 10004 I 6//HYPOTHET ICAL 32.0 KO PROTEIN C09F5. 2 IN CHROMOSOie 
III.//4. 1#-28:1I9:53//CAEN0RHABDITIS ELEGANS.//Q09232 
F-MAMMA 10004 21//! ! ! ! ALU SUBFAMILT SQ lARNING ENTRY ! M !//2. 7e-23: 
68: 76//H0M0 SAPIENS (HUMAN). //P3 9 194 

F-MAMMA1O00422//NETALL0THIONE IN (NT) .//O. 037:42 :42//GA0US MORHUA 
(ATLANTIC COD). //PS 1 902 
F-MAMMA1 000423 

F -MAMMA 1 000424//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY ! ! ! !//0. 048: 2 
3:73//HOMO SAPIENS (HUNAN) .//P3 91 89 

F -MAMMA 1 000429//VACUOLAR PROTEIN SORT INC- ASSOCIATED PROTEIN VPS5./ 
/2. 7e-05: t 10: 30//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q9233I 
F-MAMIA1 000431//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//9. 4e-1 5: 
85 : 58//HOMO SAPIENS (HUMAN) . //P 391 94 

F-MAMMA 1000444//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//4. 3e-25: 
65: 76//H0M0 SAPIENS (HUMAN). //P39194 

F-MAM1A 1 000446//ZYX I N. //0. 79:155: 29//GALLUS CALLUS (CHICKEN) . //004 
584 

F-MAMMA 1 000458//HYPOTHET I CAL 37.7 KO PROTEIN Cl 881 1.06 IN CHROMOSO 
ME I . //0. 0048 : 46 : 43//SCH I ZOSACCHAROMYCES P0M8E (FISSION YEAST). //Q 
09713 



F-MAMMA 1000468//PER IX CLOCK PROTEIN (FRAOCNT) . //0. 50: 20: 55//OROS 
OPHILA ROBUST A (FRUIT FLY) . //Q03296 

F-MAMIAI 000472//! ! ! ! ALU SUBFAMILY J lARNING ENTRY ! M !//!. Se-17: I 
06: SS//HOMO SAPIENS (HUMAN). //P3 9 1 88 

F-MAMIAI 000478//! !! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//3. 9e-35: 
80: S6//H0M0 SAPIENS (HUMAN) . //P39I95 

F-MAMkA 1000483//! ! ! ! ALU SUBFAMILY SP VARNING ENTRY !M!//2.8#-24: 
74:77//HOMO SAPIENS (HUMAN) . //P39I93 

F -MAMMA 1 0004 90//TYR0SINE-PR0TE IN KINASE TXK (EC 2.7.1.112) (PTK-R 
L-18) (RESTING LYMPHOCYTE KINASE) .//O. 43: 21 :57//MUS MUSCULUS (MOUS 
E) .//P42682 

F-MAMMA 1000500//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN)./ 
/O. 61 : 3 3 : S4//HUMAN IMMUNODEFICIENCY VIRUS TYPE I (Z2/CDC-Z34 I SOU 
TE) (HI V- 1 ). //PI 2506 

F-MAMMA 1000501//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//1. 1e-32. 
43 :83//HOMO SAPIENS (HUMAN). //P39 194 
F-MAMMA 10005 16 

F-MAMMA 1000522//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOC. //O. 0015: 1 1 3 
32//HOMO SAPIENS (HUMAN) . //PO 8 54 7 

F-MAWAI000524//HYPOTHETICAL HOST RANGE 8.5 KD PROTEIN. //1 . 0: 63: 31 
//VACCINIA VIRUS (STRAIN VR). //PI 73 59 

F-MANNAI0O05S9//1IETALLOTHIONE1N-I (MT-I) (MT- IB/MT- 1 A) . //0. 31 : 1 6 : 5 
0//CALL INECTES SAPIOUS (BLUE CRAB) . //P55949 

F-MAMMA I Q00565//FERREOOX IN-TYPE PROTEIN NAPF. //0. 98 : 37 : 35//ESCHERI 
CHI A COU.//P33939 

F -MAMMA 1 00056 7//! !!! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//S. 5e-37 : 
9S:7$//HCMO SAPIENS (HUMAN) . //P39I95 

F-MAMMA 1000576//!!!! ALU SUBFAMILY SB2 VARNING ENTRY !!!!//4. le-0 
7:34: 64//H0M0 SAPIENS (HUMAN). //P 391 91 
F-MAMMA 1 000583 

F -MAMMA 1000 58 5//! !!! ALU SUBFAMILY SQ lARNING ENTRY ! ! ! !//l. 5e-Z8: 
89: 75//HOMO SAPIENS (HUMAN) . //P3 9 194 

F-MAMMA 1000 594//! ! ! ! ALU SUBFAMILY SX lARNING ENTRY * ! ! !//4. 8e-24: 
38:71 //HOMO SAPIENS (HUMAN). //P3 9 195 

F-MAMMA 1 000597//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//t. 1e-2S 
74 : 77//HOMO SAP I ENS (HUMAN) . //P39 1 95 

F-MAMMA 1 000605//! !!! ALU SUBFAMILY SX lARNING ENTRY ! ! ! !//2. 1e-18: 
83: 50//H0M0 SAPIENS (HUMAN) . //P3 91 95 

F-MANMA 10006 ^//HYPOTHETICAL 34.0 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN IN SI S1-MRPL2 INTERGENIC REGION. //4. Oe-42: 166 : 48//SACCHAR0MY 
CES CEREVISIAE (BAXER' S YEAST) .//P41 318 
F-MAMIAI 0006 16 
F-MAMMA 1000621 

F-MAMMA1O0O623//METALLOTHIONE1N-IK (MT-1K) .//0. 0045 : 25: 48//HOMO SA 
PI ENS (HUMAN). //P80 296 

F-MAMMA 1 00062S//PR0L I NE -R I CH PROTEIN VP-3 (FRACMENT) . //O. 00078: 79: 
35//MUS MUSCULUS (MOUSE) . //P05143 

F-MAMIA1000643//HYPOTHETICAL 9.3 KO PROTEIN.//1 . 0:25: 28//MACUAR I V 
I RUS. //PI 6607 
F-MAMIA 1000664 

F-MAMMA 1 000669//L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOG. //4. 2 6-05: 1 8 
6: 30//HOMO SAPIENS (HUMAN) . //P08547 

F-MAMMA 1 000670//PRDL I NE -RICH PROTEIN NP-3 (FRAGMENT) . //1 . 6e-06 : I 9 
5: 30//MUS MUSCULUS (MOUSE) . //POSl 43 

F-MAMMA 1 000672/ /V I TELLOGEN I C CARBOXYPEPTIDASE PRECURSOR (EC 3.4.1 
6. -) . //3. 8t-28: 184: 3S//AEOES AEGYPTI (YELLOWFEVER M0SQUIT0).//P426 
60 

F -MAMMA 1 000684//DNA -BINDING PROTEIN (VMV21) . //1 . 1 e-07 : 55: 56//HERPE 
S SIMPLEX VIRUS (TYPE 1 / STRAIN 17).//P04487 

F-MAMMA 1000696//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//l . 2e-31 : 
97 : 74//H0M0 SAPIENS (HUMAN). //P391 94 

F-MAMMA1000707//METALL0THI0MEIN-I I (NT- II) (MT-I IB/MT- 1 1 A). //O. 31 : 

1 9 :42//CALL INECTES SAPIOUS (BLUE CRAB) . //P559S0 

F-MAMIA 10007 1 3//XYLULOSE KINASE (EC 2.7.1.17) (XYLULOK INASE) . //1 . 6 

e-05 : 88 : 3 5//UCTOBAC I LLUS PENTOSUS. //P2 1939 

F-MAMIAI 0007 14//PR0TE IN-LYSINE 6-OXIDASE PRECURSOR (EC 1.4.3.13) 
(LYSYL OX I OASE) . //0. 44:126: 30//RATTUS NORVEGICUS (RAT) . //PI 6636 
F-MAMU1 0007 1 8//METALL0TH I ONE I N- 1 IE (MT-2E) . //1 . 0: 51 : 3 1 //ORYCTOUG 
US CUNICULUS (RABBI T).//P80292 

F-MAMMA 10007 20// ! ! ! ! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//3. 3«-28 
60:71//HOMO SAPIENS (HUMAN) . //P391 93 

F-MAMMA 1 0007 23//L I NE~ I REVERSE TRANSCRIPTASE HOMOLOC. //3. 7e-l 4: 63 
53//H0N0 SAPIENS (HUMAN) .//P08 547 

F-MAMMA 1 00073 1//CHROMODOMA I N-HEUCASE-ONA-B I NO INC PROTEIN 2 (CHO- 
2).//l.8e-43:258:43//HOMO SAPIENS (HUMAN) . //01 4647 
F-MAMMA 1000732//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//9. 9e-l 2: 7 
6: 5S//H0M0 SAPIENS (HUMAN) .//P39I88 
F-MAMMA 1 0007 33 

F-MAMMA 1 0007 34//NPL1 PROTEIN (SEC63 PROTEIN). //2. Se-1 8: 181 : 39//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //PI 4906 
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F-MAJMIA1 000738//HYPOTHET I CAL 116.5 KD PROTEIN C20G8. 09C IN CHROMOS 
ONE I . //5. 4e-52 : 1 96 : 58//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST). 
//P87I15 

F -MAMBA 1 000744//!!!! ALU SUBFAMILY SB) WARNING ENTRY ! ! ! !//6. 3e-3 
6: 144.47//H0M0 SAPIENS (HUMAN). //P39 190 
F -MAMMA 1000746 
F-MAMMA1 000752 

F-MAMMA1 000760//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//6. 6«-29: 
75:72//HOMO SAPIENS (HUMAN). //P3919S 

F-MAMMA 1000761//! * ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! * !//3. 6«-09: 
59:64//HOMO SAPIENS (HUMAN) .//P3 9 1 94 
F-MAMMA 1000775 

F-MAMMA 10007 76//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//3. 3e-35: 
99: 74//H0M0 SAPIENS (HUMAN) .//? 39 193 

F-MAMMA) 000778//! ! ! ! ALU SUBFAMIL.Y SX WARNING ENTRY ! ! ! !//2. I e-l 9: 
65: 70//H0M0 SAPIENS (HUMAN) .//P391 95 
F-MAMMA1 000782 

F-MAMMA1 000798//HYPOTHETICAL PROTEIN ORF-1 137. //O. 015: 59:37//MUS M 
USCULUS (MOUSE). //P1 1260 

F-MAMMA 1 000802//MYOS I N 1C -£AVY CHAIN. //0. 35: 94: 41//ACANTHAM0EBA C 
ASTELLANI I (AMOEBA) . //PI 0569 

F-MAMMA1 00082 4//ACT IN 1 . //O. 046:60: 31 //ZEA MAYS (MAI ZE) . //P02582 
F-MAMMA 1 000831 //PROBABLE NI/FE-HYDROCENASE I B-TYPE CYTOCHROME SUB 
UNIT. //1 . 0: 30 : 46//ESCHER I CHI A COL I . //PI 9929 

F-MAHIA 1000839//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l . le-28: 8 
0: 58//HOMO SAPIENS (HUMAN) . //P39I 88 

F -MAMMA 1 000841 //PUTATIVE AMIDASE (EC 3. 5. 1 . 4) . //I . Se-39: 1 30: 36//ME 
THANOBACTER I UM THERMOAUTOTROPH I CUM. //027540 

F-MAMMA 1 000842//C-HORDE I N (CLONE PC-919) (FRAGMENT) . //O. 064:43 : 41/ 
/HOROEUM VULGARE (BARLEY) . //PI 7992 
F-MAMMA 1 000843 

F-MAIMIA 1 000845//NAOH-UB I QU I NONE OXIDOREDUCTASE CHAIN 2 (EC 1.6.5. 

3) . //0. 43:58: 34//DROSOPH I LA YAKUBA (FRUIT FLY) . //P03895 
F-MAMMA) 0008 5 I //CUTICLE COLLAGEN 34. //O. 019: 107: 29//CAENORHABOITIS 
ELEGANS. //P34687 

F -MAMMA 1 000855//SPL I CEOSONE ASSOCIATED PROTEIN 62 (SAP 62) (SF3A6 

6).//0. 00098: 149: 32//HOMO SAPIENS (HUMAN) . //Q1 5428 

F-MAHIA 1 0008 S6//NET ALLOTH I ONE I N (HT) . //O. 63:39: 41 //POTAMON POT AH 1 0 

S.//P55952 

F-MAMMA I OOOS59//CLYCOPROTE IN X PRECURSOR. //O. 014: 1 92 : 28//EQU I NE HE 
RPESVIRUS TYPE I (STRAIN AB4P) (EHY-1) . //P28968 
F-MAMMAt 000862//DISINTECRIN KISTRIN (PLATELET AGGREGATION ACTIVATI 
OM INHIBITOR) . //1 . 0: 66 : 27//AGK I STRODON RHOOOSTOMA (MALAYAN PIT VIP 
ER) (CALLOSELASMA RHOOOSTOMA). //PI 7494 

F-MAHMA 1 000863//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5. 4e-16:4 
1:68//HOMO SAPIENS (HUMAN) . //P3 9 188 

F-MAMMA 1 000865//SAL I VARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT) . //O. 
030 : 1 00 : 3 2/ /HOMO SAPIENS (HUMAN). //P8 1489 

F-MAMMA I 000867//APTOT0X I N IX (PARALYTIC PEPTIDE IX) (PP IX).//0.9 
8:43: 32//APT0ST I CHUS SCHLINGERI (TRAP-DOOR SPIDER) . //P49272 
F-MAMMA 1 00087 5//PR0L I NE-R I CH PEPTIDE P-B.//0. 18:21 :47//H0M0 SAPIEN 
S (HUMAN). //P028 14 

F-MAMMA 1000876//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//! . 5«-22 : 
B5:7t//HOMO SAPIENS (HUMAN). //P391 89 

F-MAMMA 1 000877// ! ! ! ! ALU SUBFAMILY J WARNING ENTRY !!!!//}. 2e-38: 6 
2:74//HOMO SAPIENS (HUMAN) .//P391 88 

F-MAMMA 1 00088O//C0LLAGEN ALPHA l(Xlt) CHAIN (FRAGMENTS) .//0. 49: 79: 
32//80S TAURUS (BOVINE). //P2 5 508 

F-MAMMAI 000883//HYPOTHET I CAL 6.1 KD PROTEIN C03B1.10 IN CHROMOSOME 
I. // 0. 87 : 1 5 : 60//CAEN0RHABD I T I S ELEGANS. //Ql 1 11 6 
F-MAIMIA1 000897// INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H4 PRECU 
RSOR (ITI HEAVY CHAIN H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HE 
AVY CHAIN- RELATED PROTEIN) (PLASMA KALLIKREIN SENSITIVE GLYCOPROTE 
IN 120) (PK-1 20) . //5. 3«-l7 : 130: 40//H0NO SAPIENS (HUMAN). //Q 146 24 
F-MAMMAI 000905 
F-MAMMAI 000906 

F-MAMMAI 000908//L I NE- I REVERSE TRANSCRIPTASE HOMOLOG. //S.Oe-l 7: 70: 
62//HOMO SAPIENS (HUMAN) . //PO 8 54 7 

F-NAMMA1000914//HYPOTHETICAL 6.2 KD PROTEIN. //O. 97:36: 36/ /THERMOPR 
OTEUS TENAI VIRUS 1 (STRAIN KRAI) (TTVI) .//P19299 
F-MAMMAI 000921 

F-MAMMAI 000931//! ! ! ! ALU SUBFAMILY J WARNINC ENTRY ! ! » !//5. 6«-10: 4 
9: 65//HOMO SAPIENS (HUMAN) . //P3 9 188 

F-NAIMA1 000940//MI TOCHONDR IAL "60S RIBOSOMAL PROTEIN L32. //0. 42 : 22 : 
54//RECL I NOMONAS AMER I CANA . //02 1 28 1 

F-MAMMA 100094 I //!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2. 3«-25:5 
5: 69//HOMO SAPIENS (HUMAN) .//P3 9 188 

F -MAMMA 1 000942// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//3. 3e-08: 
36:75//HOMO SAPIENS (HUMAN) . //P39 194 
F-MAMMAI 000943 



F-MAMMAI 0009 56//SMALL HISTIDINE-ALANINE-RICH PROTEIN PRECURSOR (SH 
ARP) (ANTIGEN 57) . //O. 041 : 122 : 25//PLASM00IUM FALCIPARUM (ISOLATE F 
C27 / PAPUA NEW GUINEA). //P04930 

F-MAMMAI 000957//HEAT-STABLE ENTEROTOXIN A2 PRECURSOR (STA2) .7/0. 02 
4:37: 37//ESQ4ERICHIA COLI .//Q47185 

F-MAMMAI 000962//! !! ! ALU SUBFAMILY SB WARNINC ENTRY ! ! ! !//6. 0«-39 
61 : 78//HOMO SAPIENS (HUMAN) .//P39 189 

F-MAMMAI 000968//! ! ! ! ALU SUBFAMILY SQ WARNINC ENTRY ! M !//0. 0054: 2 
9 : 72//HOMO SAPIENS (HUMAN). //P3 9 194 

F-MAMMAI 000975//CUT I CLE COLLAGEN OPY-2 PRECURSOR. //1 .0:93: 30//CAEN 
ORHABOIT IS ELEGANS. //P35799 

F-MAMMA 1000979//PR0U NE-R I CH PEPTIDE P-B.//0. 01 2: 1 2 : 66//HOMO SAP IE 
NS (HUMAN) . //P02814 

F-MAMMA 1000987//HYPOTHET I CAL PROTEIN LAMBDA-SP34 . // 1 . 0 : 47 : 40//MUS 
MUSCULUS (MOUSE). //PI 59 7 3 
F-MAMMAI 000998 

F-MAMMA 1 00 1003//PR08 ABLE E5 PROTE IN. //1 . 0: 52: 42//HUMAN PAPILLOMAVt 
RUS TYPE 33.//P06426 

F-MAMMA 100 1 008//PR0GASTR ICS IN PRECURSOR (EC 3.4.23.3) (PEPSINOGEN 
C) (FRAGMENT). //3.2«-1 4: 131 : 35//MACACA FUSCATA FUSCATA (JAPANESE M 
ACAQUE) . //P03955 

F-MAMMA 100 1 02 1 //HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN45S6. 
//O. 016:61: 42//STREPT0MYCES FRAOI AE. //P201 86 
F-MAMMA 1 00 1024 

F-MAWAI 00 1 03 0//LUTROP I N-CHOR I OGONADOTROP I C HORMONE RECEPTOR (LH/C 
G-R) (LSH-R) (LUTEINIZING HOROMINE RECEPTOR) (FRAGMENT) .// 2. 4 e-20 
234: 29//GALLUS CALLUS (CHICKEN) . //Q906 74 

F-MAMMAI 001 035//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY !!!!//!. T«-l$: 
52 : 78//HOMO SAPIENS (HUMAN) . //P39 193 

F-MAMMAI 00 I 038//NEUR0T0X IN II (TOXIN RP-II) (SODIUM CHANNEL TOXIN 
I l) . //O. 53 : 25: 48//RADIANTHUS PAUMOTENSIS (SEA ANEMONE) (HETERACTIS 
PAUMOTENS I S) . //PO 1 534 ' 

F-MAIMIA 100 1 041 //SPECTRIN BETA CHAIN. ERYTHROCYTE. //6. 3#-18: 112:43/ 
/HUS MUSCULUS (MOUSE) . //PI 5508 
F-MAMMA 1 00 1050 

F-MAMMA 1 00 1 059//PUTAT I VE ATP-DE PENDENT RJtA HELICASE Cl 2C2. 06. //1 . 3 
•-34:1 87 : 47//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q097 47 
F-MAMMA 1 00 1 P67//PR0TE I N Q300. //O. 36 : 12 : 7S//MUS MUSCULUS (MOUSE).// 
Q02722 

F -MAMMA 1001 073//HE PATOCYTE NUCLEAR FACTOR 3 FORKHEAD HOMOLOG I (HF 
H-l) . //I . 0: 70: 37//RATTUS NORVECICUS (RAT) . //Q63244 
F-MAMAI001074//LINE-I REVERSE TRANSCRIPTASE HOMOLOG. //0. 00067: 1 6 
3: 32//H0M0 SAPIENS (HUMAN) . //P08547 

F-MAMMA I 00 1 07S//RET I NOBLASTOMA BINDING PROTEIN 1 (RB8P-1). //O. 53: 7 
2 : 34//H0M0 SAPIENS (HUMAN) . //P29374 

F-MAMMAI00I078//L INE-1 REVERSE TRANSCRIPTASE H0M0L0G.//5. 0«-79: 1 8 
4: 73//HOMO SAPIENS (HUMAN) . //P08547 

F-MAMMA 100 1080// I G HEAVY CHAIN PRECURSOR V-lll REGION (¥H26).//1.7 
e-27 : 82 : 71//H0M0 SAPIENS (HUMAN). //PO 1 764 
F-MAWAl 00 1082 

F-MAHIA 1 00 1 091 //HYPOTHETICAL BHLFI PROTEIN. //3. 1 *-05: 1 98: 32//EPSTE 
IN-BARR VIRUS (STRAIN 895-8) (HUMAN HERPESVIRUS 4).//P0318l 
F-MAMMAI 00! 092//L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOC.//7. 1 e-21 : 6S 
7 2/ /HOMO SAPIENS (HUMAN) . //P08547 

F-MAMMAI 001 105//OVO PROTEIN (SHAVEN BABY PROTEIN) .//!. Oe-1 8:68 : 48/ 
/DROSOPHILA MELANOCASTER (FRUIT FLY). //PS 1 521 

F-MAMMAI 001 1 IO//PROCOLLAGEN ALPHA I < t V) CHAIN PRECURSOR. //0. 080 10 
8 : 37//MUS MUSCULUS (MOUSE) . //P02463 

F-MAMMAI 00 1 126//!!!! ALU SUBFAMILY SB WARNINC ENTRY ! ! ! !//2. 3e-07 
66 : 45//H0M0 SAPIENS (HUMAN) . //P391 89 

F-MAMMAI 001 133//HYP0THET I CAL 13.2 KD PROTEIN IN RPS4A-BAT2 INTERGE 
NIC REG ION. //O. 96:43 : 25//SACCHAROMYCES CEREVISIAE (BAKER’S TEAST). 
//P47174 

~ F-MAMMA 1001 1 39//HYPOTHET I CAL 36.7 KD PROTEIN AH6.2 IN CHROMOSOME I 
l.//5.4«-42:81 : 6Z//CAEN0RHABDITIS ELEGANS. //Q09201 
F-MAMMA 1 001 143//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! !! !//0. 00014: 3 
6 : 66//H0M0 SAPIENS (HUMAN) . //P 39 188 
F-MAMMA 1 001 145 

F-MAMMA 1 001 154//CSBA PROTE IN. //1 . 0: 39: 38//BACILLUS SUBTIL I S. //P3 79 
53 

F-MAMMA 1001 161//!!!! ALU SUBFAMILY J WARNING ENTRY • ! ! !//5. 2a-23 : 5 
3: 64//H0M0 SAPIENS (HUMAN) . //P 391 88 

F-MAMMA 1 00 1 162//CD27L RECEPTOR PRECURSOR (T-CELL ACTIVATION ANTIGE 

N CD27) . //O. 69:86: 31//MUS MUSCULUS (MOUSE). //P41 272 

F-MAMMA1001 1 81 //HYPOTHETICAL 81.0 KD PROTEIN C35D10.4 IN CHROMOSON 

E 1 1 1. //O. 0001 D: 74: 47//CAEN0RHABDIT IS ELEGANS. //Ql 8486 

F-MAMMA 1 00 1 186//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//§. Oe-32 : 

44: 86//HOMO SAPIENS (HUMAN) . //P3 9 1 94 

F-MAMMA 1 00 11 91 //OCTAMER -BINDING TRANSCRIPTION FACTOR 1 (OTF-1) (N 
F-AI ) (FRAGMENT) . //O. 096 : 40 : 40//MACR0PUS EUGEN 1 1 (TANMAR WALLABY) . 
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//Q28466 

F -MAMMA 1 00 1I98//EPI OERMAL CROVTH FACTOR RECEPTOR SUBSTRATE SU8STRA 
TE 15 (PROTE I N EPS15) (AF-1P PROTEIN) . //Z. 5«-7S : 204 : 70//H0M0 SAP IE 
NS (HUMAN). //P42S66 

F-MAMMA1Q012O2//NETALLOTHI0NEIN-I I (NT-11) (NT-1 IB/MT-I IA).//0. 52: 
46 : 32//CALL I NECTES SAPIOUS (BLUE CRAB) .//P5S 950 
F-MAMIA)Q0)2O3//! ! ! ! ALU SUBFAMILY SC IARNINC ENTRY !!H//7.3«-H: 
8Z:58//H0M0 SAPIENS (HUMAN) . //P391 92 

F-MAMMA 100 1206//! ! ! ! ALU SU8FAMILY J VANNING ENTRY »!!!//!. 9e-1 7:5 
7: 71//H0M0 SAPIENS (HUMAN) . //P3 9 188 

F-MAMU 1001 2 1S//9 KD PROTE I N.//1. 0:51 :33//HOMO SAPIENS (HUMAN). //P 
13994 

F-MAMMAIOOl 220//! ! ! ! ALU SUBFAMILY SB VANNING ENTRY ! ! ! !//3. 4«-37: 
55:87//H0M0 SAPIENS (HUMAN) . //P391 89 

F-MAMMAIOOl 222//HYP0THETICAL 73.6 KD PROTEIN CY49. 2I.//3. 7«-06: 16 
8: 38//MYCOBACTERIUN TUBERCULOSIS.//QI0690 
F-MAMMAIOOl 243 

F-MAMMAI00I244//TRP OPERON LEADER PEPT IDE. //I . 0: 18 : 55//SERRATI A MA 
RCESCENS. //PO3055 

F-MAMMAIOOl 249//HYP0TICT I aL 7.2 KD PROTEIN IN RPS2 3‘ REGION (0RF5 
7).//0. 57: 23 : 34// ASTASIA LONGA (EUGLENOPHYCEAN ALGA) . //P34774 
FHUMU100I256//! ! ! ! ALU SU8FAMILY J VANNING ENTRY ! ! ! !//2. 3e-07. 7 
9: 44//H0M0 SAPIENS (HUMAN). //P39I88 

F-MAMMAIOOl 259//PUTAT I VE DMA HELICASE II HOMOLOG (EC 3. 6. 1. -) .//O. 
046:86: 32//MYCOPLASMA GEN I TAUUM. //P47486 

F -MAMMA 1001 2 60//1YOS IN HEAVY CHAIN. PERINATAL SKELETAL MUSCLE. //2. 
7b-05: 219: 27//HOMO SAPIENS (HUMAN) .//PI 3535 

F -MAMMA 1 00 1 268//L I N£- 1 REVERSE TRANSCRIPTASE HOMOLOG. //9. 7e-27: 89: 
67//KOMO SAPIENS (HUMAN) . //P08 547 

F-MAMMAIOOl 271//ATR0PH IN- 1 (DENTATORUBRAL -PALL I OOLUYS I AN ATROPHY P 
ROTE I N) . //4. 0e-06 : 1 26 : 38//H0M0 SAPIENS (HUMAN). //P54259 
F-MAMMAIOOl 274//! ! ! ! ALU SUBFAMILY SQ VANNING ENTRY ! ! ! !//7. 4e-29: 
57:66//H0M0 SAPIENS (HUMAN). //P3 9 1 94 

F-MAMMA1001280//BACTERI0CIN MtCROCIN B17 PRECURSOR (MCB17).//0. 27: 
24:54//ESCHERICHIA COL I . //P0S834 

F-MAMMA1001292//HYP0THETICAL PROTEIN KIAA0176 (FRAGMENT).//!. 3«- 7 
3: 208: 69//H0M0 SAPIENS (HUMAN) . //Q1 4681 

F-MAMU 1001 296//!!!! ALU SUBFAMILY SP VANNING ENTRY ! ! ! !//6. 9e-22: 
41 :80//H0M0 SAPIENS (l&JMAM) .//P391 93 

F-MAMMAI001298//HYPOTHETICAL PROTEIN HI0371 . //O. 99: 29: 37//HAEN0PHI 
LUS INFLUENZAE. //P44668 

F-MAMMA 1 00 1 3Q5//GTPASE-ACT I VAT I NG PROTEIN RHOGAP (RBO- RELATED SMAL 
L GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE- ACT I VAT I MG PROTEIN) (PS 
O-RHOGAP) . //9. 9«-62 : 222 : S4//H0N0 SAPIENS (HUMAN). //Q07 960 
F-MAMMA 1 00 I 322//B-CELL GROVTH FACTOR PRECURSOR (BCCF-12 K0).//2. I 
e-09:46:6O//HOMO SAPIENS (HUMAN) . //P2093 1 

F-MAMMAIOOl 324//P0L POLYPROTEIN (CONTAINS: PROTEASE (EC 3.4.23.-): 
REVERSE TRANSCRIPTASE (EC 2.7.7.49): RIBONUCLEASE H (EC 3.1.26.4 
)].//2.5e-43:l28:50//FRIEND MURINE LEUKEMIA VIRUS (ISOLATE PVC-21 
I) (F-MULV) . //P26808 

F-MAMWI001330//HEMOGL08IN ZETA CHAIN (FRAGMENTS) . //O. 30: SI : 37//MA 
CROPUS EUGENI I (TAMMAR VALLABY) . //P8I044 

F-MAMMAIOOl 341 //TR I STETRAPROL INE (TTP) (TISHA) (TIS1I) (ZFP-36) 
(GROVTH FACTOR- INDUCIBLE NUCLEAR PROTEIN NUP475) . //O. 024: 89 : 39//H 
OMO SAPIENS (HUMAN). //P2 66 5 I 

F-MAMMA 1 00 1 343/ /PROBABLE E5 PROTE I N.//0. 60:64 :29//HUMAH PAPILLOMAV 
IRUS TYPE I6.//P06927 

F-MAMMA 1 001 346//PROTE I NASE INHIBITOR I IB (FRAGMENTS). //O. 97: 33: 45/ 
/SOLANUM TUBEROSUM (POTATO) .//PO 1082 

F-MAMMAIOOl 383//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//1 . 2e-30: 
86: 77//HQM0 SAPIENS (HUMAN) . //P39I 94 

F-MAMMA 1 00 1 388//LEUC I NE- R I CH ALPHA-2-CLYCOPROTE IN (LRG) . //9. 2«-91 : 

1 95: 92//H0M0 SAPIENS (HUMAN) . //P027S0 

F-MAMMAIOOl 397//! ! ! ! ALU SUBFAMILY J VARNING ENTRY M ! !//3. S«-1 9:5 
5: 69//HOMO SAPIENS (HUMAN) . //P3 91 88 

F-MAMMA 1 00 1 408/ /SAL I VARY GLUE PROTEIN SGS-7 PRECURSOR. //O. 60:45:35 
//DROSOPHILA MEIANOGASTER (FRUIT FLY) . //P02841 
F-MAMMA 1001 41 I//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3. 2. 1.3) (GLUCAN 
1.4-ALPHA- GLUCOSIDASE) (1, 4-ALPHA-D-GLUCAN GLUCOHYDROLASE) . //$. 8 
e-06:153:26//SACCHAROMYCE$ CEREVISIAE (BAKER’S YEAST). //P08 640 
F-MAMMAI001419//!!!! ALU SUBFAMILY SQ VARNING ENTRY M ! !//2. 3«-l6: 
99:51//HOMO SAPIENS (HUMAN) .//P3 9 194 

F-MAMMA 1001 420//!!! ! ALU SUBFAMILY SB1 VARNING ENTRY ! ! ! !//0. 0018: 
23:65//HOMO SAPIENS (HUMAN) .//P391 90 

F-MAMMA 1001 435//!!!! ALU SUBFAMILY SX VARNINC ENTRY ! ! !!//>'. 7e-22: 
60: 58//H0M0 SAPIENS (HUMAN) . //P39I 95 
F-MAMMA 1001442 

F-MAMU 1001 446//!!! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//l . 2#-23: 
48:75//H0M0 SAPIENS (HUMAN) . //P39 194 

F-MAMU 100 1 452//&NE 35 PROTEIN (GP35) . //O. 61 : 31 : 45//MYCQ8ACTER I OP 



HAGE LS. //Q0S245 

F-MAMMA 1001 465//HYP0THET I CAL PROTEIN E-115.//0.0026:68:3S//HUMAN A 
OENOVIRUS TYPE 2.//P03290 

F-MAMMA 1 001 476//UR I DINE KINASE (EC 2.7.1.48) (URIDINE MONOPKOSPHOK 
INASE) (FRAGMENT) . //3. 7«-94: 201 : 92//HUS MUSCULUS (MOUSE) . //P52623 
F-MAMMA 1 00 1487//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //4. 6e-1 6: 89: 
41//NYCTICEBUS COUCANG (SLOV LORIS) . //P08548 

F-MAMMA 1001501 //CALPA l N 1. LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.1 
7) (CALC I UM-ACT I VATED NEUTRAL PROTEINASE) (CANP) (MU-TYPE) . //6. 2 e- 
59:86:97//H0M0 SAPIENS (HUMAN) . //P07384 

F-MAMMA 1 DO 1 502//HYPOTHET I CAL 11.4 KD PROTEIN (0RF1) .//O. 21 : 79: 30// 
STREPTOMYCES FRAOIAE.//P26800 
F-MAMMAIOOl 510 

F-MAMMA 1001522/ /HYPOTHET I CAL 35.5 KD PROTEIN IN TRANSPOSON TN4556. 
//O. 67:98: 3 1//S TREPTOM YCES FRAO I AE. //P20 1 86 

F-MAMMA 1 001 S47//PR0BABLE MOLYBDENUM-PTERIN BINDING PR0TEIN.//0. 97: 
35:42//HAEM0PHILUS INFLUENZAE. //P45 1 83 

F-MAMMA 1 001 551 //HYPOTHETICAL PROTEIN MJ0458. 1 . //O. 038: 31 : 41//METHA 
NOCOCCUS JANNASCHI I . //P81308 
F-MAMMA lOOt S7S 

F-MAMMA1 001 S76//TU8UL I N GAMMA CHAIN. //1 . 6e-86: 162 :99//XEN0PUS LAEV 
IS (AFRICAN CLAtED FROG) .//P2 3 3 30 

F-MAMMAIOOl 590//! !! » ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//0. 0035 : 3 
8 : 55//HOMO SAPIENS (HUMAN) . //P391 95 

F-MAMMA1001600//CONNECT I VE TISSUE GROVTH FACTOR PRECURSOR. //O. 85 : 5 
3: 33//HOMO SAPIENS (HUMAN) . //P29279 

F-NAMMA10016O4//HYPOTHETICAL 11.1 KD PROTEIN C30D1 I . 02C IN CHROMOS 
OME I.//0. 14:82 :29//SCHI ZOSACCHAROMYCES P0S8E (FISSION YEAST). //QO 
9902 

F-MAMMA1 001 606//H IGH NOBILITY GROUP PROTEIN HNCl-C. //8. 2*-05: 77: 37 
//HOMO SAPIENS (HUNAN) . //P52926 

F-MAMMA 1001 620//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//5. 5e-05: 
24 : 6S//HGM0 SAPIENS (HUMAN) . //P391 95 

F-MAMMA 1 00 1627//CUT I CLE COLLAGEN 40. //O. 82 : 13! : 31//CAEN0RHABDITIS 
ELEGANS. //P34804 

F-MAMMAIOOl 630// ! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//8. 6«-26: 
57 : 78//H0M0 SAPIENS (HUMAN) . //P3 91 94 

F-MAMMAIOOl 633//Z INC FINGER PROTEIN 165. //6. 9e-38: 160: 55//HOMO SAP 
IENS (HUMAN). //P4 99 10 
F-MANMA 1001 635 

F-MA1MU 100 1649//S PERM PROTAMINE P1.//0. 39: 31 : 41//TACHYGL0SSUS ACUL 
EATUS ACULEATUS (AUSTRALIAN ECHI DNA) . //P3531I 
F-MAMMAIOOl 6 54//N0N- RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2. 
7.1.112) (TYROSINE- PROTEIN KINASE ?). //5. 6t-06: 99: 28//DICTYOSTELI 
UN OISCOIDEUM (SLIME MOLD) .//PI 81 60 

F-MAMMA 1 001 663//VERY HYPOTHETICAL XYLU PROTEIN. //O. 99: 27: 37//ESCHE 
RICH I A COLI.//P0S056 

F-MAMMAIOOl 670//CUT ICLE COLLAGEN 1 .//O. 033 : 97: 37//CAENORHABOITIS E 
LEGANS. //P081 24 
F-MAIMU 1 00 1671 

F-MAMU 1 001 679//PROCOLLAGEN ALPHA 2(IV) CHAIN PRECURSOR. //O. 92 : 32: 
5D//HOMO SAPIENS (HUMAN) . //P08S72 

F-MAMUI001683//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556. 

//O. 00026 : 1 47 : 3 4//S TREPTOM YCES FRAD I AE. //P20t 86 

F-MAMU100I686 

F-MAMU 1 00 1692//SMALL HYDROPHOBIC PROTEIN (SMALL PROTEIN 1A).//1. 

0: 34: 26//BOVINE RESPIRATORY SYNCYTIAL VIRUS (STRAIN A51908) (BRS) . 
//P24616 

F-MAMU1001 71 1//! ! ! ! ALU SUBFANILY SQ VARNING ENTRY » ! ! !//l. l«-28: 
56 : 6 9/ /HOMO SAPIENS (HUMAN). //P39I94 

F-MAMMAIOOl 71 5//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//1 . 6e-Q8 : 3 
9:71 //HOMO SAPIENS (HUMAN) . //P3 9 188 

F-MAMMAIOOl 730//METALL0THI0NE IN-B (MTB).//1.0: I7:64//STR0NGYL0C£NT 
ROTUS PURPURATUS (PURPLE SEA URCHIN).//Q272«7 

F-MAMMA1 001 735//TUBUL I N BETA-5 CHAIN (CLASS-V) . //5. le-l 21 : 21 3: 97// 
GALLUS GALLUS (CHICKEN) . //PO 96 53 
F-MAMU 100 1740 

F-MAMU 100 1743//!!!! ALU SUBFAMILY SX VARNING ENTRY !!!!//!. 3e-09: 
100: 42//HOMO SAPIENS (HUMAN) . //P39I95 

F-MAMMAIOOl 744//P0U DOMAIN PROTEIN 2. //O. 97: 59: 38//BRACHYDANI0 RER 
10 (ZEBRAFISH) (ZEBRA DAN 1 0) .//Q90270 

F-MAMNA1 001 745//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //2. 1 «-43: 1 9 
9 : 42//HOMO SAPIENS (HUMAN) . //P08547 

F-MAMMA 1 00 17SI//TVK-8 PR0TElN.//2.9e-1S:77:36//CAEN0RHABDITIS ELEG 
ANS.//P34410 

F-MAMU 1 00 17S4//MALE SPECIFIC SPERM PROTEIN MST84DD. //O. 019 : 20:45/ 
/DROSOPHILA ^LANOGASTER (FRUIT FLY) .//Q0164S 

F-MAMU 1 00 1 757/ /HYPOTHET I CAL 9.2 KO PROTEIN IN RNPA 3’ REGION. //O. 9 
4:30: 43//PSEUDGM0NAS PUT IOA. //P25753 

F-MAMMAIOOl 760//!!!! ALU SUBFAMILY SB2 VARNING ENTRY !!!!//4. 6e-3 
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4: 103: 59//HOIK) SAPIENS (HUNAN) . //P39191 
F-NANNA1001 764 

F-MAMIAIOQI 76I//HYPOTHETICAL PROTEIN UL61 .//O. 042 : 167: 33//HUMAN Ct 
TONEGALOV I RUS (STRAIN ADI 69) .//PI 681 8 

F-NAMAI 001769//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.0e-29: 
97 : 6 9//H0N0 SAPIENS (HUNAN). //P 391 94 

F -MAMMA 1 001 77I//TRANSNEM8RANE PROTEIN SEX PRECURSOR. //3. 3e-Q9 : 1 23: 

3 2//H0M0 SAPIENS (HUMAN). //PS 180 S 

F-MAMMAIOOI783//!!!! ALU SUBFAMILY J (ARMING ENTRY ! ! ! !//l . le-09:$ 
S : 6 1 //HOMO SAPIENS (HUMAN) . //P39I88 

F-MAMMAI 001 78S//RAS-RELATED PROTEIN RABC.//1. 9e-06: 120: 2S//DICTY0S 
TEL I UN D I SCO I DEUM (SLIME MOLD) . //P34 143 

F-HAMMA100I 788//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //9. 3 0-29: 46: 
76//HOMO SAPIENS (HUMAN).//P08547 

F-MAMMAI 00 1790//!!'! ALU SUBFAMILY J WARNING ENTRY ! !!!//4. 70-24:6 
9:69/ /HOMO SAPIENS (HUMAN). //P39 188 

F-MAMMAI 001 80S//HYP0THET I CAL 21.2 KD PROTEIN IN T0R2-NNN4 INTERGEN 
1C REG I ON. //0. 9$ : S8 : 36//SACCHAROMYCES CEREVISIAE (BAKER* S YEAST)./ 
/P36042 

F-MAIM1A1 001812//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//8. 8e-1 2: 
S3:69//HOMO SAPIENS (HUMAN) . //P391 9S 

F-MAMMA1001 81S//LINE-! REVERSE TRANSCRIPTASE HOMOLOG. //O. It : 30: 70/ 
/HOMO SAPIENS (HUMAN) . //P0S547 

F-MAMMAI 00 1817//!!!! ALU SUBFAMILY J (ARMING ENTRY !!! !//2. 90-16:8 
6: SS//HOMO SAPIENS (HUMAN) . //P 39 188 
F-MAMMAI 00 1818 

F-MAMMAI 001820//V I TELL I NE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTE 
IN TU-4) (PROTEIN SV23) .//O. 0030:63: 42//DROSOPHI LA NELANOGASTER (F 
RUtT FLY). //PI 3238 

F-MANMA1001 824//APT0T0X IN VII (PARALYTIC PEPTIDE VII) (PP VII).// 
0. 99:26: 34//APT0STICHUS SCHLINGERI (TRAP-OOOR SP I OCR) . //P49271 
F-MAMMAI 001 836// 1 ! ! ! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//2. 6e-35: 
77:88//H0M0 SAPIENS (HUMAN) .//P3 9 195 

F-MAMMAI 001 837//Z INC FINGER PROTEIN 191 . //1 . 30-27: 106: 58//HOMO SAP 
IENS (HUMAN). //01 4754 

F-MAMMA 1001 848//! ! !! ALU SUBFAMILY J WARNING ENTRY ! • I *//l . Oe-19: 9 
2 : SB/ /HOMO SAPIENS (HUMAN). //P 39 188 
F-MAMMAI 001 851 
F-MAMMAI 001 854 

F-MAMMAI 001 858// 1 SOTOC I N-NEUROPHYS I N IT 1 PRECURSOR. //O. 93:42:38// 
CATOSTOHUS COMISONI (NHITE SUCXER) . //PI 5210 

F-MA1MIA1001B64//PR08A8LE ABC TRANSPORTER PERMEASE PROTE I N MCI 89.// 
0. 77: 161 : 27//MYC0PUSMA GENITAL I UM. //P47435 

F-MAMMAI 001 868//FKS06-B I NO 1NG NUCLEAR PROTEIN (PEPT IDYL-PROLYL Cl 
S-TRANS ISOMERASE) (PPIASE) (EC 5.2. 1.8) (PROLiNE ROTAMASE) (NUCLE 
OLAR PROLINE ISOMERASE) (FKBP-70) . //O. 00013: 21 9: 26//SACCHAR0MYCES 
CEREVISIAE (BAKER' S YEAST). //P389 11 

F-MAMMAI 001 874//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2).//0. 007 
5: 76 : 31//MUS MUSCULUS (MOUSE) . //PO 7 9 78 

F-MAMMA 1 001 8 78//GLYC HIE- RICH CELL WALL STRUCTURAL PROTEIN (CLONE ■ 
10-1) (FRAGMENT). //0. 020: 10: 80//LYC0PERSIC0N ESCULENTUM (TOMATO)./ 
/QQ11S7 

F-MAMMAI 001 880 

F-MAMMA1001B90//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//5. 1 0-34: 
56 : 83//HOMO SAPIENS (HUMAN) . //P391 92 

F-MAMMAI001 907//! ! ! ! ALU SUBFAMILY SQ 8ARNING ENTRY ! ! ! !//2. 70-1 2: 
44 : 68//HOMO SAPIENS (HUMAN). //P391 94 

F-MAMMAI 001 908//HYPOTHET I CAL 16.2 KD PROTEIN IN PRP24-RRN9 INTERGE 
NIC REGION. //0. 0001 3: 77: 37//SACCHAR0NYCES CEREVISIAE (BAKER’ S YEAS 
T).//Q03S25 

F-MAMMAI 001 931//HVP0THET I CAL 118.2 KD PROTEIN F43C1. 1 III CHROMOSOM 
E II I.//0. 4l:106:29//CAEN0RHABOITIS ELEGANS. //Q09564 
F-MAMMAI 00 1 956//0aAPEPT IDE -REPEAT PROTEIN T2. //O. 00053 : 149: 30//MU 
S MUSCULUS (MOUSE) . //Q06666 

F-MAMMAI 00 1963//HYPOTHET1CAL PROTEIN IN NAC S’ REGION (ORF X) (FRAG 
MENT) . //! .0:46: 28//KLEBS IELLA AEROGENES. //Q08600 
F-MAMMAI 00 1969//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //1 . 70-34:97: 
68//H0M0 SAPIENS (HUMAN) . //P08S47 

F-MAMMA1001 970//L INE-I REVERSE TRANSCRIPTASE HOSOLOG. //6. 20-07 : 67: 
37//HOMO SAPIENS (HUMAN) . //P08 547 

F-MA1HA1001 992//PROTEIN Q300. //O. S3: 14: 7I//MUS MUSCULUS (MOUSE).// 
Q02722 

F-MAMMAI 002009//PR08ABLE E5 PR0TEIN.//0. 17: 56:32//HUMAN PAPILLOMAV 
I RUS TYPE 31. //PI 7385 

F-MAMMA100201 I//MYR ISTOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MAR 
CKS) (PROTEIN KINASE C SUBSTRATE. 80 KD PROTEIN, LIGHT CHAIN) (PKC 
SL) (80K-L PROTE I N) . // 1 . 0 : 1 00 : 3 1 //HOMO SAPIENS (WJMAN) . //P29966 
F-MAIHA1 002032//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//3. 1 0-21 :8 
6: 65/ /HOMO SAPIENS (HUMAN) . //P39 188 

F-MAMMAI 002033//! ! ! ! ALU SUBFAMILY j IARNING ENTRY !!! I//8. 50-20:6 
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7 : 5B//H0M0 SAPIENS (HUMAN). //P391 88 

F-MAMMAI 00 2 04 I //MALE SPECIFIC SPERM PROTEIN MST840C.//1 . 0: 17: S2//D 
ROSOPHILA MELANOGASTER (FRUIT FLY) . //Q01644 

F-MAMMA 1 002042//! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//0. >9:4$: 
46//HOMO SAPIENS (HUMAN) . //P391 92 

F-MAMMAI 002047//TYROS I NE AMINOTRANSFERASE (EC 2.6. 1.5) (L-TYROSIN 
E : 2-QXOGLUTARATE AMINOTRANSFERASE) (TAT) .//O. 0017: S0:46//RATTUS NO 
RVEGICUS (RAT) . //P04694 

F-MAMMAI 002056//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY !!! !//3. 20-37: 
70: 77//HOMO SAPIENS (HUMAN) . //P391 94 

F-MAMMAI 002058// ! ! ! ! ALU SU8FAMILY J IARNING ENTRY ! ! ! !//1 . 1 e-08: 2 
6 : 76//HOMO SAPIENS (HUMAN) .//P3 9 1 88 

F-MAMMAI 002068//L INE-I REVERSE TRANSCRIPTASE HOMOLOG. //2. 00-1 1 : 7B: 
46//H0M0 SAPIENS (HUMAN) . //P08547 

F-MAMMAI 002078//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O, 96: 
26:46//C0TURN! X COTURN IX JAPONICA (JAPANESE QUAIL) . //P50682 
F-MAMMAI 002 082// SUPPRESSOR PROTEIN SRP40.//0. 23:95: 32//SACCHAROMYC 
ES CEREVISIAE (BAKER'S YEAST) .//P32583 

F-MAMMAI 002084//HYPOTHET I CAL 7.5 KD PR0TEIN.//1. 0: 40: 35//VACCINI A 
VIRUS (STRAIN COPENHAGEN) . //P20520 
F-MAMA1 002093 

F-MAMMAI 002 I OS//HYPOTHET ICAL 35.5 KD PROTEIN IN TRANSPOSON TN45S6. 

//Q. 00079: 143: 33//STREPTOMYCES FRADI AE. //P201 86 

F-MAMMA 1 002 118//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //1 . 0: 4 

3 : 34//METRIDIUM SENILE (BROWN SEA ANEMONE) (FRILLED SEA ANEMONE)./ 

/047493 

F -MAMA 10021 25//! ! * ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1 . 90-1 4 
60 : 6 8/ /HOMO SAPIENS (HUMAN) .//P39I 92 
F-MAMMAI 002 1 32 

F-MAMMA! 002 1 40//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l . 4e-24: 6 
9: 65//HOMO SAPIENS (HUMAN) . //P3 9 188 

F-MAMMA 1 002 143//SERUM PROTEIN MSE55.//2. le-16: 166:43//H0M0 SAPIENS 
(HUMAN) . //Q0Q587 

F-MAMMAI 0021 4 S//3 6. 4 KD PROLINE-RICH PROTE IN. //O. 0001 4:84: 29//LYCO 
PERSICON ESCULENTUM (TOMATO). //Q00451 
F-MAMMAI 002 153 
F-MAMMAI 002 155 

F-MAMMAI 002 1 S6//METALL0PR0TE I NASE INHIBITOR PRECURSOR. //O. 90: 58 34 

//STREPTOMYCES NIGRESCENS. //P01077 

F-MAMA1002IS8 

F-MAMMA 1002 1 70//40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN).// 
6. 00-66 :1 57: 70//HOMO SAPIENS (HUMAN) . //PI 5880 

F-MAMMA 1002 1 74//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//6. 50-25 : 5 
6 : 64//HOMO SAPIENS (HUMAN) . //P3 9 188 

F-MAMMAI 0021 98//TH I OREDOX IN PEROXIDASE 1 (TH 1 0 REDOX I N-OE PENDENT PE 
ROXIDE REDUCTASE 1) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PR 
P) (NATURAL KILLER CELL ENHANCING FACTOR B) (MKEF-B). //9. 00-09: 28 : 
100//HONO SAPIENS (HUMAN) . //P32 II 9 

F-MAMMA1002209//TRANSCRIPTION INITIATION FACTOR TFI ID 135 KD SU8UN 
IT (TAFH-13S) (TAFI 1 1 35) (TAfll-130) (TAFI1 130). //O. 0023: 132: 33// 
HOMO SAPIENS (HUMAN) . //000268 

F-MAMMAI 00221 S//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR. //O. 00032 : 6 
8: 35//HOMO SAPIENS (HUMAN) .//P02452 

F-MAMMAI 00221 9// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//0.0 
079:224: 24//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P2 5386 
F-MAMMAI 002230 

F-MAIHIA1002236//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT 
(EIF-2B GOP-CTP EXCHANGE FACTOR). //1 . 40-118: 1 51 : 94//RATTUS NORVEG 
ICUS (RAT). //P7 054 I 

F-MAMMA 1002243//W I SKOTT- ALDRICH SYNDROME PROTEIN HOMOLX (WASP).// 
0.028: 112: 33//MUS MUSCULUS (HOUSE). //P703 15 

F -MAMMA 1 0O225O//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA II). //O. 

0012:80: 32//ORYCTOLAGUS CUNICULUS (RABBIT) . //P063 33 

F-MAMMAI 002267//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6).// 

0. I7:139:28//TRYPAN0S0MA BRUCE I BRUCE I . //P2 4499 

F-MAMMAI 002268//60S RIBOSOMAL PROTEIN L22. //O. 00026 : 1 63 : 30//DR0S0P 

HI LA MELANOGASTER (FRUIT FLY) . //P50887 

F-NAMMA1O02269//HISTIDINE-RICH, METAL BINDING POLYPEPT IDE. //O. 35 : I 
4 : 57//HEL I CQ8ACTER PYLORI (CAMPYL08ACTER PYLORI) . //Q48251 
F-MAIMIA1002282//!!!! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//6. 1 e-OS: 
32:65//HOMO SAPIENS (HUMAN) . //P391 92 

F-MAMMAI 002292//TROPOMYOS IN 2. //1 . 4e-0S: 1 00: 30//SACCHAR0MYCES CERE 
VI S I AE (BAKER'S YEAST) . //P4Q414 

F-MAMMA 1 002293//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//$. 8e~25: 1 
27 : 44//H0M0 SAPIENS (HUMAN) . //P391 88 

F-MAMMAI 002294//ALPHA TRANS- INDUCING PROTEIN (ALPHA-TIF) . //€. OOQI 
1:138: 38//BOVINE HERPESVIRUS TYPE I (STRAIN P8-2) .//P30020 
F-MAMMAI 002297//A- AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. //O. 1 5: 1 
44 : 30//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P3 2323 
F-MAMMAI 002298//PROL I NE-R I CH PROTEIN MP-3 (FRAGMENT) .//!. 00-05:40: 
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50//MUS MUSCULUS (HOUSE) . //P05 1 43 

F-MAMMA1002299//NADH-UBIQUIN0ME OX I DOREDUCT ASE CHAIN 41 (EC 1.6.5. 
3) . //0. 84:65: 32//STRUTH 1 0 CAMELUS (OSTRICH) . //02 1 405 
F-MAMMA1 002308// ! ! ! ! ALU SUBFAMILY J ■ A RUING ENTRY ! ! ! !//4. 3e-29:6 
1 : 7 3//H0W0 SAPIENS (HlilAN). //P 3 91 88 

F-MAMIA1 0023 10//S PERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (NCS).// 
0. 0001 6:70: 38//MUS MUSCULUS (HOUSE) . //PI 5265 

F-MAMMA100231 t//! ! ! ! ALU SUBFAMILY SB HARMING ENTRT !! ! !//9.4e-09: 
84:54//H0H0 SAPIENS (HUMAN). //P3 9 189 

F-MAMMA 1 00231 2//HYP0THET I CAL 10.8 KD PROTEIN IN GP30-RIII INTERGEN 
1C REGION (URF Y). //O. 48: 48: 33//BACTERIOPHAGE T4.//P33084 
F-HAMMA100231 7 

F-HAMMA 1 0023 19//RETR0V I RUS-* RELATED POL POLYPROTEIN [CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE]. //0. 01 1 : 128: 27//HUS 
MUSCULUS (HOUSE). //P1 1369 

F-MAHMA 1002 322//! ! ! ! ALU SUBFAMILY SX HARMING ENTRY ! ! ! !//S. 2#-20: 
92: 57//HOMO SAPIENS (HUMAN) . //P391 95 

F-MAMMA1002329//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.05 
1:33: 36//XEN0PUS LAEVIS (AFRICAN CUBED FROC).//P0393! 
F-MAMMA1002332//LINE-1 REVERSE TRANSCRIPTASE HOMOLOC. //6. Se-20: 1 1 
6: 5I//HOMO SAPIENS (HUMAN) . //P08547 

F-MAMMA1002333//COLUGEN ALPHA I (I) CHAIN (FRAGMENTS) . //O. 001 7: 21 
4: 31//B0S TAURUS (BOVINE) //PO 2453 

F-MAMMA1 002339//COPPER-METALL0TH I ONE I N (CU-MT) . //O. 59 : 42 : 38//HEL I X 
POMATIA (ROMAN SNAIL) (EDIBLE SNA I L) . //P5S947 
F -MAMMA 1002347//! ! ! ! ALU SUBFAMILY J HARMING ENTRY ! ! ! !//0. 43: 26:6 
1//H0M0 SAPIENS (HUMAN) . //P3 91 88 

F -MAMMA 1 00235 1 //HYPOTHETICAL PROTEIN MJ0304. //2. 3e-07 : 1 39: 25//METH 
ANOCOCCUS J ANNAS CHI I . //Q57752 
F-MAMMA 1002352 

F-MAMMAt 002353//! ! ! ! ALU SUBFAMILY J BANNING ENTRY ! ! ! !//0. 00028: 3 
1 : 80//H0MO SAPIENS (HUMAN) . //P 39 188 

F-MAIHA1 002355//! ! ! ! ALU SUBFAM ILY SP BARNING ENTRY ! ! ! ! //4. 2e-2S: 
87 : 7 3//H0M0 SAPIENS (HUMAN). //P391 93 

F-MAMMA1002356//REUXIN.//0.95:31:35//SQUALUS ACANTHI AS (SPINY OOG 
FISH). //P1 1953 

F-MAMMA1 002359//CHL0ROPUST 50S RIBOSOMAL PROTEIN L33. //O. 93:44:36 
//GUI LLAROIA THETA (CRYPTOMONAS PHI).//078487 
F-MAMMA1 002360//UTE L2 HU CORE PROTEIN PRECURSOR (PROTEIN X).//0. 
94 : 30 : 43//BOV I ME ADENOVIRUS TYPE 2 (MASTADENOV I RUS BOS 2) . //Q96626 
F -MAMMA 1 002361//! ! ! ! ALU SUBFAMILY J HARMING ENTRY M ! !//2. 0e-08:4 
5: 68/ /HOMO SAPIENS (HUMAN). //P3 9 188 

F-MA1HIA1 002362//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 58: 
23 : 26//LUMBR I CUS TERRESTRIS (COMION EARTHVORM) . //Q34942 
F-MAMMA1 002380//SAL I VARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 23: 100: 2 
7//DR0S0PHIU SIMULANS (FRUIT FLY).//P13729 
F-MAMMA 1002 384 

F -MAMMA 1 002 385/ /HYPOTHET I CAL 40.9 KD PROTEIN IN 0RC2-TIP1 INTERGEN 
1C REGION. //3.8«-14: 125: 37//SACCHAROMYCES CEREVISIAE (BAKER' S YEAS 
T).//P38241 

F -MAMMA 1 002392//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1. 0:1 
7 : 58//BRANCH I OSTOMA LAMCEOLATUM (COMMON UNCELET) (AMPH I OXUS) . //02 
1003 

F-MAMMA 1 00241 1//30S RIBOSOMAL PROTEIN SI 7.//0. 85: 49. 32//SYNECHOCYS 
TIS SP. (STRAIN PCC 6803) .//P7331 1 

F-MAMMA 1 00241 3//NADH-UB I QUI NONE OX IDOREDUCTASE CHAIN 1 (EC 1.6.5. 

3) (FRAGMENT) .//0. 97:41 :39//DROSOPHIU AFFINIS (FRUIT FLY). //PS 1 92 

6 

F-MAMMA1 00241 7//RFBJ PROTEIN. //O. 99: 31 : 35//SHIGELLA FLEXNERI.//P37 
786 

F-MAMMA1 002427//!!!! ALU SUBFAMILY SO HARMING ENTRY !!!!//!. 6e-33: 
13S.59//H0M0 SAPIENS (HUMAN) . //P3 91 94 

F-MAIMIA1 G02428//HYPOTHET I CAL PROTEIN C18. //O. 97: 34:44//SHINEP0X VI 
RUS (STRAIN KASZA) (SPV) . //P322I 7 

F-MAMMA 1 002434//!!!! ALU SUBFAMILY SB HARMING ENTRY ! ! ! !//3. 1 e-36: 
56:78//HOMO SAPIENS (HUNAN). //P39 189 
F-MAMMA 1002446 

F-MAMMA 1002454//EARLY NO0ULIN 20 PRECURSOR (N-20K//0. 77:57 :45//ME 
DICAGO TRUNCATUU (BARREL MEDIC) . //P93329 

F-MAMMA1 00246I//VASQDIUT0R-ST IMUUTED PHOSPHOPROTEIM (VASP).//!.3 
e-05 : 1 93 : 32//CAN 1 S FAMILIAR IS (DOG) . //PS0551 

F-MAW1A1002470//HYPOTHETICAL 80.7 KD PROTEIN IN ERC7-NMD2 INTERGEN 
1C REGION. //I. Oe-75: 231 :60//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAS 
T). //P3879S 

F-MAMMA 1 002475/ /POSS I BLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L4 <SN 
F2-BETA) (BRG-1 PROTEIN) (MITOTIC GROMTH AND TRANSCRIPTION ACT I VAT 
OR) (BRA Mk PROTEIN HOMOLOC 1) . //0. 013:99: 30//H0MO SAPIENS (HUMAN 
).//P5IS32 

F-MAMMA 1 00 2480//NONSTRUCTURAL PROTEIN SB. //1 . 0: 23 :43//HUMAN CORONA 
VIRUS (STRAIN 22 9E). //PI 974 1 
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F-MAMMA100248S//STANNIOCALCIN PRECURSOR. //2. 1 e-2 3:88: 46//H0M0 $API 
ENS (HUMAN) . //P52823 

F-MAMMAI002494//M0LT- INHIBIT INC HORMONE (HIH).//1.0:32:37//PR0CAMB 
ARUS CURKII (RED SHAMP CRAYFISH). //PS S 84 8 

F-MAMMA1Q02498//6. 7 KD PROTEIN (ORF 5).//l. 0: 26:42//BARLEY YELLOH 
DHARF VIRUS (ISOUTE PAV) (BYDV) . //P09517 

F-MAMMA I 002524//HYPOT1CT ICAL 117.8 KD PROTEIN IN STE2-FRS2 INTERGE 
NIC REGION. //S.Oe-26: 222 :3S//SACCHAR0MYCES CEREVISIAE (BAKER' S YEA 
ST) . //P43S7I 

F-MAMIA1 002 5 30//CYTOSOL 1C PHOSPHOLIPASE A2 (EC 3. 1.1.4) (CPLA2) (P 
HOSPHATIDYLCHOL INE 2 -AC Y LHYDROLASE) / LYSOPHOSPHOL IPASE (EC 3.1.1. 
5) . //4. 5e-l 2:88: 44//H0M0 SAPIENS (HUMAN). //P477 12 
F-MAMMA1 002545//! ! ! ! ALU SUBFAMILY SX BARNING ENTRY ! ! I !//4. 3e-29: 
97 : 71 //HOIK) SAPIENS (HUMAN) . //P3 9 1 95 

F-MAMMA 1 0025 54//DNA-0 1 RECTED RNA POLYMERASE II URGEST SUBUNIT (EC 
2. 7.7.6) (RPB1) (FRAGMENT). //O. 46: 54 :40//CR I CETULUS GRISEUS (CHIN 
ESE HAMSTER). //PI 1414 

F-MANMA1 002556/ /ICTALLOTH I ONE I N 20-1 ISOFORMS A AND B (MT-20-IA AN 
D MT-20-IB) .//O. 99:21 :47//MYTILUS EOULIS (BLUE MUSSEL) . //P80251 
F -MAMMA) 002S66//TRANSCR I PT I ON FACTOR P65 (NX LEAR FACTOR NF-KAPPA- 
8 P65 SUBUNIT). //O. 70:1 30 :30//MUS MUSCULUS (MOUSE) . //Q04207 
F-MAMMA 1 002S7 I / /DNA-0 I RECTED RNA POLYMERASE II URGEST SUBUNIT (EC 
2.7. 7.6) (FRAGMENT) .//O. 54:4S:S1//DICTY0STELIUM DISCOIDELM (SLIME 
MOLD). //P3 5084 

F-MANMA1002573//PARATHYMOS IN. //I . Sc-07 :69: 46//HOMO SAPIENS (HUMAN 
) . //P20962 

F-MAMMA1002585//MY0SIN LIGHT CHAIN 1, SLOH-TWITCH MUSCLE B/VENTRIC 
UUR I SOFORM (FRAGMENT) . //O. 38:36: 36//MUS MUSCULUS (MOUSE) . //P09S4 
2 

F-MAMMA) 002590//! ! ! !• ALU SUBFAMILY SX BARNING ENTRY !!! !//0. 99:22: 
77//H0M0 SAPIENS (HUMAN) . //P391 95 

F -MANIA) 002597//! ! ! ! ALU SUBFAMILY SQ BARNING ENTRY ! ! » !//2. I e- 1 8: 
44: 70//H0MO SAPIENS (HUMAN) . //P39I94 

F-HAMMA 1 002598//6 OS RIBOSOMAL PROTEIN L7.//I. 8e-16:40: IOO//HOMO SA 
PI ENS (HUMAN). //PI 81 24 
F-MAMIA1 002603 

F-MAIMAI002612//30S RIBOSOMAL PROTEIN S16 (FRAGMENT) .//I. 0: 29:37// 
THERMUS AQUATICUS.//007348 

F-MAIMIA100261 7//ACI0IC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP2 
5) (FRAGMENT) . //0. 00041 : 81 : 34//RATTUS NORVEGICUS (RAT). //PI 01 64 
F-MANMA1 00261 8//ESCARG0T/SNAIL PROTEIN HOMOLOG (FRAGMENT) . //0. 1 1 : 1 
8 : 50//PSYCHODA C I NEREA. //Q02027 

F-MAMMA 1 00261 9//PR0BABLE U8IQUI TIN CARBOXYL- TERM I HAL HYDROUSE K02 
C4.3 (EC 3.1.2.15) (UB1QUITIM THIOLESTERASE) (UBIOUIT IN-SPECIFI C P 
ROCESSING PROTEASE) (DEUBIQUITINATING ENZYME) .//I. 8»-l3: I 10:4Q//CA 
ENORHABDIT IS ELEGANS. //Q09931 

F-MAMA 1002622//! ! ! ! ALU SLSFAM I LY J BARNING ENTRY ! ! ! !//8. 4«-05: 5 
3 : 58//H0M0 SAPIENS (HUMAN) . //P391 88 

F-HAMMA 1 002623//PEPT I DYl-GLYC I N£ ALPHA-AMI OAT INC MONOOXYGENASE PRE 
CURSOR (EC 1.14. 17.3) (PAM) .//2. 6e-07: 37: 78//H0M0 SAPIENS (HUMAN). 
//PI 9021 
F-MAMMA1 002625 

F-MAMMA 1 002629//! ! ! ! ALU SUBFAMILY j BARNING ENTRY ! ! ! *//4. 4e-1 9: 4 
9: 73//H0M0 SAPIENS (HUMAN) .//P39 188 

F-MAMMA 1 0026 36//COLLAGEN ALPHA 2 (V I ) CHAIN (FRAGMENT) . //1 . 7e-07 18 
9: 32//HOMO SAPIENS (HUMAN) . //PI 21 10 

F-MAHMAI002637//KINESIN LIGHT CHAIN (KLC) . //7. 7e-54; 227 : 52//RATTUS 
NORVEGICUS (RAT). //P3 7285 

F-MAMMA 1 002646//NEUR0F I LAMENT TRIPLET H PROTEIN (200 KO NEUROFILAM 
ENT PROTEIN) (NF-H) . //0. 034 : 1 99 : 25//MUS MUSCULUS (MOUSE) .//PI 92 46 
F-MAMMA1 0026 SO//TRANSCR I PT I ON REGUUTOR PROTEIN BACH 2 (BTB AND CNC 
HOMOLOC 2). //I. 7«-07: 104: 32//MUS MUSCULUS (MOUSE) . //P97 303 
F-MAJMA1 0026 55// SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174 
N) . //1 . 0 : 2 5 : 44/ /HOMO SAPIENS (HUMAN) . //P22532 
F-MAMMA 1002662 

F-MAMMA1 002665//! ! ! ! ALU SUBFAMILY SQ BARNING ENTRY !!!!//{. 3*-07. 
54:57 //HOMO SAPIENS (HUMAN) . //P391 94 

F-MAMMA1 002671 //ACETYL -COENZYME A SYNTHETASE (EC 6.2. 1.1) (ACETAT 
E--COA LIGASE) (ACYL- ACTIVATING ENZY12).//1 .4«-10:l44:31//ESCHERl 
CHI A C0LI.//P27550 

F-MAMMA 1 0026 7 3//BRE VI CAN CORE PROTEIN PRECURSOR. //O. 76 : 64: 39//BOS 
TAURUS (BOVINE) . //Q28062 

F-MA1HAI002684//HYPOTHETICAL 11.8 KD PROTEIN IN GPS5-NRDG INTERGEN 

1C REGION. //0. 094: 77 :27//BACTER10PHAGE T4.//P07O79 

F-MAMMA 1 002685/ /COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) . //O. 0017 : 1 7 

7 : 34//RATTUS NORVEGICUS (RAT) . //PO 2454 

F-MAIMM 1002698 

F-MAMMA) Q02699//HYPOTHETICAL 45.1 KD PROTEIN IN RPSS-ZNS1 INTERGEN 
1C REGION. //1 . 2e-28: 127:47//SACCHAR0MYCE$ CEREVISIAE (BAKER' S YEAS 
T) . //P47I60 
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F-MAMMAI002701//! ! ! ! ALU SUBFAMILY J MARKING ENTRY ! » ! !//!. 0: 14: 92 
//HOMO SAPIENS (HUMAN). //P3 9 188 

F-MAMU 1 002708//! ! ! ! ALU SUBFAMILY SP fARNING ENTRY ! ! ! !//7. 9*-27: 
52:6S//HOMO SAPIENS (HUMAN). //P391 93 

FHIAMMA 100271 1//! ! ! ! ALU SUBFAMILY J NARKING ENTRY ! ! ! !//3. 7e-24:S 
4:7S//HOMO SAPIENS (HUMAN). //P3 9 188 
FHIAMMA 1002721 

F-MANMA1002727//SOX-1 3 PROTEIN (FRAGMENT) . //O. 70: 36 : 38//MUS MUSCUL 
US (MOUSE). //Q04891 

F-MAMIA1 QQ2728//HYPOTHET I CAL 6.0 KD PROTEIN. //1 . 0: 2S:44//THER»0PR0 
TEUS TENAX VIRUS 1 (STRAIN KRAI) (mi) . //PI 9305 
F-MAMIA1002744//HYPOTHETICAL 13.4 KD PROTEIN IN ACT5-YCK1 INTERGEN 
1C REGION. //I. 0: S2: 34//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST).// 
P38834 

F-MAMMAI 002746//HYPOTHET I CAL 5.6 KD PROTEIN (ORF A-45) . //1 . 0: 22 : 40 
//SULF0L08US VIRUS-LIKE PARTICLE SSV1.//P20198 
F-MAMMA1 002748 

F-MAMMA10027S4//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//5. 1e-21 :S 
6:64//H0M0 SAPIENS (HUMAN) . //P3 9 1 88 

FHIAMMA! 002758//MALE SPECIFIC SPERM PROTEIN NST8400. //O. 37: 14: 64// 
DROSOPHILA MELANOGASTER (FRUIT FLY) . //Q01645 

F -MAMMA) 002764//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY !!!»//4. 7e-32: 
79: 60//HOMO SAPIENS (HUMAN) . //P3 91 94 

F-MAMMA1002765//PARA THYMOSIN. //O. 79: 63 : 28//BOS TAURUS (BOVINE).//P 

08814 

F-MAMIA1 002769//GAR2 PROTE IN. //O. 00037 : 1 92 : 27//SCHI ZOSACCHAROMYCES 
POMBE (FISSION YEAST) .//P4 1891 

F-MAMMA1 002775//HYPOTHET ICAL 36.7 KO PROTEIN C2F7. 14C IN CHROMOSOM 
E I.//S. 4*-54: 240 :49//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
009704 

F-MAMMA 1002780 

FHIAMMA 1002782//MARGATOX IN (MGTX).//I.0:31 : 38//CENTRUR0IDES MARGAR 
ITATUS (SCORPION). //P4075S 

FHIAMMA 1 002796// ICE NUCLEATION PROTE IN. //0. 001 8: 100:41 //PSEUDOMONA 
S FLUORESCENS. //P09815 

F-BAMA 1002807//!!!! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//9. 3ft-23: 1 
00 : S9//H0M0 SAPIENS (HUMAN) . //P 39 188 

F-MAMMA I 0028 20//NEUR0T0X IN IV (LQQ IV).//l.O: 18: SO//LEIURUS QUINQU 
ESTRIATUS QUINQUESTRIATUS (EGYPTIAN SCORPION) . //PO 1489 
F-MAJMIA 1002830//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//4. 7e-24: 
55: 74//H0M0 SAPIENS (HUMAN) . //P39 195 

F-MAMA 1002833//! ! ! ! ALU SUBFAMILY SB IARNING ENTRY !! ! !//2. 6e-3l : 
95: 73//HOMO SAPIENS (HUMAN). //P39189 

FHUMMA1002835//HYP0THETICAL 42.1 KD PROTEIN F13G3.3 IN CHROMOSONE 
I . //1 . 0: 54 : 37//CAEN0RHA80 1 T I S ELEGANS . //«) 941 7 
FHIAMMA 1002838//! ! ! ! ALU SUBFAMILY SP IARNING ENTRY ! ! ! !//2. Se-27: 
99: 70//HQM0 SAPIENS (HUNAN). //P39 193 

F-MAMMA 1002842//!!!! ALU SU8FAMILY SX NARNING ENTRY ! ! ! !//2. 3e-l 3: 
65:63//H0M0 SAPIENS (HUMAN) . //P391 95 

F-MAMMA1002843//METALLOTHIONEIN-II (MT-I D.//0. 97: !9:47//MUS NUSCU 
LUS (MOUSE) . //P02798 

F-MAMMA1002844//HYPOTHET ICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENI 
C REGION. //4. 9e-08: 1 19: 36//AUTOCRAPHA CAL IFORNICA NUCLEAR POLYHEOR 
OS IS VIRUS (ACMNPV) . //P41479 

FHIAMMAI002858//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6D.//0. 98: 
37:37//PAN TROGLODYTES (CHIMPANZEE) . //Q3 5647 

F-MAMNA 1002868//! ! ! !. ALU SUBFAMILY J IARNING ENTRY ! ! H//3. 8e-10:5 
1 : 62//HOMO SAPIENS (HUMAN) . //P39I 88 

F-MAJH1A1 002869//P I NCH PROTEIN (PARTICULARY INTERESTING NEI CYS-HIS 
PROTEIN).//!. 8e-9S: 194:7 8//H0M0 SAPIENS (HUMAN) . //P480S9 
F-MAMNA 10028 7 1//G-PR0TE IN COUPLED RECEPTOR HOMOLOC R33.//1. 0:S1 :35 
//RAT CYTOMEGALOVIRUS (STRAIN MAASTRICHT) . //01 2000 
FHIAMMA 1002880 

F-MAIHIA 100 2881 //GLIOMA PATHOGENESIS-RELATED PROTEIN (RTVP-I PROTE I 
N) . //3. 3*-22 : 1 80 : 35//HOMO SAPIENS (HUMAN) . //P48060 
F-MAMMA 1 00 2886//MY0S IN HEAVY CHAIN IB (MYOSIN ICAVY CHAIN IL).//0. 
0001 1 : 1 48: 39//ACANTHAMOEBA CASTELLANI I (AMOEBA) . //P19706 
FHIAMMA 1002887 

F-NAMMA 1 002890//A-AGGLUT ININ ATTACHMENT SUBUNIT PRECURSOR. //O. 030: 
142: 25//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P32323 
F-MAJMIA1002892 

F-MANMA100289S//HYPOTHET ICAL PROTEIN UL61 . //O. 00099: 143: 35//HUNAN 
CYTOMEGALOVIRUS (STRAIN ADI69) . //PI 681 8 

F-MAMMA 1 002908//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA ID.//0. 

1 2 : 44 :43//0RYCT0LACUS CUNICULUS (RABBIT) . //P06333 

F-NANNA 1002909//! !!! ALU SUBFAMILY J NARNING ENTRY ! ! ! !//0. 0001 1 : 2 

8: 75//H0M0 SAPIENS (HUMAN) . //P39 188 

F-MAMMA I 002930//BOMBYX IN A-7 PRECURSOR (B8X-A7) (4K-PR0TH0RAC I COTR 
OP 1C HORMONE) (4K-PTTH) . //O. 99 : 45: 46//B0MBYX MORI (SILK N0TH).//P2 
6730 



F-NAMMA 1002937//Z INC FINGER PROTEIN 42 (MYELOIO ZINC FINGER 1) (NZ 

F-l) . //6. S*-24: 1 47 : 34//H0M0 SAPIENS (HUMAN) . //P2B698 

F-MAMMAI 002938//CERUL0PLASM IN PRECURSOR (EC 1.16.3.1) (FERROXIOAS 

E).//4.7'-U:44:68//MUS MUSCULUS (MOUSE) .//Q61 147 

F -MAMMA 1 00294 1//PR0TE I N Q300.//0. 0076:21 :61//MUS MUSCULUS (MOUSE). 

//Q0272Z 

FHIAMMA1 002947//HYPOTHET ICAL 35,5 KD PROTEIN IN TRANSPOSON TN4556. 
//1.9e-08: 1 52 : 38//STREPTONYCES FRAOIAE. //P20186 
FHIAMMAI 002964 

FHIAMMA 1002970//! ! ! ! ALU SUBFAMILY SB IARNING ENTRY ! ! ! !//0. 0057 : 5 
S: 43//HQMO SAPIENS (HUMAN) . //P3 9 189 

F-NAMMA I002972//BRA IN-SPEC IF 1C HOMEOBOX/POU DOMAIN PROTEIN 3A (BR 
N-3A) (OCT-Tl) (HOMEOBOX/POU DOMAIN PROTEIN RDC-1) . //O. 84: 53: 41//H 
OHO SAPIENS (HUNAN). //QO 1851 

F-NAMMA 1 002973//! ! ! ! ALU SUBFAMILY SC NARNING ENTRY ! ! ! !//4. 6e*l I ; 
54.68//H0M0 SAPIENS (HUMAN) . //P391 92 
F-MAMMA) 002982 

F-MAMMA 1 002987//HYPOTHET I CAL 11.9 KD PROTEIN IN RPC8-NFA2 INTERGEN 
1C RECION.//0. 17:47:29//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST)./ 
/P53906 

F-NAMMA 1 003003//! ! ! ! ALU SUBFAMILY SX NARNING ENTRY ! ! ! !//8. 6«-09 : 
30: 73//H0M0 SAPIENS (HUMAN) .//P3 91 95 

F-MANMA1 003004//! ! !! ALU SUBFAMILY SX NARNING ENTRY !!! !//0. 0071 : 4 
1 :58//HOMO SAPIENS (HUMAN) . //P391 95 

F-NAMMA 1003007//SPERM PROTAMINE PI . //O. 0076: Si : 37//TACHYGL0SSUS AC 
ULEATUS ACULEATUS (AUSTRALIAN ECHIDNA) . //P3S 3 11 
F-MAMMA 10030 11 //HI STONE MACR0-H2A. 1.//1 . 8e-6D: 1 75: 70//RATTUS NORVE 
GICUS (RAT) . //Q02874 

F -MANIA 1 00301 3//ACT IN BINDING PROTEIN. //O. 097: 83:31 //SACCHAROMYCES 
EXIQJUS (YEAST) . //P38479 
F-NAMMA) 003015 

F-NAMMA) 0030 1 9//MY0TUBULAR IN. //O. 022:56 : 37//HQMO SAPIENS (HUMAN)./ 
/QI3496 

F-MAMMA 1 003026//HYP0TICT I CAL 29.3 KD PROTE I N (0RF92) .//O. 0014:208: 
27//ORGYIA PSEUDOTSUGATA MULT I CAPS ID POLYHEDROSIS VIRUS (OPMNPV) . / 
/0 1 0341 

F-MAMMAI 00303 1 //PROBABLE E4 PROTEIN (EI E4) . //0. 14:49: 32//HUMAN PA 
PILLOMAVIRUS TYPE SB. //P064S9 

F -MAMMA) 00303 S//HYPOTHET ICAL 24.4 KD PROTEIN IN LPD 3’ REGION (ORF 
4).//5. Ie-I2: 1)2: 34//ZYNONONAS NOB I LIS. //066114 
F-MAMIA 1003039//! ! ! ! ALU SUBFAMILY J NARNING ENTRY ! ! ! !//2. 4e-Q7 : 6 
8 : 54//H0M0 SAPIENS (HUMAN) . //P391 81 

F-MAMMA 1003040//!!!! ALU SUBFAMILY SB1 NARNING ENTRY !!!!//2.8«-3 
9:90: S7//H0M0 SAPIENS (HUNAN). //P3 9 1 90 
F-NAMMA 1003044 

FHIAMMAI 003047//SPERM HISTONE P2 PRECURSOR (PROTAMINE 2). //O. 18:2 
5 : 44//B0S TAURUS (BOVINE) . //PI 9782 

FHIAMMA 1 00 304 9//PR0BABLE E4 PROTEIN. //O. SO: 67: 29//HUMAN PAPILLOMAV 
IRUS TYPE 6C.//P20969 

F-NAMMA 1003055//VEAK TOXIN CM-2.//0. 99: 23: 30//NAJA HAJE HAJE (ECYP 
TIAN COBRA). //PO 141 5 

F-MAMMA 10 030 56//EX PORTED PROTEIN 7 (FRAGMENT) . //I . 0: 52: 32//STREPT0 
COCCUS PNEUMONIAE. //P35597 

F-MAMMA 100 30 57//MD6 PROTEIN.//!. 5«-85: 168: 95//MUS NUSCULUS (MOUSE 
) . //Q60S84 

F-MAMMAI 00 3066//REC8 PROTEIN.//!. 0: 62: 2 7// PSEUDOMONAS AERUGINOSA./ 
/Q0338) 

F-MAMMA 1003089//!!!! ALU SUBFAMILY SB1 NARNING ENTRY !!!!//5.U-1 
5:44:77//H0M0 SAPIENS (HUMAN). //P3 9 1 90 

F-MAMMAI 00 3099//ENDOTHEL I AL ACT IN-BINDING PROTEIN (ABP-280) (NONMU 
SCLE FILAMIN) (F I LAM IN 1 ). //4. 8e-20:80: 62//HOMO SAPIENS (HUNAN).// 
P21333 

F-MAMMAI 003 I 04//PH0T0SYSTEM I REACTION CENTRE SU8UNIT VIII.//0.98: 

22 : 40//SYNECHOC0CCUS ELONCATUS NAEGELI . //P25900 

FHIAMMAI 003 1 1 3//PR0C0LLAGEN ALPHA 2(0 CHAIN PRECURSOR (FRAGMENTS 

) . //O. 67 : 35 : 45//GALLUS GALLUS (CHICKEN) .//P02467 

F-MAMMAI 0031 27//NY0S IN I ALPHA (MM I -ALPHA) .//5. 2e-34: 141 :56//NUS M 

USCULUS (MOUSE). //P467 35 

F-NAMNA1 0031 35//HYPOTHET ICAL 182.0 KD PROTEIN IN NMD5-HOM6 INTERGE 
NIC REGION. //3. 6e-05 : 91 : 34//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAS 
T) . //P471 70 
F-MAMMAI 0031 40 

F-MAMMA 1 003 146//MALE SPECIFIC SPERM PROTEIN MST87F. //] . 0: 33: 36//DR 
OSOPHILA MELANOGASTER (FRUIT FLY) . //P081 75 

F-MAMMAI 0031 5 0//HYPOTHET ICAL 84.3 KD PROTEIN ZK94S.I0 IN CHROMOSOM 
E 1 1 . //4. 4«-l 0: 254: 30//CAENORHABD1TIS ELEGANS. //QO 96 2 5 
F-MAMMA 1 003 166//8RA IN PROTEIN HS. //4. Oe-42: 1 82:48//H0M0 SAPIENS (H 
UMAN) . //043236 

F-NT2RMIOOOOOI//HYPOTHETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGE 
NIC REClON (ORF70) .//O. IS: 38:34//ASTASIA LONGA (EUGLENOPHYCEAN ALG 
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A) .//P34779 
F-NT2RM1Q00018 

F-NT2RM1000032//ATP SYNTHASE PROTEIN 8 (EC J. 6. 1.34) (A6L) . //O. 51 : 
17:41//CYPRINUS CARPIO (COMMON CARP) . //P24948 

F-NT 2 RM 1 0000 35//3-HYDR0X Y - 3 -METHYLGLUTARYl-COENZYME A REOUCTASE (E 
C 1. 1.1.34) (HMC-COA REDUCTASE) . //O. 0001 1 : 114: 27//BUTTELU GERMAN 
ICA (GERMAN COCKROACH) . //P54960 

F-NT2RN100QQ37//NETALLOTHIONEIN-I I (MT-I O.//0.025: 19:47//SCYLU S 
ERRATA (MUO CRAB) .//P02806 

F-NT2RM10Q0039//VITELLINE MEMBRANE VM34CA PROTEIN PRECURSOR. //O. 00 
083 : 84 : 33/ /OROSOPH I LA MELANOGASTER (FRUIT FLY) .//Q0652I 
F-NT2RN1000055//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR.//! . la-07: 3 
4: 5 5// PLASMODIUM LOPHURAE. //P04929 

F-NT2RM10Q0059//MYOCYTE-SPECIFIC ENHANCER FACTOR 2B (SERUM RESPONS 
E FACTOR-LIKE PROTEIN 2) (XMEF2) (RSRFR2) .//0. 1 8: 83: 36//HOMO SAPIE 
NS (HUMAN). //Q02080 

F-NT 2 RM 1 000062//PROL I NE- R I CH PEPTIDE P-B. //O. S4: 34: 44//H0M0 SAPIEN 

5 (HUMAN). //P028I4 

F-NT 2RM 1 000080/ /HYPOTPCT I CAL 35.7 KD PROTEIN SLRI 128. //2. le-20: 1 1 
9 : 40//SYNECH0CYST I S SP. (STRAIN PC C €803) .//P72655 
F-NT2RM 1 000086/ /SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-D] (FRACMENT).//O.20:56:35//HOMO SAPIENS (HUMAN).// 
PI OT 62 

F-NT2RMI 0000 92//C0LUGEN-L IKE PROTE I N. //0. 0017 : 44:4S//HERPESVI RUS 
SAIMIRI (SUBGROUP C / STRAIN 488). //P22576 

F-NT2RMI 00011 8//CALCINEUR IN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGU 
LATORY SUBUNIT) (CALC I NEUR IN REGULATORY SUBUNIT). //5. 7 8-07: 109:28/ 
/NEUROSPORA CRASSA. //P87072 

F-NT2RM10001 I9//TRANSCRIPTI0NAL REGULATOR IE63 (VMS63) (ICP27).// 
0.0050:1 35 :32//HERPES SIMPLEX VIRUS (TYPE 2 / STRAIN HC52) . //P2827 

6 

F-NT2RM10001 27//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN).// 

0. 032:68:32//SORGHUM VULGARE (SORGHUM) .//P241 52 

F-NT2RMI0001 3I//METALL0THI0NEIN-I I I (MT- III) (GROVTH INHIBITORY FA 

CTOR) (GIF). //0. 82:33: 39/ /BOS' TAURUS (BOVINE). //P37359 

F-MT2RMI0001 32//NADH-U8IQUIN0NE OX I DO REDUCTASE 13 KD-A SUBUNIT PRE 

CURSOR (EC 1.8.5. 3) (EC 1.8.99.3) (COMPLEX I-13KD-A) (C I - 1 3KD-A) . / 

/2. 78-59:1 24 :9I//H0M0 SAPIENS (HUMAN) . //O75380 

F-NT2RMI0001 53//CYTOSOLIC PURINE S’ -NUCLEOT I CASE (EC 3. 1. 3. 5). //2. 

5 t-08: I48:29//HOMO SAPIENS (HUMAN) . //P4 9902 

F-NT2RM1000I86//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 28 REOJ 
LATORY SUBUNIT) (CALC I NEUR IN REGULATORY SUBUNIT).//!. 9e-07: 109:27/ 
/NEUROSPORA CRASSA. //P87072 

F-NT2RM10Q01 87//PUTAT I VE PRE-MRNA SPLICING FACTOR ATP-OEPENDENT RN 
A ICLICASE SPAC10F6. 02C. //1 . 0e-l2:94: 48//SCHIZ0SACCHAR0MYCES POMBE 
(FISSION YEAST). //042643 

F-NT2RM1 0001 99//CUT ICLE COLUGEN 1 2 PRECURSOR. //O. 46:130: 33//CAENO 
RHABOITIS ELEGANS. //P2O630 

F-NT2RM1 000242//PUTAT I VE ATP SYNTHASE J CHAIN, MITOCHONDRIAL (EC 
3. 6. 1. 34). //O. 85:38: 36//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). 
//013931 

F-NT2RM1000244//HYPOTHETICAL 131.5 KD PROTEIN C02FI2.7 IN CHROMOSO 
ME X. //0. 0055: 98 : 36//CAEN0RHABD I T I S ELEGANS. //Ql 1 102 
F-NT2RM1000252//TRICHOHYALIN. //2. 9e-06 : 88 : 36//0V I S ARIES (SHEEP)./ 
/P22793 

F-NT 2RM1 0002 56//GLUCOSAM I NE — FRUCT0SE-6-PH0SPHATE AMINOTRANSFERASE 
[IS0NERIZ1NG] (EC 2.6.1.16) (HEXOSE PHOSPHATE AMINOTRANSFERASE) ( 
O-fRUCTOSE-6- PHOSPHATE AMIDOTRANSFERASE) (GFAT).//2. 98-54: 153:67/ ' 
/MUS MUSCULUS (MOUSE) . //P47856 

F-NT2RMI000257//MAGO NASHI PROTEIN. //5. 98-64: 1 36 : 89//0R0S0PH I LA ME 
LANOGASTER (FRUIT FLY) . //P49028 
F-NT2RM I 000260 

F-NT2RM100027I//GALACT0K1NASE (EC 2. 7. 1. 6) . //O. 99: 41 : 39//BACI LLUS 
SUBTILIS.//P39574 

F-NT2RM1 000272//HYPOTHET I CAL 55.5 KD PROTEIN 2K1128.2 IN CHROMOSOM 
E 1 1 1.//8. 8e-2S: 131 :45//CAEN0RHABDITIS ELEGANS. //Q09 3 57 
F-NT2RM10002 8 0// VACUOLAR ATP SYNTHASE SUBUNIT 0 (EC 3.6.1.34) (V-A 
TPASE D SUBUNIT) (V- ATPASE 28 KO ACCESSORY PROTEIN). //2. 5e-63: 12 
1 : 94//B0S TAURUS (B0VINE).//P39942 

F-NTZRM1000300//TREACLE PROTEIN (TREACHER COLLINS SYNDROME PROTE I 
N).//0. 51 : 145: 26//HOMO SAPIENS (HUMAN). //Q 134 2 8 
F-NT2RMI000314 

F-NT2RM 10003 18//50S RlBOSOMAL PROTEIN L23.//0. 83:28:3S//AQUIFEX AE 
OLICUS. //066433 
F-NT2RM 1000341 

F-NT2RM1000354//HYPOTHET ICAL 5.8 KD PROTEIN IN PUMA S’ REGION (0RF5 
S).//0. 95:43: 37//RHODOBACTER CAPSUUTUS (RHODOPSEUOOMONAS CAPSULAT 
A).//P26l59 

F-NT2 RM 1 000355//SPERM-SPEC IF I C PROTEIN PH|-1.//0.0016:73:43//NYTIL 
US EDULIS (BLUE MUSSEL). //Q0462 1 
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F-NT2RM1 00O365//HYPOTHETICAL PROTEIN KIAAOUO.//3.58-IO:83:49//HOM 
0 SAPIENS (HUMAN). //Ql 41 53 

F-NT2RM1000377//DUAL SPECIFICITY PROTEIN PHOSPHATASE 9 (EC 3. 1.3.4 
8) (EC 3.1.3.16) (MITOGEN- ACTIVATED PROTEIN KINASE PHOSPHATASE 4) 
(MAP KINASE PHOSPHATASE 4) (MKP-4) . //4. 9a- 18:113: 3B//KOMO SAPIENS 
(HUMAN) . //Q999S6 

F-NT2RM1 000388//HYPOTFETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGE 
NIC REGION.//0. 00023:67: 31//SACCHAR0MYCES CEREVISIAE (BAKER S YEAS 
T).//P539l5 

F-NT2RM1000394//HI STONE H3.3 (H3.B) (H3. 3Q).//4. 7e-52:7l : 91//HGM0 
SAPIENS (HUMAN). MUS MUSCULUS (MOUSE). RATTUS NORVEGICUS (RAT). OR 
YCTOLAGUS CUNICULUS (RABBIT), CALLUS CALLUS (CHICKEN). SPISULA SOL 
IDISSIMA (ATLANTIC SURF-CLAM). DROSOPHILA MELANOGASTER (FRUIT FLY 
). AND OROSOPH I LA HYDE I (FRUIT FLY) .//P0S3S1 

F-NT2RM1 0003 99//EKDOTHEL IN-2 PRECURSOR (ET-2) (FRAGMENT) . //O. 92 . 2 
4:45//CAN!S FAMILIAR IS (DOC) . //PI 2084 

F-NT2RM1 000421 //CUT ICLE COLUGEN 2C (FRACHENT) . //O. 1 2:93: 33//HAEMO 
NCHUS CONTORTUS. //PI 6252 

F-NT2RM100043D//PIST I L-SPECIFIC EXTENS IN-LIKE PROTEIN PRECURSOR (P 
ELP).//0. I3:86:31//NIC0TIANA TABACUM (COMMON TOBACCO) . //Q0321 I 
F-NT2RM1 0 004 9 9/ /HYPO THE T I CAL PROTEIN KIAA0041 (FRAGMENT) . //2. 9e-l 
7:75:49//H0M0 SAPIENS (HUMAN) . //Ql 5057 

F-NT2RM1 000539//HYP0THET I CAL 10.4 KO PROTEIN IN FTR1-SPT15 INTERCE 
NIC REG I ON. //2.9e-1 6: 82 : S1//SACCHAR0MYCES CEREVISIAE (BAKER S YEAS 
T).//P40089 

F-NT2RM100O553//CLYCOLIPIO TRANSFER PROTEIN (GLTP) . //6. 4e-06 : 1 03 : 3 
3//SUS SCROFA (PIC). //PI 7403 

F-NT2RM1 000555/ /UNR PROTEIN. //8. 7a-77: 105: 95//RATTUS NORVEGICUS (R 
AT). //PI 8395 

F -NT2RM1 00056 3/ /DNA-B I ND I NG PS2/P1Q0 COMPLEX. 100 KD SUBUNIT (FRAG 
NENTS) . //0. 15:20: 50//H0M0 SAPIENS (HUMAN) . //P 30 BOB 
F-NT2RM1 00062 3//CURA CELL PHOSPHOLIPID-BIND INC PROTEIN PRECURSOR 
(CCPBP) (CURA CELLS 10 KD SECRETORY PROTEIN) (CC1 0) . //O. 1 7: 70: 34/ 
/HOMO SAPIENS (HUMAN) . //PI 1684 

F-NT2RM1 000648//GLYCOSYLTRANSFERASE ALG2 (EC 2. 4. 1. -) .//2. Oa-22 : 13 
3:42//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST). //P43636 
F-NT2RM100066I//METALLOTHIONEIN-II I (MT-III) (GROWTH INHIBITORY FA 
CTOR) (GIF) (GIFB).//0.0060:24:33//HOMO SAPIENS (HUMAN). //P2S71 3 
F-NT2RM1 000666//C0LD SHOCK PROTEIN SCOF. //9. le-07: 67: 41//STREPT0MY 
CES C0ELIC0L0R.//P488S9 

F-NT2RM1 0OO669//CHL0R0PUST 50S RlBOSOMAL PROTEIN L31.//0.071 69:3 
I//P0RPHYRA PURPUREA. //PS l 2 90 

F-NT2RM1000672//SIGNAL RECOGNITION PARTICLE SECS 5 SUBUNIT (FRAGMEN 
T) . //O. 27:42: 42//K LUYVER0MYCE5 UCTIS (YEAST) . // 01 3475 
F-NT2RM 1000691 //RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2) . //4. 3e-4 
2:241 :42//H0M0 SAPIENS (HUMAN). //P 2 93 75 

F-NT2RM1000699//N2. N2-DIMETHYLGUAN0SINE TRNA METHYLTRANSFERASE PRE 
CURSOR (EC 2. 1. 1.32). //O. 94:48 : 37//SACCHAR0MYCES CEREVISIAE (BAKER 
S YEAST). //PI 5565 

F-NT 2RM1 000702//GUAN I NE NUCLEOT I DE-B INDING PROTEIN BETA SU8UNIT I. 
//O. 0013: 1 39 :25//DROSOPHIU MELANOGASTER (FRUIT FLY).//P26308 
F-NT2RM1000725//8ASIC PROUNE-RICH PEPTIOE P-E (IB-9) . //1 . 0: 1 5: 60/ 
/HOMO SAPIENS (HUMAN) . //P0281 I 

F-NT2 RM1 00074 1//STATHM IN (CLONE X020) (FRAGMENT) . //1 . 0: 53: 32//XENO 
PUS UEVIS (AFRICAN CLAWED FROG) . //Q09005 

F-NT2RMI 000742//HYPOTHET 1 CAL 24.1 KD PROTEIN IN DHFR 3’ REGION (ORF 
2) . //! . 0 : 54 : 42//HERPESV I RUS SAIMIRI (STRAIN 484-77) . //P2 504 9 
F-NT2RMI000746//HYPOTHET1CAL 16.8 KD PROTEIN C29E6.04 IN CHROMOSOM 
E I.//0. 11:87 :21//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) .//Q098 
58 

F-NT2RM1000770//DXS6673E PR0TEIN.//2. 0e-38: 1 90: 48//H0N0 SAPIENS (H 
UMAN) .//Q 14202 

F-NT2RMI 000772//VECETAT I BLE INCOMPATIBILITY PROTEIN HET-E-1 ,//4. 3 
e-12: 141 :3fl//POOOSPORA ANSERINA.//Q00808 

F-NT2RM1 000780//MALE SPECIFIC SPERM PROTEIN MST87F.//0. 98: 34: 38//D 
ROSOPHIU MELANOGASTER (FRUIT FLY) . //P081 75 
F-NT2RM 1 000781 

F-NT2RM1000800//24. I KO PROTEIN IN VMAI2-APNI INTERGENIC REGION.// 
7.98-11: 135 : 34//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P28707 
F-NT2RM1000802//ALPHA-AMYLASE INHIBITOR PAIM I (PIC PANCREATIC ALP 
HA-AMYLASE INHIBITOR OF MICROBES I) .//O. 43:62: 35//STREPTOMYCES OLI 
VACEOVIRIOIS (STREPTOMYCES CORCHORUSM) .//P0992I 
F-NT2RM1 000811 

F-NT2RM1000826//UNR PR0TEIN.//1. la-110:144:83//RATTUS NORVEGICUS 
(RAT). //PI 8395 

F-NT2RM1000829//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //I. 0:3 
8 : 34//DR0S0PH I U SIMULANS (FRUIT FLY) . //PS02 70 
F-NT2RM1000833//PR0TEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//! 
48-62: 145: 84//CAN IS FAMILIAR IS (DOC) . //P38377 

F-NT2RM 1 000850/ /TEST I S-SPEC I F 1C PROTEIN KINASE 1 (EC 2. 7. I. -).//6. 



9 17 



ffiliE# 2002-3046778 




#2000—1 18776 



[313 5 2] 



1 e-08 : 1 36 : 33//RATTUS NORVEGICUS (RAT) .//Q6 357 2 
F-NT2RM1000852//ATP-DE PENDENT RNA HELICASE R0KI.//1. 6e-34:2l2:43// 
SACCHAROMYCES CEREVISIAE (BAKER’ S YEAST).//P45818 
F-NT2RM1000857//HI STONE HI. NS. 1 .//O. 76:31 : 48//TRYPANOSOMA CRUZI.// 
P40273 

F-NT2RM1000867//MICROSOMAL SIGNAL PEPTIDASE 10.8 KO SUBUNIT (EC 3. 
4. -). //O. 0082:76: 2S//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST).// 

P4696S 

F-NT2RM1 Q00874//DNA-B I NO I NG P52/PIOO COMPLEX, 100 KD SUBUNIT (FRAG 
KENTS) . //O. 38:12: S8//HOMO SAPIENS (HUMAN) . //P30808 
F-NT2RM1 DOOB82//CYTOCHROME B5.//9. 0e-l3:92: 38//SACCHAROMYCES CEREV 
151 AE (BAKER' S YEAST) . //P403I2 

F-NT2RM1 00088 3/ /DNA-B I ND I NG P52/P100 COMPLEX. 100 KD SUBUNIT (FRAG 
KENTS). //O. 79:22 : S9//H0M0 SAPIENS (HUNAN) . //P30808 
F-NT2RK1 000885//HYPOTHET I CAL 5.8 KO PROTEIN. //O. 76 : 18: 38//CLOVER Y 
ELLOV MOSAIC VIRUS (CYMV) . //PI 6485 

F-NT2RK1000894//DNA-DI RECTED RNA POLYMERASE I t35 KD POLYPEPTIDE 
(EC 2. 7. 7. 6) (RNA POLYMERASE I SU8UNIT 2) (RPA135) (RNA POLYMERASE 
I 127 KD SUBUNI T) . //6. 2e-70: 153: 88//RATTUS NORVEGICUS (RAT).//054 

888 

F-NT2RM1000S98//ACTIN, CYTOPLASMIC (ACT IN, Ml CRONUCLEAR) . //4. 3e- 1 
2:159: 28//0XYTRICHA FALLAX. //P02583 

F-NT2RH1000905//GLUTATHIONE S-TRANSFERASE 1-1 (EC 2.5.1.18) (CLAS 
S-THETA) . //O. 98: 39:35//LUCILIA CUPRINA (GREENBOTTLE FLY) (AUSTRAL I 
AN SHEEP BLOWFLY). //P42860 

F-NT2RK10O0924//HYP0THETICAL 39.7 KD PROTEIN C34EI0.2 IN CHRONOSON 
E 1 1 1 . //1 . 3e-l 1 : 169: 28//CAENORHABOIT I S ELEGANS.//P46577 
F-NT2RM1000927//CUTICLE COLLAGEN 1.//0. 00048: 141 : 3I//CAEN0RHABDITI 
S ELECANS. //P081 24 

F-NT2RMI000962//HYPOTHETICAL 35.8 KD PROTEIN C4F8. 04 IN CHROMOSOK 
I . //7. 1 e — 1 3 : 169: 31//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST). //O 
14180 

F-NT2RM1 000978//HVPOTHET ICAL 20.2 KD PROTEIN IN NNN4-PTKI INTERGEN 
1C REGION. //O. 61:82: 34//SACCHARMYCES CEREVISIAE (BAKER'S YEAST)./ 
/P36045 

F-NT2RM1 001 003//ALPHA-2 CATENIN (ALPHA N-CATENIN) (NEURAL ALPHA-CA 
TENIN).//1 . 6e-21 : 2 1 1 :3I//GALLUS CALLUS (CHICKEN). //P30997 
F-NT2RM1 001 OD8//HYPOTHET I CAL 72.5 KD PROTEIN C2F7. 10 IN CHROMOSOME 
I .//3. 2e-l 5: 1 1 9: 36//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q 
09701 

F-NT2RM1001043//ENDOTHELIN-1 (ET-1) (FRAGMENT) . //O. 78: 32; 34//KACAC 
A FASCICULAR I S (CRAB EATING MACAQUE) (CYNOMOLGUS MONKEY) . //Q28469 
F-NT2RM100I044 

F-NT2RM1 001 059//LORICRIN. //8. 6®-08: 108: 39//HOMO SAPIENS (HUMAN).// 
P23490 

F-NT2RM1 00 1 066//METALL0TH I ONE IN-LIKE PROTEIN TYPE 2. //O. 99: 24: 50// 
LYCOPERSICON ESCULENTUM (TOMATO) . //Q4351 3 

F-NT2RK1 001 072//1 -PHOSPHAT IDYL I NOS I TOL-4, 5-8 1 SPHOSPHATE PHOSPHOD I E 
STERASE GAMMA I (EC 3.1.4.11) (PLC-GAMMA-l) (PHOSPHOLIPASE C-CAMM 
A-1) (PLC-II) (PLC-148).//4. 7e-15: 148: 33//HOMO SAPIENS (HUMAN). //P 
19174 

F-NT2RK1001074//HYP0THETICAL PROTEIN F-21 5. //». 6e-05: 1 26 : 30//HUMAN 
ADENOVIRUS TYPE 2.//P03291 

F-NT2RM1001082//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! M//6. 5«-1 9: 
75 : 54//H0M0 SAPIENS (HUMAN) . //P391 95 

F-NT2RM1 00 1 085/ /MALE SPECIFIC SPERM PROTEIN MST840B. //O. 49: 29:41// 
DROSOPHILA MELANOCASTER (FRUIT FLY) . //QOI 643 

F-NT2RM1001092//Z INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1) . 
//2. 8e-42 : 200: 38//HOMO SAPIENS (HUMAN). //PS 1 522 
F-NT2RM10O1102//HYPOTHETICAL 62.8 KD PROTEIN IN TAF145-Y0RI INTERG 
ENIC REGION.//]. 7e-l8: 161 : 36//SACCHAR0MYCES CEREVISIAE (BAKER* S YE 
AST) . //P53331 

F-NT2RM1 001 105//HYP0THETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556. 

//4. Oe-OS: 1 57: 35//STREPTOMYCES FRADIAE.//P20186 

F-NT2RM1 00111 2//N0NH I STONE CHROMOSOMAL PROTEIN HMC-17. //O. 18: 20: SS 

//BOS TAURUS (BOV I N£) . //P0231 3 

F-NT2RM1001 1 1 5 

F-NT2RMI001 1 39//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1.8 PREC 
URSOR (GRP 1 . 8) . //2. Oe-2 5:156: 46/ /PHASEOLUS VULGARIS (KIONEY BEAN) 
(FRENCH BEAN). //PI 0496 

F-NT2RM2000006//M I TOCHONDR I AL RIBOSOMAL PROTEIN SI 2. //O. 76:45:35// 
LEISHMANIA TARENTOLAE (SAUROLE I SHMAN I A TARENTOLAE) . //Q34940 
F-NT2RM200001 3//DNA-0I RECTEO RNA POLYMERASE III 1 28 KD POLYPEPTIDE 
(EC 2. 7. 7. 6) (RNA POLYMERASE III SUBUNIT 2) .//3. 9e-87: 238:65//DRO 
SOPHILA MELANOGASTER (FRUIT FLY). //P25I67 

F-NT2RM2D00030//TOX INS I AND 2. //O. 98:21 : 42//TRIMERESURUS WAGLERI 
(WACLER’S PIT VIPER) (TROPIOOLAENUS WAGLERI) . //P 2 43 3 5 
F-NT2RM2000032//H !! ALU SUBFAMILY J WARNING ENTRY M ! !//0. 00059: 5 
3: 49//H0M0 SAPIENS (HUMAN) . //P3 9 188 

F-NT2RM2000042//SMALL PROLINE-RICH PROTEIN II (SPR-ll) (CLONE 174 
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N) . //1 . 0:68: 26//H0M0 SAPIENS (HUMAN) . //P2 2 532 

F-NT2RM2000092//HYP0TKETI CAL 67.5 KD PROTEIN IN PRPS4-STE20 INTERG 
ENIC REGION. //7.0#-11: 80: 40//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEA 
ST) . //P38748 

F-NT2RM2000093//OVARY MATURATING PARS IN (OMP) . //1 . 0 : 26 : 38//L0CUSTA 
MIGRATOR I A (MIGRATORY LOCUST) . //P8004 5 

F-NT2RM2000101//HYPOTHETICAL 39.3 KD PROTEIN C02B8.6 IN CHROMOSOME 
X . //3 . 3e-09 : 56 : 3 5//CAEN0RHABD I T I S ELEGANS . //Ql 1 096 
F-NT2RM2 000 124//CAMP-DE PENDENT PROTEIN KINASE. ALPHA-CATALYTIC SU8 
UNIT (EC 2.7.1.37) (PKA C-ALPHA) . //3. le-3S:77:96//MUS MUSCULUS (IK) 
USE) . //P0SI32 

F-NT2RM2000 1 91 //3’ ,5’ -CYCLIC-NUCLEOTIDE PHOSPHODIESTERASE^ REGA (EC 
3.1.4.17) (PDEASE REGA).//3. 3e-05: 181 : 27//DICTYQSTELIUM DISCOIDEU 
M (SLIME MOLD) . //Q23917 

F-NT2RM20001 92//REPLI CAT I ON PROTEIN El (FRAGMENTS) . //O. 01 9: 148:25/ 
/COTTONTAIL RABBIT (SHOPE) PAPILLOMAVIRUS (STRAIN WASHINGTON B) (C 
RPV) . //P51 894 

F-NT2RM2000239//PR0LINE-RICH PROTEIN MP-3 (FRAGMENT) . //O. 00032:1 1 
1 : 32//MUS MUSCULUS (MOUSE) . //P05 143 

F-nnnnnrmnnnnn//METALLOTHIONE IN-LIKE PROTEIN TYPE 2. //O. 046:59:33/ 
/LYCOPERSICON ESCULENTUM (TOMATO) . //Q4351 2 

F-NT2RM2 0002 50/ /GALECT I N- 3 (GAUCTOSE-SPECIFIC LECTIN 3) (MAC-2 AN 
TIGEN) (IGE-BINDI NG PROTEIN) (35 KO LECTIN) (CARBOHYDRATE BINOING 
PROTEIN 35) (CBP 35) (LAMININ-BINDING .PROTEIN) (LECTIN L-29).//0.0 
54:46: 34//RATTUS NORVEGICUS (RAT) . //P08699 

F-NT2RM2000259//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (PI 3$ PR 
OTEIN) (IER 2. 9/ER2. 6) . //O. 27 : It 2 : 3 3//B0V I NE HERPESVIRUS TYPE 1 (S 
TRAIN JURA).//P29I28 

F-NT2RM2000260//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) . //4. 7e-22: 19 
1 : 35//MUS MUSCULUS (MOUSE). //POS 143 

F-NT2RM2Q00287//HYPOTHET ICAL 11.8 KD PROTEIN C1B3.02C IN CHROMOSOM 
E I . //5. Qe-1 9: 83 : S3//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST). //O 
13868 

F-Nf2RM2000322//DIAMINOPIMELATE DECARBOXYLASE (EC 4.1.1.20) (DAP D 
ECARBOXYLASE) . //O. 47:117: 29//HEL I C08ACTER PYLORI (CAMPYLOBACTER PY 
LORI). //P56 129 

F-NT2RM2000359//SPORE GERMINATION PROTEIN 270-11. //O. 12:83: 36//DIC 
TYOSTELIUM DISCOIDEUM (SLIME MOLD). //P2 26 98 

F-NT2RM2000353//BREAKP0INT CLUSTER REGION PR0TE1N.//1. 3e-16:203: 30 
//HOMO SAP I ENS (HUMAN) . //PI 1 274 

F-NT2RM2000368//DEK PROTEIN. //0. 00027 : 100: 32//HOMO SAPIENS (HUMAN 
) . //P35659 

F-NT 2 RM2 000371/ /POL Y R 1 BONUCLEOT 1 DE NUCLEOTIDYLTRANSFERASE (EC 2.7. 
7.8) (POLYNUCLEOTIDE PHOSPHORYLASE) (PNPASE) . //6. 8e-36 : 1 70:47//ESC 
HER I CHI A COLI.//POSOS5 

F-NT2RM2000374//NODAL PRECURSOR. //I . I e-32 : 64 : 95//NUS MUSCULUS (MOU 
SE) . //P43021 

F-NT2RM2000395//IMMEDIATE-EARLY PROTEIN IE180.//0. 31 :41 :43//PSEUDO 
RABIES VIRUS (STRAIN INDIANA-FUNKHAUSER / BECKER) (PRV) . //P1J67S 
F-NT2RM2OQO402//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD END0MEM8RA 
NE PROTEIN) (PHEROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LAT 
E ENDOCYTIC INTERMEDIATE COMPONENT).//! . 2e-30: 228: 32//SACCHARQMYCE 
S CEREVISIAE (BAKER’S YEAST) . //P3 2802 

F-NT2RM2000407/ARANSMEMBRANE PROTEIN SEX PRECURSOR. //O. 032: 105: 30 
//HOMO SAPIENS (HUMAN) . //P5 1 805 

F-NT2RM2000420//METALLOTH I ONE I N (MT) . //O. 88:42: 3 8//PL EURONECTE S PL 
ATESSA (PLAICE) .//P072I6 

F-NT2RM200O422//SODIUM- AND CHL0R10E-0E PENDENT TRANSPORTER NTT73./ 
/2. Ge-1 1 7 : 237 : 87//RATTUS NORVEGICUS (RAT). //Q08469 
F-NT2RM200O4S2//HYP0THET I CAL 63.6 KD PROTEIN IN YPT52-GCN3 INTERGE 
NIC REGION. //I. I e-08: 157: 28//SACCHAR0MYCES CEREVISIAE (BAKER’S TEA 
ST).//P36I 13 

F-NT2RM2000469//70 KO ANTIGEN. //0. 050 : 207 : 2 3//SH1GELLA FLEXNERI .// 
PI 80 10 

F-NT2RM2D00490//BASIC PROLINE-RICH PEPTIOE P-E (IB-9).//0. 022: 25:4 
4//H0M0 SAPIENS (HUMAN) . //PO 28 11 

F-NT2RM2000502//MALE SPECIFIC SPERM PROTEIN MST8400. //O. 0037: 17: 58 
//DROSOPHILA MELANOGASTER (FRUIT FLY) . //QOI 645 
F-NT2RM2000504//HYPOTHET ICAL 99.0 KD PROTEIN SPBC1 19.17. //I . 7«-22 : 
1 95: 2 7//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) . //042908 
F-NT2RM2000522//RAS-RELATEO PROTEIN RABA (FRAGMENT) . //3. 6e-05: 67 : 2 
9//DICTY0STELI UM DISCOIDEUM (SLIME MOLD) .//P34 141 
F-NT2RM2000540//HYPOTHETICAL 83.8 KD PROTEIN C27F2. 7 IN CHROMOSOME 
III. //8. 4®-33: 214: 38//CAENORHABDIT IS ELEGANS. //Ql 8262 
F-NT2RM200D556//HYP0THETICAL PROTEIN KIAA0288 (HA6I 1 6) . //I . 7e-09: 1 
33 : 36//H0M0 SAPIENS (HUMAN) . //P56524 

F-NT2RM2000566//INTEGR IN ALPHA-6 PRECURSOR (VLA-6) (CD49F) . //2. 2e- 
60: 244: 51 //HOMO SAPIENS (HUMAN) . //P23229 

F-NT2RM2000567//PROL INE-R ICH PROTEIN MP-3 (FRAGMENT) . //2. 3 e-09: 19 
2: 34//MUS MUSCULUS (MOUSE) . //PO 5 143 
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F-NTZRM2000569//!!!! ALU SUBFAMILY J IARNING ENTRY ! 1M//9. 08-08:4 
3:72//HOMO SAPIENS (HUMAN) .//P39 188 

F-NT2RN2000577// I SOLEUCYL-TRNA SYNTHETASE (EC 6.I.1.S) (ISOLEUCIN 
E-TRNA L1CASE) (ILERS) . //9. le-S4:225:45//SYNECH0CY$TIS SP. (STRAI 
N PCC 6803) . //P73S05 

F-NT2KN2000S8 I //SPL I CEOSOIt ASSOCIATED PROTEIN 49 (SAP 49) (SF3BS 
3) . //0. 079 : 1 1 1 : 34//H0M0 SAPIENS (HUMAN) . //Q1S427 
F-NT2RM2000S88//HYPOTTCTICAL PROTEIN KIAA028B (HA61 IS) . //2. 3e-09: 1 
93.32//KOMO SAPIENS (HUMAN) . //P56524 

F-NT2RM2000594//BAS I C PROLINE-RICH PEPTIDE P-E (IB-9) . //0. 18: 33 :42 
//HOMO SAPIENS (HUMAN) . //P0281 1 

F-NT2RN2000599//DNA (CYTOSINE-5) -METHYL TRANSFERASE (EC 2.1.1.37) 
(DMA METHYL TRANSFERASE) (ONA METASE) (MCMT) (M.MMUD.//1. $e-09:68: 
45//MUS MUSCULUS (MOUSE) . //PI 3864 

F-NT2RM2000609//CRANULIN 2. //O. 83: 42: 35//CYPRINUS CARPIO (COMMON C 
ARP). //P8 1 014 

F-NT2 RN2 00061 2//Z INC FINCER PROTEIN CCS1.//7. 2e-0S: 155: 29//SACCHAR 
OMYCES CEREVI SI AE (BAKER’S YEAST) . //P351 97 

F-NT2RM2000623//A-ACCLUTININ ATTACHMENT SUBUNIT PRECURSOR. //I . 8e-0 
9:196: 33//SACCHAROHYCES CEREVI SI AE (BAKER'S YEAST) . //P32 323 
F-NT2RM2000624//SAL I VARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 070: 1 13: 
27//DROSOPHILA ERECTA (FRUIT FLY) . //PI 3730 

F-NT2RM20D063S//SPERM PROTAMINE PI. //O. 54:47: 3 8// AN TECH I NUS STUART 
I I.//P42129 

F-NT2RM2 000636// OUTER MEMBRANE PROTEIN H. 8 PRECURSOR. //O. 096:62 : 35 
//NEISSERIA GONORRHOEAE.//P1I9IO 

F-NT2RM2QQ0639//HYP0THET I CAL PROTEIN MJ0243.//0. 99: 32 : 34//METHAN0C 
OCCUS JANNASCHI I.//Q57694 

F-NT2RM2000649//NEUR0NAL CALCIUM SENSOR 1 (NCS-I) . //O. 00049: 70: 35/ 
/RATTUS NORVECICUS (RAT). AND GALLUS CALLUS (CHICKEN) . //P366 10 
F-NT2RM2000669//50S RIBOSOMAL PROTEIN L34. //1 . 0: 34: 44//BACI LLUS SU 
BTILIS.//P05647 

F-NT2RM2000691//ACTIN-L IKE PROTEIN 3 (ACTIN-2) . //7. Oe-1 16:243: 87// 
HOMO SAPIENS (HUMAN). AND BOS TAURUS (BOVINE) . //P32 391 
F -NT2RM2 00071 4//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) 
(RSP-I) . //3. 8e-21 : 1 74: 35//H0M0 SAPIENS (HUMAN) . //Q 1 5404 
F-NTZRM200071 8//HYP0THET ICAL 52.9 KD SERINE-RICH PROTEIN C11G7. 01 
IN CHROMOSOME I . //O. 0022: 1 74: 29//SCHIZOSACCHAROMYCES P0M8E (FISSIO 
N YEAST). //01 3695 

F-NT2RM200073S//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6) . //! . 6e- 
102: 246: 74//HOMO SAPIENS (HUMAN) .//P2B1 60 

F-NT2RM2000740//HYPOTHETICAL 131.1 KD HELICASE IN ALG7-ENPI INTERG 
ENIC REGION. //8. 5e-51 : 21 2 : 49//SACCHAR0MYCES CEREVISIAE (BAKER’ S YE 
AST) . //P38144 

F-NT2RM2000795//M! ! ALU SUBFAMILY SB IARNING ENTRY !!!!//9.0«-41: 
125: S3//H0M0 SAPIENS (HUMAN) . //P391 89 

F-NT2RM20Q082I//COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-CO 
P).//1. 1«-128:291 :89//RATTUS NORVECICUS (RAT) . //P23S14 
F-NT2RM2000837//CYCL I N-DE PENDENT KINASE INHIBITOR 1C (CYCL I N-OEPEN 
OENT KINASE INHIBITOR P57) (PS7KIP2) .//3. 9«-05: 113:36//HOMO SAPIEN 
S (HUMAN) . //P4991 8 

F-NT2RM200095 1//HYPOTHET I CAL 60.3 KD PROTEIN R08D7. 7 IN CHROMOSOME 
III. //2. Se-49: 273 : 39//CAENORHABO I T I S ELEGANS. //P30646 
F-NT2RM20009S2//NEUROF I LAMENT TRIPLET H PROTEIN (200 KD NEUROFILAM 
ENT PROTEIN) (NF-H) (FRACMENT) . //O. 037 : 234: 23//RATTUS NORVECICUS 
(RAT). //PI 6884 

F-NT2RM2000984//HYPOTHETICAL 54.7 KD PROTEIN F37A4. 1 IN CHROMOSOME 
Ml. //6. 3«-44 : 2! 6 : 43//CAENORKABD I T I S ELEGANS. //P41 879 
F-NT2RM2001 004//SYNAPS I NS IA AND IB. //0. 1 5: 178: 32//RATTUS NORVECIC 
US (RAT) .//P09951 

F-NT 2 RM200 1 0 3 5//CCR4- AS SOC I ATED FACTOR 1 (CAF1 ). //1. 4«-87: 188:90// 
HUS MUSCULUS (MOUSE) .//Q6 0809 

F-NT2RM200106S//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6).// 
0. S3 : 1 22 : 3 1 //TRYPANOSOMA BRUCE I BRUCE I .//P24499 
F-NTZRM2001 100//HYPOTHETICAL 39.7 KD PROTEIN C34E10.2 IN CHROMOSOM 
E II I.//3. 4«-13: 171 : 30//CAEN0RHAB0ITIS ELEGANS. //P46 57 7 
F-NT2RM2001 105//SPORE COAT PROTEIN SP96. //7. 88-06: 141 :34//DICTY0ST 
ELIUM Dl SCOIDEUM (SLIME MOLD) . //PI 4328 

F-NT2RM2001 I31//PR0BABLE EUKARYOTIC INITIATION FACTOR C17C9.03.// 
2.3e-18:249:31//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST). //Q1 0475 
F-NT2RM2001 141//HYP0THETICAL 115.4 KO PROTEIN ZK7571 3 IN CHROMOSOM 
E III. //0.050: 1 34: 26//CAENORHABOIT I S ELEGANS. //P34681 
F-NT2RM2001 152 

F-NT2RM20O1177//COLUGEN ALPHA 1(XIV) CHAIN PRECURSOR (UNDULIN).// 
0.86:42: 40//GALLUS CALLUS (CHICKEN) . //P3 20 18 

F-NT2RM2001 194//SM00THELIN. //4. 7«-05: 77: 32//HOMO SAPIENS (HUMAN)./ 
/P53814 

F-NT2RM2001 196//PR0LINE-RICH PROTEIN MP-3 (FRAGMENT). //1 . 7e— 1 8 : 21 
8: 3S//NUS MUSCULUS (MOUSE). //P0S1 43 

F-NT2RN2001 201//CYSTEINE STRING PROTEIN (CCCSt). //0. 041 : 22:59//T0R 
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PEDO CALIFORNICA (PACIFIC ELECTRIC RAY).//P5610) 

F-NT2RM2001 221//KALI RIN (PAM COOK- TERM INAL INTERACTOR PROTEIN 10) 
(P-CI PI 0) . //1 . 3 8- 1 3 : 183: 32//RATTUS NORVECICUS (RAT) .//P97924 
F-NT2RM2001 238//GLUTAMINASE. KIDNEY ISOFORM PRECURSOR (EC 3. 5. 1.2) 
(GLS) (L-CLUT AMINE AM I DOHYDROLASE) . //6. Sd-1 21 : 218: 98//RATTUS NORV 
ECICUS (RAT). //PI 3264 

F-NT2RN2001 243//HYPOTHET ICAL 200.0 KO PROTEIN IN CZF3-IME2 INTERCE 
NIC REGION. //O. 00019: 177: 2 7//SACCHAR OMYCES CEREVISIAE (BAKER’ S YEA 
ST) . //P42945 

F-NT2RM2001 247//LEGUMIN B (FRACMENT) . //O. 22 : 54: 35//P I SUM SATIVUM 
(GARDEN PEA). //PI 4594 

F-NT2RM200I 256//PR0TEIN TSC24 (MEIOTIC CHEa POINT REGULATOR).//!. 

8e-109: 207 : 98//MUS MUSCULUS (MOUSE) . //P53995 

F-NT2RM2001 291 //SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 

).//0. 016: 22:40//H0M0 SAPIENS (HUMAN) . //P22531 

F-NT2RM200 1 306/ /REF (2) P PROTEIN. //Q. 61 : 51 :33//DR0S0PHI U NELANOCAS 

TER (FRUIT FLY) . //P14199 

F-NT2RM2001 31 2//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//7. 2e-1 1 : 
33: 72//HOMO SAPIENS (HUMAN) . //P39 195 
F-NT2RM2001 319 

F-NT2RM2001 324//ZYX IN.//S. 18-22:91 : 38//GALLUS GALLUS (CH I CKEN) . //Q 
04584 

F-NT2R12001 345//VECETAT IBLE INCOMPATIBILITY PROTEIN ICT-E-1 . //7. 4 
8-10:159: 27//POOOSPORA ANSER I NA. //Q00808 

F-NT2RM2001 360// ACCESSORY GLAND PEPTIDE PRECURSOR (PARAGON I AL PEPT 
IDE B) . //1 . 0: 27: 48//DROSOPHI LA KLAMOGASTER (FRUIT FLY).//P05623 
F-NT2RM2001 370//NAPE PROTE IN. //O. 98: 44: 3I//PARAC0CCUS DENlTRiFICAN 
S (SU8SP. THIOSPHAERA PANTOTROPHA) . //Q56348 

F-NT2RM2001 393//VITELLOGEN IN PRECURSOR (VTG) (CONTAINS: LlPOVITELL 
IN LV-1N: L IPOVI TELL IN LV-1C: LIPOVITELLIN LV-2] . //0. 0024: 163: 31// 
ICHTHYOMYZON UNICUSPUS (SILVER LAMPREY) . //Q9 106 2 
F-NT2RM2001420 

F-NT2RM20O1424//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (HMRNP U 
). //2. 4e-41:1 40: S9//HGM0 SAPIENS (HUMAN) . //Q00839 
F-NT 2 RM2 DO 1499//H I GH- AFFINITY CATIONIC AMINO ACIO TRANSPORTER- 1 (C 
AT— 1 ) (CAT!) (SYSTEM Yt BASIC AMINO ACID TRANSPORTER) (ECOTROPIC R 
ETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) (ECOTROPIC RETROVIRUS R 
ECEPTOR HOMOLOG). //3. 78-7 1:201 :68//H0M0 SAPIENS (HUMAN) . //P3 08 2 5 
F-NT2RM2DOI 504//CUTICLE COLLAGEN 2. //O. 028:41 :39//CAEN0RHAB0lTIS E 
LEGANS. //PI 7656 

F-NTZRM2001 524//HYP0THET I CAL 61.3 KD PROTEIN F25B5. 5 IN CHROMOSOME 
1 11 . //6. 78-47 : 1 90 : 42//CAEN0RHABD I T I S ELEGANS. //Q093 1 6 
F-NT2RM200I 544//TEL0MERE-BINDING PROTEIN 51 KD SUBUNIT. //O. 0027 : 13 
6 : 33//EUPL0TES CRASSUS. //Q06 1 84 

F-NT2RM2001547//HYP0THETICAL 48.6 KO PROTEIN IN BET1-PAN1 INTERGEN 
1C REGION. //8. Se-18: 91: 50//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P40564 

F-NT2RM2001 575//S2 KO RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN 
(SS-A)) (R0(SS-A)).//3. 98-35:212:41 //HOMO SAPIENS (HUMAN) . //PI 9474 
F-NT2RM2001 S82//RESA PROTEIN.//0. 0033:72:27//BACILLUS SUBTILIS.//P 
35160 

F-NT2RM2001 588//EXTENS I N PRECURSOR (PROLINE-RICH GLYCOPROTEIN).// 
1. 0e-06:U 5: 32//ZEA MAYS (MAIZE). //PW918 

F-NT2RM2001 592//KERATIN. ULTRA HIGH- SULFUR MATRIX PROTEIN (UHS KER 
ATIN).//0.033: IS6.23//H0M0 SAPIENS (HUMAN) . //P26371 
F-NT 2 RM2 00 1 605//RET I NOBLAS TOMA BINDING PROTEIN 2 (RBBP-2) . //I. le-1 
16: 249: 82//H0M0 SAPIENS (HUMAN) . //P29375 

F-NT2RM2001 61 3//PR0TE IN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT. //I. 
28-97 : 1 92 : 1 00// RATTUS NORVECICUS (RAT) . //P38378 
F -NT 2 RN2 0 0 1 6 3 2// A-AGGLUT ININ ATTACHMENT SUBUNIT PRECURSOR. //O. 0006 
8: 145: 28//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P32323 . 
F-NT2RM200I 635//NUCLEAR ENVELOPE PORE MEMBRANE PROTEIN POM 121 (PO 
RE MEMBRANE PROTEIN OF 121 KD) (P145).//l. 1 e-39: 23S:47//RATTUS NOR 
VEG1CUS (RAT) . //PS2591 

F-NT2RN2001 637//HYPOTHET 1 CAL BHLF1 PROTEIN. //O. 075: 197:2 9//EPSTE I 
N-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P0318l 
F-NT2RM20O1641//NADH-CYTOCHROME B5 REDUCTASE (EC 1.6. 2. 2) (BSR) . // 
0.013:29: 68//H0M0 SAPIENS (HUMAN) . //P00387 

F-NT2RM2001 648//PR0TE I N TRANSPORT PROTEIN SEC6I ALPHA SUBUNIT. //3. 
28-65:1 32: 100//CANIS FANIL IARIS (DOG) . //P38377 
F-NT2RM20016S2//PROTE IN TRANSPORT PROTEIN SEC7.//1 . 6e-32: 261 :32//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P1 1075 
F-NT2RM200 I 6S9//CARBOXYPEPT IDASE A INHIBIT0R.//0.83:30:46//ASCARIS 
SUUN (PIG ROUNOVORM) (ASCARIS LUMBR I CO I DES) . //PI 9399 
F-NT2RM200 1 664// 1 K 1 3 PROTEIN.//!. 3e-31 : 265: 34//SACCHAR0MYCES CEREV 
I SI AE (BAKER’S YEAST) . //006706 

F-NT2RM2001 668//T0NB PROTE IN. //O. 32:39: 4I//XANTH0M0NAS CANPESTRIS 
(PV. CAMPESTR I S) . //034261 

F-NT2RM2001 670//Z INC FINGER PROTEIN 1 74.//3. 6e-21 : 1 72 : 39//HONO SAP 
IENS (HUMAN). //Q 15697 
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F-NT2RM200167I//HYPOT1CTICAL 118.fi KD PROTEIN C29E6.03C IN CHROMOS 
ONE I. //1. 6e-l 0:229 :24//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST). 
//Q09857 

F-NT2RNZ00167S//DIHYDRODIPICOUNATE SYNTHASE (EC 4.2.1.52) (DHCPS 

) . //1 . 0: 194: 2 1 //METHANOCOCCUS JANNASCHI I . //QS769S 

F-NT2RM20Q1 681 //PROTE IN DISULFIDE ISOMERASE PRECURSOR (POD (EC 5. 

3. 4. D.//0.0039: 199: 22//DROSOPHILA MELANOGASTER (FRUIT FLY).//P543 

99 

F-NT2 RM200 1 688//HYP0THET I CAL 28.1 KO PROTEIN IN SIPU-P8PC INTERGEM 
1C REGION. //2. 6«— 21 : 162:33//BACILLUS SUBT I US. //P42968 
F-NT2RM2O01695//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY ! ! • !//4. 9e-41 : 
60: 81 //HOMO SAPIENS (HUMAN) . //P391 94 

F-NT2RM2001695//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGEN I 
C REGION. //9.8«-1S:1 26: 38//AUTOCRAPHA CAL I FORMICA NUCLEAR POLYHEDR 
OS IS VIRUS (ACMNPV) . //P41479 

F-NT2RM2001698//PEMAEIDIN-3B PRECURSOR (P3-B) . //O. 36:52: 34//PENAEU 
S VAMNAMEI (P6N0EI0 SHRIMP) (EUROPEAN NHITE SHRIMP) .//P8 105 9 
F-NT2RM2001699//TRANSCR IPT ION INITIATION FACTOR TFIID 30 KD SUBUNI 
T (TAFI 1-30) (TAFI 130). //O. 0012: 79: 40//H0MO SAPIENS (HUMAN) . //Q 1 29 
62 

F-NT2RM2001700//ACYL-COA DEHYDROGENASE. VERY-LONG-CHAIN SPECIFIC 
(EC 1.3.99.-) (VLCAO) (FRAGMENT).//!. 0e-30: 140: S3//MUS MUSCULUS (M 
OUSE) . //P50 544 

F-NT2RM2001706//! ! ! ! ALU SUBFAMILY SI WARNING ENTRY !!!!//!. Se-33: 
95: 75//HOMO SAPIENS (HUMAN). //P 391 95 

F-NT2RM20017I6//HYP0THETICAL 118.4 KO PROTEIN IN BAT2-DAL5 INTERGE 
NIC REGION PRECURSOR. //O. 010: 116:30//SACCHAROMYCES CEREVISIAE (BAK 
ER’S YEAST). //P471 79 

F-MT2RM2001718//METHYL-ACCEPTING CHEMOTAXIS PROTEIN TLPB. //O. 0002 
9:77: 37//BAC I LLUS SUBTILIS.//P39217 

F-NT2RN200 1 723//POSTER I OR PITUITARY PEPTIDE.//0.94: 26:53//B0S TAUR 
US (BOV I RE) . //P01 1 54 

F-NT2RM2001 727//E7 PR0TEIN.//0. 91 :4G: 34//HUMAN PAPILLOMAVIRUS TYPE 
23.//P50781 

F-NT2RM2001 730//PR08ABLE UBIQUI TfM CARBOXYL-TERMINAL HYDROLASE K02 
C4.3 (EC 3.1.2.15) (IffllQUITlM THIOLESTERASE) (UBIQUITIM-SPECIFIC P 
ROCESSING PROTEASE) (DEUBIQUI T I NAT INC ENZYME). //4. 9«-07: 139:29//CA 
ENORHABO I T I S ELEGANS. //Q09931 

F-NT2RM2001 743//PROENKEPHAL IN A PRECURSOR. //O. 75:65 :3S//CAV I A PORC 
ELLUS (GUINEA PIG) . //P47969 

F-NT2RN2001753//HYPOTHETICAL PROTEIN KIAA0210. //I. Se-14: 119: 36//HO 
MO SAPIENS (HUMAN) . //Q92609 

F-NT2RM2001 760//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SU8UNIT.//8. 
3e-58: 1 19: 99//CANIS FAMILIAR IS (DOG) . //P3S377 

F-NT2RM2001 768//HYPOTHET 1CAL PROTEIN UL25. //O. 45: 77: 32//HUMAN CYTO 
MEGALOV l RUS (STRAIN ADI69).//P16761 

F-NT2RN2001 771 //ZINC FINCER PROTEIN 135.//4. 6e-SO:224:60//HOMO SAP 
IENS (HUMAN). //PS 274 2 

F-NT2RN2001 782//MANN0SE- 1 -PHOSPHATE GUANYLTRANSFERASE (EC 2. 7. 7.1 
3) (ATP-NANNOSE-I- PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYRO 
PH0$PH0RYLASE).//7.0e-Q6:61:4S//SACCHAR0MYCES CEREVISIAE (BAKER’S 
YEAST). //P4 1940 

F-NT2RM2001784//HYP0THETICAL PROTEIN UL61 . //O. 00070: 145: 33//HUMAN 
CYTOMEGALOVIRUS (STRAIN AD 1 69). //PI 681 8 

F-NT2RN2001 785//L I NOLEOYL-COA DESA THRASH (EC 1.14.99. 25) (DELTA (6 
)-0ESATURASE) .//1. 5e-08: 127 32//SYNECHOCYSTIS SP. (STRAIN PCC 680 
3) . //Q08871 

F-NT2RN2001797//ZINC FINCER PROTEIN 1 35. //I. 68-73:267 :49//H0M0 SAP 
IENS (HUMAN) . //P52742 

F-NT2RM200I800//HYPOTHETICAL ICLICASE MG018/MC01 7/NC016 HOMOLOG.// 
3.98-12:171 : 3 3 //MYCOPLASMA PNEUIONIAE. //P75093 
F-NT2RM20Q1 803//IK 1 3 PR0T6 IN.//1. 6e-38: 283: 36//SACCHAR0MYCES CEREV 
1 S I AE (BAKER* S YEAST) . //Q06706 

F-NT2RM2001 805//COLD SHOCK-LIKE PROTEIM CSPH. //O. 51 :46:32//SALMONE 
LLA TYPHIMURIUM. //033793 

F-MT2RM2001 81 3//HYP0THET ICAL 40.4 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN CI4B1 . 4 IN CHROMOSOME III. //5. 0c-05 : 82 : 32//CAENORHABD 1 T I S EL 
EGANS. //Q1 7963 

F-NT2RM2001 823//CHROMODOMA I N-HEL ICASE-ONA-BI NOING PROTEIM 2 (CHD- 
2).//3. 68-49: 233 :45//HOMO SAPIENS (HUMAN) . //0 146 47 
F-NT2RM2Q0t 839//RETICULOCALBIN 1 PRECURSOR. //5. 2e-65: 222: 56//H0M0 
SAPIENS (HUMAN). //Q 152 93 

F-NT2RM2001 840//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY ! ! ! !//9. 6e-33: 
102: 68//H0M0 SAPIENS (HUMAN) . //P39 194 

F-NT2RN2001 855//BASP t PR0TEIN.//0. 054: 1 20: 30//HOMO SAPIENS (HUMAN 
).//P80723 

F-NT2RN2001 8S7//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGE 
NIC REGION. //4. 18-19:88: 36//SACCHARONYCES CEREVISIAE (BAKER’S YEAS 
T) . //P53867 

F-NT2RM2001 879//HYPOTHET ICAL 47.3 KD PROTEIN C22G7. 07C IN CHROMOSO 



ME I . //5. 98- 15:76: 38//SCH I ZOSACCHAROMYCES P0M86 (FISSION YEAST).// 
Q09800 

F-NT2RM200 1 886/ /HYPOTHET I CAL 126.9 KD PROTEIN C22G7. 04 IN CHROMOSO 
1C I. //1. 48-4 1 : 249 :38//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST)./ 
/Q09798 

F-NT2RM2001896//HYP0THETICAL 83.2 KD PROTEIN IN KAR4-P6NI INTERGEN 
1C REGION. //2. 1e-S9:1 97: 56//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P25582 

F-NT2RM2001 903//HYP0THET I CAL PROTEIN NJ0263.//0.070: 132:31//NETHAN 
OCOCCUS JANNASCHI I.//0069 17 

F-NT2RN20O1930//THR0MBOSPONDIN 2 PRECURSOR. //7. 1 e-OS: 53: 47//NUS MU 
SCULUS (MOUSE). //Q03350 

F-NT2RM2001935//PUTATIVE CUTICLE COLLAGEN FS5C10. 3. //O. 00046: 1 16 : 3 
S//CAENORHABO I T 1 S ELEGANS. //Q2 1 1 84 

F-NT2RM2001936//32. 3 KD PROTEIN IN CIP1-MBR1 INTERGENIC REGION.// 
4. 5e-27:2l 6: 34//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST) . //P28320 
F-NT2RM2001 9S0//HI RUDIN HVI (BUFRUOIN).//0. 59: 43: 34//HI RUO INARIA M 
AHILLENSIS (BUFFALO LEECH) . //P8 1492 

F-NT2RM2001 982//GUAN INE NUCLEOTIOE-BINOING PROTEIN G(l)/G(S)/G(0) 
GANMA-8 SUBUNIT (G GAMMA-C) . //O. 72: 35: 42//BOS TAURUS (BOV INE) . //PS 
0154 

F-NT2RM20Q! 983//PR0L INE-RICH PEPTIDE P-B. //O. 00035: 23: 52//H0M0 SAP 
IENS (HUMAN). //PO 28 1 4 

F-NT2RM2001 989//NUCLE0LAR PROTEIN N0P4 (NUCLEOLAR PROTEIN N0P77) . / 
/8. 6e-24: 1 97 : 37//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST). //P37838 
F-NT2RM2001 997 

F-NT2RM200 1998// IMMEDIATE-EARLY PROTEIN IEI80. //0. 076: 92: 27//PSEUO 
0 RABIES VIRUS (STRAIN I NO I AMA-FUNXHAUSER / BECKER) (PRV) . //PI 1675 
F-NT2RM2002004//SLFI PROTE I N. //3. 5e-06 : 23S : 27//SACCHAR0NYCES CEREV 
ISIAE (BAKER* S YEAST) . //Ql 2034 

F-NT2RM20020 1 4/ /HYPOTHET I CAL PROTEIN HI0568. //2. le-1 7: 235: 29//HAEN 
OPHILUS INFLUENZAE. //P7 1353 

F-NT2RN2002030//GLUCOSAMINE— FRUCT0SE-6-PH0SPHATE AMINOTRANSFERASE 
[IS0MER1ZINC] (EC 2.6.1.16) (HEXOSE PHOSPHATE AMINOTRANSFERASE) ( 
D-FRUCTOSE-6- PHOSPHATE AN I OOTRANSFERASE) (GFAT).//9. 5e-l05: 271 : 76 
//MUS MUSCULUS (MOUSE) . //P4 78 56 

F-NT2RM2002049//SMALL PROLINE-RICH PROTEIN 2-1. //O. 099:41 :4I//HOMO 
SAPIENS (HUMAN). //P35326 

F-NT2RN2OO2055//VACUOLAR PROTEIN SORT INC- ASSOCIATED PROTEIN VPSI3. 
//O. 0 1 2 : 2 1 7 : 24/ /SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //QO 787 8 
F-NT2RM2002088/ /PUT AT I VE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTE IN X 
(HNRNP X) (C8P) .//l. 18-09: 65: 53//MUS IBJSCULUS (MOUSE) . //QS1 990 
F-NT2RN2002091 //HYPOTHET ICAL 57.5 KD PROTEIN IN VMA7-RPSZSA INTERG 
EN1C REGION. //O. 072: 74:3 7// SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
T).//P53214 

F-NT2RM2002100//ATP-OEPEN06NT RNA HEL1CASE R0K1.//4. 5e-50: 289:41// 
SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P45818 
F-NT2RM2002 109//NT-3 GROITH FACTOR RECEPTOR PRECURSOR (EC 2.7.1.11 
2) (TRKC TYROSINE KINASE) (GP145-TRKC) (TRK-C) . //I . 4e-l 4: 203: 32//R 
ATTUS NORVEGICUS (RAT).//Q03351 

F-NT2RM20021 28//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEC PROTE I 
N).//0. 0025: 139:3 1//XEN0PUS LAEVIS (AFRICAN CU1ED FROG) . //PI 7437 
F-NT2RN20021 42//GASTRULATION SPECIFIC PROTEIN G1 2. //9. 28-20:42:73/ 
/BRACHYOANIO RERIO (ZEBRAFISH) (ZEBRA OAN 10) . //P47805 
F-NT2RM2002 1 45//GLUTEN IN. HIGH MOLECULAR IEIGHT SUBUNIT 12 PRECURS 
OR.//0. 0085: 200: 26//TRITICUM AESTIVUM (IHEAT) . //P08488 
F-NT2RN2002178//C0LLACEN ALPHA Kill) CHAIN (FRAGMENTS) . //5. 88-05: 
56: 39//BOS TAURUS (BOVINE) . //P2 5 508 

F-NT2RM2002580//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (C8F- 
A) (NF-Y PROTEIN CHAIN B) (NF-YB) (CAAT-BOX DMA BINDING PROTEIN SU 
BUNIT B).//2. 98-14:96. 3 7 // PET ROBY Z ON NARINUS (SEA LAMPREY) . //P2 521 
0 

F-NT2RM4000024//DNA-DIRECTED RNA POLYICRASE III 128 KD POLYPEPTIDE 
(EC 27.7.6) (RNA POLYMERASE III SUBUNIT 2). //8. 6e-95: 271 :67//ORO 
SOPH I LA MELANOGASTER (FRUIT FLY).//P25167 

F-NT2RM4000027// INTERFERON -ACT I VATABLE PROTEIN 202 (IFI-702) . //O. 9 
9:72: 31 //IKJS MUSCULUS (MOUSE) . //PI 509! 

F-NT2RM4000030//LAS1 PROTE I N. //1 . 4e- 1 4: 1 84 : 32//SACCHAROMYCES CEREV 
ISIAE (BAKER’S YEAST) . //P36 146 

F-NT2RM4000046//COLLACEN ALPHA 1(111) CHAIN (FRAGMENT). //O. 99: 120: 

28//RATTUS NORVEGICUS (RAT) . //PI 3941 

F-NT2RM40000SI 

F-NT2RM4000085//ATP-DE PENDENT RNA HELICASE A (NUCLEAR DNA HELICASE 
II) (NDH II) (DEAD BOX PROTEIN 9) (MHEL-5) . //8. 5e-40: 263 : 38//MUS 
MUSCULUS (MOUSE) . //0701 33 

F-NT2RM4000086//HYP0THET ICAL PROTEIN HI 1497. //I. 0: 27: 37//HAEMOPHIL 
US INFLUENZAE. //P44221 

F-NT2RM4000 1 04//Z 1 NC FINGER PROTEIN 134. //!. Oe-26: 64:56//HOMO SAPI 
ENS (HUMAN).//PS274I 

F-NT2RM40D01 39//PREPR0TEIN TRANSLOCASE SECE SUBUNIT. //O. 99: 38 : 42// 
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THERMO TOGA MARI T IMA. //P 35 874 

F-NT2RM40001S5//THREONYL-TRNA SYNTHETASE. CYTOPUSMIC (EC 6. 1.1.3) 
(THREON I IIC — TRMA LIGASE) (THRRS). //6. 3e-34: 181 : 40//H0M0 SAPIEMS 
(HUMAN) . //P26639 

F-NT2RM40001 56/ /EXTENS I N PRECURSOR (CELL VALL HYDROX YPROL I NE-R I CH 
GLYCOPROTEIN) . //4. 6a-12: 142:33//NIC0TIANA TABACUM (COMMON TOBACCO 
). //PI 3983 

F-NT2RM4OO0167//K I NES IN-LIKE PROTEIN KIF4.//3. 4e-l23:269:91//MUS N 
USCULUS (HOUSE). //P33 174 

F-MT2RM40001 S9//M PROTEIN, SEROTYPE 2.2 PRECURSOR. //9. 7a-l 0:229: 26 
//STREPTOCOCCUS PYOGENES. //P504B 9 

F-NT2RM4000 1 9 1 //P68-L I KE PROTEIN. //2. 1 e-1 1 : 104: 40//SACCHAR0MYCES C 
EREV I S I AE (BAKER* S YEAST) . //P24783 

F-NT2RM4000 1 97//CUT I CLE PROTEIN CP46 3 (CPCP463) . //O. 84:29: 37//CANC 
ER PAGURUS (ROCK CRAB). //P8 1587 

F-NT2RM4Q001 99//SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-0) (FRAGMENT). //I . 8e-Q6: 187:34//H0M0 SAPIENS (HUMA 
N). //PI 01 82 

F-NT2RM4000200//HYPOTHET I CAL 9.4 KO PROTEIN IN FLAL 3' REGION (ORF 
3).//0. 52:42: 40//BAC I LLUS LICHENIF0RMIS.//P22754 
F-NT2RM4000202//COLLACEN ALPHA I (VI II) CHAIN PRECURSOR (ENDOTHELIA 
L COLLAGEN). //O. 00044: 168: 32//ORYCTOLACUS CUNICULUS (RABBI T) . //PI 4 
282 

F-NT2RM400021 0//EXTENS I N PRECURSOR. //O. 27: 1 29: 27//DAUCUS CAROTA (C 
ARROT) . //P06599 

F-NT2RM40002 1 5/ /MAK 1 6 PR0TEIN.//2. Oe-65:234:52//SACCHAROMYCES CERE 
VISIAE (BAKER* S YEAST). //PI 0962 

F-NT2RM4000229//GAR2 PROTEIN. //O. 13: 217: 2B//SCHIZOSACCHAROMYCES PO 
MBE (FISSION YEAST). //P4 1 89 1 

F-NT2RM4O0O233//TRANSMEM8RANE PROTEIN SEX PRECURSOR. //O. 047 : 108: 30 
//HOMO SAPIENS (HUMAN) . //P5 1805 

F-NT2RM4Q00244//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (ASL) .//O. 67: 
59: 27//BALAEN0PTERA PHYSALUS (FINBACK WHALE) (COWON RORQUAL) . //P2 
4947 

F-NT2RM40002S1//PROLINE-RICH PROTEIN MP-3 (FRACMENT) . //O. 0059: 108: 
35//MUS MUSCULUS (MOUSE) . //P05 1 43 

F-NT2RM400026S//!!!! ALU SUBFAMILY J WARNING ENTRY ! » ! »//8. I e-38: 7 
0: 70//H0M0 SAPIENS (HUMAN). //P391 88 

F-NT2RM4000290//TRANSDUCIN-LIKE ENHANCER PROTEIN 3 (ESG3) . //t . 6«-l 
15:209: 94//H0M0 SAPIENS (HUMAN) . //Q04726 

F-NT2RM4Q00324//PRESP0RE PROTEIN DP87 PRECURSOR. //0. 14: 1 36: 30//D 1C 
TYOSTELIUM OISCOIDEUH (SLIME MOLD) . //Q04503 

F-NT2RM4000327//HYPOTHETICAL 8.9 KD PROTEIN IN IEO-IET INTERGENIC 
REGION. //O. 91: 73 : 28//AUT0GRAPHA CALIFORN ICA NUCLEAR POLYHEDROSIS V 
IRUS (ACMNPV) . //P4I 703 

F-NT2RM4000344//YMEI PROTEIN HOMOLOC (EC 3. 4. 24. -) . //9. 4«-78:24l :5 
S//CAENORHABO I T I S ELEGANS. //P5481 3 

F-NT2RM4000349//CYSTEINE STRING PROTEIN (CCC$1).//0.05S:22: 59//T0R 
PEOO CALIFORN ICA (PACIFIC ELECTRIC RAY). //P56I01 
F-NT2RM4000354//LETHAL (2) DENTICLELESS PROTEIN (DTL83 PROTE I N) . //4. 
6e-26: 208: 3S//DR0S0PHILA MELANOGASTER (FRUIT FLY).//Q24371 
F-NT2RM4000356//C0AT PROTEIN. //0. 1 1 : 10$: 36//SATELL ITE TOBACCO MOSA 
1C VIRUS (STMV) . //PI 7574 

F-NT2RM4000366// IMMEDIATE-EARLY PR0TEIN.//1. 2e-05: 215:24//HERPESVI 
RUS SAIMIRI (STRAIN 1D.//QOI042 

F-NT2RM4000368//HYPOTKETICAL 7.3 KD PROTEIN IN RPBA-GP46 INTERGENI 
C REGION. //O. 54:46: 36//BACTERI0PHA(X RB69. //064300 
F-NT2RM4000386//RHSC PROTEIN PRECURSOR. //0. 0096: 162: 29//ESCHERICH I 
A COL I. //PI 691 8 

F-NT2RM40003 9S//HYP0THET I CAL 52.9 KO PROTEIN IN SAPI55-YMR3I INTER 
GENIC REGION. //4.5«-66: 256: 53//SACCHAR0MYCES CEREVISIAE (BAKER’S Y 
EAST). //P4 36 16 

F-NT2RM4000414//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5* REGION. //O. 
13:33: 48//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P53820 
F-NT2RM4000421//NRNA TRANSPORT REGULATOR NTRID. //5. Oe-13: 171 : 29//S 
ACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //Q991 89 
F-NT2RM4000425//!!!! ALU SUBFAMILY SP WARNING ENTRY »!!!//2. 1«-25: 
46 : 80/ /HOMO SAPIENS (HUNAN) . //P391 93 

F-NT2RM400043 3/ /CUT I CLE COLLAGEN 3A3.//2. 5e— 06 : 77 : 38//HAEMONCHUS C 
ONTORTUS.//P16253 

F-NT2RM40004S7//HYPOTHET ICAL 111.9 KD PROTEIN C22H10.03C IN CHROMO 
SOME l.//4.3«-09:215:22//SCHIZOSACCHAROMYCE5 POMBE (FISSION YEAST 
).//QlQ297 

F-NT2RN4000471//TRNA SPLICING PROTEIN SPL1.//6. 7e-73: 163 :65//CANDI 
OA ALBICANS (YEAST) . //P87I85 

F-NT2RM4000486//COLLAGEN ALPHA 2(VI) CHAIN PRECURSOR. //O. 0012 : 121 : 
34//GALLUS GALLUS (CHICKEN). //PI 5988 

F-NT2RM4000496//DNA-DI RECTEO RNA POLYMERASE II LARGEST SUBUNIT (EC 
2. 7. 7. 6) (RNA POLYMERASE II SUBUNIT 0.//5. 9e-09: 175:35//SCHIZ0SA 
CCHAROMYCES POMBE (FISSION YEAST) . //P36594 



F-NT2RM4000SI I //SAL I VARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 020: 122 
31 //DROSOPHILA SINULANS (FRUIT FLY).//P13729 

F-NTZRM4000514//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6).// 

0. 46:68: 32//ARTEN I A SANFRANCISCANA (BRINE SHRIKP) (ARTEMI A FRANCIS 
CANA) . //Q37708 

F-NT2RM4000S 1 5//GAR2 PR0TEIN.//3. 2e-05: 1 98 : 27//SCH t ZOSAC CHAR OMY CHS 
PONBE (FISSION YEAST) . //P4 1891 

F-NT 2 RM4000 520/ /HY POTHET 1 CAL 7.5 KD PROTEIN (ORF 63) .//0. 01 1 : 55: 38 
//SPINACIA OLERACEA (SPINACH). //P089 74 

F-NT2RM400053I//Z INC FINGER PROTEIN 169 (FRAGMENT). //3. 6 e-44: 244: 4 
2//HOMO SAPIENS (HUNAN) . //Q 149 29 

F-NT2RM4000532//PUTATIVE MEMBRANE PROTEIN 53. //1 . 0: 47: 34//HERPESVI 
RUS SAIMIRI (STRAIN 11).//Q01049 

F-NT2RM4000534//HYP0THETICAL 5.9 KO PROTEIN IN WRBA-PUTA INTERGENI 
C RECION. //O. 75: 26: 46//ESCHERICHIA COL I .//P56614 
F-NT2RM4000585//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN PI 6: CORE 
PROTEIN P26] . //O. 019:86: 34//HUMAN IMMUNOOEFIC IENCY VIRUS TYPE 2 (I 
SOLATE SBLISY) (HIV-2). //PI 2450 

F-NT 2RM4000590//R INC CANAL PROTEIN (KELCH PROTEIN) . //S. 0«-23 : 224 : 2 
9//DR0S0PHI LA MELANOGASTER (FRUIT FLY) . //Q04652 
F-NT2RM4000595//HYPOTHET ICAL S4. 9 KD PROTEIN C02F5. 7 IN CHROMOSOME 
1 1 1.//3. 8e-62: 226: SO//CAENORHABOI Tl $ ELEGANS. //P 34 2 84 
F-NT2RM4000603//SRC SUBSTRATE CORTACTIN (AMPLAXIN) (EMSI ONCOGENE 
) . //0. 077 : 1 32 : 22//HOMO SAPIENS (HUMAN) . //Q 1 4247 
F-NT2RM40006 1 1 //HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN C14B1.4 IN CHROMOSOME III. //I. 9e-06 : 82: 32//CAENORHABOITI S EL 
EGANS. //Q1 7963 

F-NT2RM40OO6I6//ACETYL-COENZYME A SYNTHETASE (EC 6. 2. 1.1) (ACETAT 
E— COA LIGASE) (ACYL- ACTIVATING ENZYME) . //S. 3«-79: 21 3: 62//ESOCR1 
CHIA COLI.//P275SO 

F-NT2RM4000674//HYPOTHETICAL SYMPORTER SLL1374. //1 . 3*- 1 1:147 : 32//S 

YNECHOCYSTIS SP. (STRAIN PCC 6803) .//P74168 

F-NT2RM4000689 

F-NT2RM4000698//CHORION CLASS HIGH-CYSTEINE HCA PROTEIN 12 PRECURS 
OR (HC-A. I 2) . //O. 26:45: 33//B0M8YX MORI (SILK MOTH) . //P05687 
F-NT2RM4000700//THIOPHEME AND FURAN OXIDATION PROTEIN THOF.//0. 95 
165:25/ /BORREL I A BURCOORFER I (LYME DISEASE SPI ROCHETE). //P53364 
F-NT2RM40007 12//PR0BABLE UBIQUITIN CARBOXYL- TERM INAL HYDROLASE RID 
Ell. 3 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE) (U8IQUI TIN-SPECIFIC 
PROCESSING PROTEASE) (DEUB I QU I T I NAT I NC ENZYME). //2. 2e-82: 152: 63//C 
AENORHABO I T I S ELEGANS. //P 34 54 7 

F-NT2RM40007 1 7//SAL I VARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 80: 54 40 
//DROSOPHILA SINULANS (FRUIT FLY) . //PI 3729 

F-NTZRM4000733//OCTAPEPT l DE-REPEAT PROTEIN T2.//I. S«-08: 1 39 : 28//MU 
S MUSCULUS (MOUSE) . //Q06666 

F-NT2RM4000734//GASTRULA ZINC FINGER PROTEIN XLCGF26. 1 (FRAGMENT). 
//7. 2e-20: 205:28//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) . //PI 871 5 
F-NT2RM4Q00741 //SPERM PROTAMINE PI .//O. 89: 52: 38//I SOOOON MACROURUS 
(SHORT-NOSED BAND I COOT) . //P42 1 36 

F-NT2RM400075I//ZINC FINGER PROTEIN 26 (ZFP-26) (MXR3 PROTEIN) (FR 
ACMENT) . //S. 2e-77: 246: 52//MUS NUSCULUS (MOUSE) . //PI 0076 
F-NT2RM4000764//KERATIN. CLYCINE/TYROSIME-RICH OF HA I R. //O. 062 : 33: 
42//0V IS ARIES (SHEEP) . //Q02958 
F-NT2RM4000778 

F-NT2RM4000779//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185). //O. 01 
4:53:4S//V0LV0X CARTER I.//P2 1997 

F-NT2RM40O0787//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24. 
-) (BMP-1 ).//0. 0001 1 : 73: 39//MUS MUSCULUS (MOUSE) . //P98063 
F-NT2RM4000790//SPORE COAT PROTEIN SP96.//0. 00083: IS7:29//DICTYOST 
EL I UN D I SCO I OEUM (SLIME NOLO). //PI 4328 

F-NT 2RM4000795//CHOL INESTERASE PRECURSOR (EC 3. 1.1.8) (ACYLCHOL I NE 
ACY LHYOROLASE) (CHOLINE ESTERASE I I) (BUT YRYLCHO LINE ESTERASE) (P 
SEUDOCHOL INESTERASE) . //7. 4e-41 : 271 : 36//H0M0 SAPIENS (HUMAN) . //P062 
76 

F-NT2RM40O0796//5-METHYLCYT0SINE-SPECIF1C RESTRICTION ENZYME B (EC 
3.1.21.-). //0. 28:82: 30//ESCHER I CHI A COLI . //PI 5005 
F-NT2RM40OO798//PROTEIN TRANSPORT PROTEIN SEC7.//4. 7«-38: 16548//S 
ACCHAROMYCES CEREVISIAE (BAKER* S YEAST). //PI 1 075 
F-NT2RM400081 3//METALL0THI ONEIN- IB. //O. 0025: 25 : 44//0VI S ARIES (SHE 
£P) . //P09577 
F-NT2RM4000820 

F-NT2RIMOOQ833//HY POTHET I CAL PROTEIN MJ 11 36. //6. S«-42: 206 : 41//NETH 
ANOCOCCUS J ANNAS CHI I . //Q58536 

F-NT 2RM4000 848/ /BRA I N- SPEC I F 1 C HOMEOBOX/POU DOMAIN PROTEIN 3A (BR 
N-3A) (BRN-3.0).//0. 00060: 159: 33//MUS MUSCULUS (MOUSE) . //PI 7208 
F-NT2RM40008S2//SMALL PROLINE-RICH PROTEIN 2B (SPR-2B) . //O. 0076 : 1 . 
3 : 69//HOMO SAPIENS (HUMAN) . //P3 5325 

F-NT2RM4000855//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY HM//0.006Q6 
8:44//HOMO SAPIENS (HUMAN) .//P3 9 1 94 

F-NT2RM4000887//RTSI PROTEIN (SCSI PROTEIN). //O. 23 : 1 S3 : 24//SACCHAR 
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OMYCES CEREVISIAE (BAKER’ $ YEAST) . //P38903 

F-NT2RM4000B95//HYPOT1STICAL 53.5 KO PROTEIN IN PH02-POL3 INTERGEN 
1C REGION. //3. 3e-09: 8D:46//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAS 
T).//P43123 

F-NT 2 RM40009 SO//HYPOTHET I CAL PROTEIN MJ0S72. //O. 090: 68: 29//METHANO 
COCCUS JAJMASCHI I . //Q57992 

F-NT2RM4000971 //X I NES I N LIGHT CHAIN (KLC) .//O. 79:201 :24//LOLIGO PE 
ALE 1 1 (LONGFIN SQUIO) . //P46825 

F-NT2RM4000979//IYOSIN REGULATORY LIGHT CHAIN 2. NONSARCOMERIC (NY 
OSIN RLC) . //1 . 2e-07 : 25 : 96//HONO SAPIENS (HUMAN). //PI 91 OS 
F-NT 2RN4000996//2 INC FINGER PROTEIN 37 (ZFP-37) (MALE GERM CELL SP 
EC IF 1C ZINC FINGER PROTEIN) . //1 . 4a-S6 : 253 : 46//MUS NUSCULUS (MOUSE 
) - //PI 7741 
F-NT2RM4001 002 

F-NT2RN400101 6//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN PIS: INKER 
COAT PROTEIN PI 2; CORE SHELL PROTEIN P30] . //O. 25: 101 : 3I//FBR MUR I 
NE OSTEOSARCOMA V IRUS. //P291 75 

F-NT2RM40QI03 2//CUTICLE COLLAGEN 2. //2. 6e-07 : 130: 39//CAENORHABOITI 
S ELEGANS. //PI7S56 

F-NT2RM4001047//M025 PROTEIN. //5. fie- 107 : 252 :80//MUS NUSCULUS (MOUS 
E) - / /QOS 138 

F-NT2RM400 I 054//PROTE I N TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//9. 
0e-l09:209: 94//CANI S FAMILIAR IS (OOG) . //P38377 

F-NT2RM40O1 084//HYP0THET I CAL TRANSCRIPTIONAL REGULATOR IN UIUR-IAO 
A INTERGENIC REGION. //O. 57: 95: 30//ESOCRICHI A COL I . //P39376 
F-NT2RM4O01092//HYP0THET I CAL 127.4 KD PROTEIN F07F5. 4 IN CHROMOSOM 
E III. 1 / 1 . 5e-47:23l : 47//CAEN0RHA8DITIS ELEGANS. //Q09S31 
F-NT2RN4001 1 1 6//HYP0THET I CAL 216.3 KO PROTEIN R06F6. 8 IN CHROMOSOM 
E 1 I.//I. 3e-O8:243:23//CAEN0RHA8OITIS ELEGANS. //Q094I 7 
F-NT2RM4001140//H0MEQB0X PROTEIN MSH-O. //7. le-l 3: 103: 38//BRACHYDAN 
10 RERIO (ZEBRAFISH) (ZEBRA DAN 10) .//QOI704 

F-NT2RH4001 1 51//SYNAPSINS IA AND IB (BRAIN PROTEIN 4. l).//0. 26: 96: 
34// HOMO SAPIENS (HUMAN) . //PI 7600 

F-NT2RM4001 1 S5//ADRENAL MEDULLA 50 KD PROTEIN.//3.6e-l03:20l :91//B 
OS TAURUS (BOY I NE) . //Q279S9 

F-NT2RN4001 160//GLUTATHIONE S-TRANSFERASE (EC 2.5.1.18) (CUSS-PH 
I) (FRAGMENTS). //I. 0:33: 3 6//BRASS I CA OLERACEA (CAUL IFLOMER) . //P484 

38 

F-NT2R14001 187//PREPR0TE I N TRANSLOCASE SECA SUBUMIT.//0. 44: 158: 27/ 
/MYCOPLASMA GENITALIUM.//P47318 

F-NT2WMO01191//IOMG NEUROTOXIN 2 (TOXIN O.//0. 99: 44:43//ASTR0TIA 
STOKES I (STOKES’S SEA SNAKE) (OISTEIRA STOKES I ). //P0 1381 
F-NT 2 RM400 1 200/ /ZINC FINGER PROTEIN 135. //2. 2e-82 :245: S9//HOMO SAP 
IENS (HUMAN). //P52742 

F-NT2RM4001 203//HYP0T1CT l CAL 57.5 KD PROTEIN IN V1A7-RPS2SA INTERG 
ENIC REGION. //0. 028:94:40//SACCHAROMYCES CEREVISIAE (BAKER' S YEAS 
T).//PS3214 

F-NT2 RM400 1 2 04// SPL I CEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A6 

6) . //0. 0096 : 1 82 : 34//HOMO SAPIENS (HUMAN) . //Q 1 5428 

F-NT2RM4001 21 7//R I NG CANAL PROTEIN (KELCH PROTEIN). //2. le-21 :221 :2 
9//DROSOPH I LA MELANOCASTER (FRUIT FLY) . //Q046S2 
F-NT2RN4001 256//CBP3 PROTE I N PRECURSOR. //O. 30:55: 32//SACCHAR0MYCES 
CEREVI S I AE (BAKER’ S YEAST) . //P21 560 

F-NT2RN4001258//HYP0THETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556. 

//O. 00031 : 1 32: 39//STREPTOMYCES FRADI AE. //P20186 

F-NT2RN4001 309//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP 

7) [CONTAINS: BASIC PEPTIDE P-F] (FRAGMENT). //O. 048: 132: 28//HOMO S 
APIENS (HUMAN) . //P028 1 2 

F-NT2RM4001 3 13//PH0SPHAT IDYL INOSITOL 3-KINASE VPS34-LIKE (EC 2.7. 
1.137) (PI 3-KINASE) (PTDINS-3-K INASE) (PI 3K) . //2. 6«-37: 1 24:65//DIC 
TYOSTELIUM DISCOtOEUM (SLIME MOLD) .//PS4676 

F-NT2RM400I 316//ACYL-COA DEHYDROGENASE . ICDIUM-CHAIN SPECIFIC PREC 
URSOR (EC 1.3.99.3) (MCA0).//1. 7e-10: 185:30//RA7TUS NORYEGICUS (RA 
T) . //P08S03 

F-NT2RM4Q01 320//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTO 
R (RHO/RAC GEF) (FAC I OGEN I TAL DYSPLASIA PROTEIN HOMOLOG) . //1 . 5e-0 
8:197: 26//MUS NUSCULUS (MOUSE) . //P5 2734 

F-NT2RM4001 340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4 PROTE IN) . //7. 7 
e- 1 4: 82 : 3 6//SACCHAR OMYCES CEREVISIAE (BAKER'S YEAST) . //P32626 
F-NT2 RM400 1 344//HYP0THET I CAL GTP-BINDINC PROTEIN IN P0P2-H0L1 INTE 
RGENIC REGION. //3. 3e-l6: 1 28: 35//SACCHAR0NYCES CEREVISIAE (BAKER'S 
YEAST). //P53 742 

F-NT2RM4001 347//HYP0THET I CAL 76.9 KD PROTEIN IN RPM2-TU8I INTERCEN 
1C REGION. //O. 067 : 1 1t : 33//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST 
) . //Q045I 1 
F-NT2RM400137I 

F-NT2RM400I 382//HI ST IDINE-R ICH GLYCOPROTEIN PRECURSOR.//!. 0e-08:8 
2 : 39//PLASMODIUM LOPHURAE. //P04929 
F-NT2RM4001 384 

F-NT2RM4001410//A-AGGLUT1NIN ATTACHMENT SUBUNIT PRECURSOR. //2. 1 e-0 



8:185:31/ /SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P323 23 
F-NT2RM4001 411 //EARLY NODULIN 20 PRECURSOR (N-20) . //5. 3e~05: 1 05 : 38 
//MED I CAGO T RIM CA TULA (BARREL MEDIC).//P93329 

F-NT2RM4 00141 2//GTPASE-ACTIVATING PROTEIN (GAP) (RAS P21 PROTEIN A 
CTIVATOR) (PI20GAP) (RASGAP).//6.2e-17:109:41//RATTUS NORVEGICUS 
(RAT) . //P50904 

F-NT2RM4001414//ZINC FINGER PROTEIN 177. //8. 3e-06: 54: SO//HOMO SAPI 
ENS (HUMAN). //Q 13360 

F-NT2RM4001437//!!!! ALU SUBFAMILY SC RARNINC ENTRY ! IM//2. 1e-24: 
87 : 65//HOMO SAPIENS (HUMAN). //P391 92 

F-NT2RM4001 444//PR0BABLE I SOLEUCYL-TRNA SYNTHETASE (EC 6. 1.1. 5) (l 
SOLEUCINE— TRNA LIGASE) (ILERS) (FRAGMENT) . //2. 6e-4S: 1 97 : 47//C IONA 
INTEST I MALI S.//Q94425 

F-NT2RM4001 4S4//HYP0THET ICAL PROTEIN KIAA004I (FRAGMENT) . //O. 0060 
95 : 29//HOMO SAPIENS (HUMAN) . //Q 1 5057 

F-NT2RM4001455//PR08ABLE E5B PROTEIN. //0. 41 :44:36//HUMAN PAPILLOMA 
VIRUS TYPE 6B.//P06461 

F-NT2RM4001 483//Z I NC FINGER PROTEIN 136. //1 . 7e-28: 85: 64//HOMO SAPI 
ENS (HUMAN) . //PS2737 

F-NT2RM4001 489//PTB-ASS0C I ATED SPLICINC FACTOR (PSF) . //O. 086 : 1 1 1 : 3 
4//H0M0 SAPIENS (HUMAN) . //P23246 

F-NT2RM4001 5I9//AC ID UREASE ALPHA SUBUNIT (EC 3. 5. 1.5) (UREA AMIDO 
HYDROLASE) . //O. 82:51 : 47//LACT0BACI LLUS FERMENTUN. //P26929 
F-NT2RM4001 522//TROPOMYOSIN. //O. 030: 1 17: 23//SCHI ZO SACCHAROMYCES PO 
NBE (FISSION YEAST) . //Q02088 
F-NT2RM4001 557 

F-NT2RM400I 565//HYPOTHETICAL 44.3 KD PROTEIN C1F7.07C IN CHROMOSOM 
E I.//0. 99: 42:40//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) . //0099 
19 

F-NT2RM4001 566//CLUC0AMYLASE SI/S2 PRECURSOR (EC 3. 2. I. 3) (GIUCAN 
1.4-ALPHA- GLUCOSIDASE) ( 1 , 4-ALPHA-O-CLUCAN GLUCOH YD ROUSE) . ,//0. 05 
4:190: 23//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P08640 
F-NT2RM4001 S69//GUANINE NUCLEOTIDE -BINDING PROTEIN BETA SU8UNIT-H 
KE PROTEIN (ACTIVATED PROTEIN KINASE C RECEPTOR HOMO LOG) . //O. 72: 6 
4: 31 //TRYPANOSOMA BRUCE I BRUCE I . //Q 94 77 5 
F-NT2RM4001 582 

F-NT 2 RM400 1 592/ /DNA REPAIR PROTEIN RADS. //O. 00037: 1 98: 31//SACCHAR0 
MYCES CEREVISIAE (BAKER’ S YEAST). //PI 4 73 7 

F-NT2RM4001 594// IMMEDIATE-EARLY PROTEIN IEI80.//1.9e-05: 147:34//PS 
EUDORABIES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 
F-NT2RM4001 597//THI0L:DI SULFIDE INTERCHANGE PROTEIN TLPA (CYTOCHRO 
ME C BIOGENESIS PROTEIN TLPA).//5. 7e-06: 122:29//BRADYRHIZ06IUM JAP 
ONI CUM. //P4322I 

F-NT2RM4001605//NUCLEAR PORE COMPLEX PROTEIN NUPI55 (NUCLEOPORIN N 
UPIS5) (155 KD NUCLEOPORIN) (P140).//l. 7e-l 28: 249: 96//RATTUS NORVE 
GICUS (RAT). //P3 7 199 

F-NT2RM400161 1//S1 S2 PROTEIN (HALOTOLERANCE PROTEIN HAL3) .//I. Se-3 
5:128 : 47//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) .//P36024 
F-NT2RM4001629//MAGUK P55 SUBFAMILY MEMBER 3 (MPP3 PROTEIN) (DISC 
S. URGE HOMOLOG 3) .//S. 8e-42:2S4:37//H0M0 SAPIENS (HUMAN) . //Q1 336 
8 

F-NT2RM40O1 650//HOME060X PROTEIN H0X-A4 (CHOX-1 . 4) . //0. 62 ; 1 9: 57//G 
ALLUS CALLUS (CHICKEN) . //PI 7277 

F-NT2RM4001 662//PR0TEIN KINASE C, ALPHA TYPE (EC 2.7.1.-) (PKC-ALP 
HA) . //O. 29: 90: 32//HOMO SAPIENS (HUMAN) . //PI 7252 
F-NT2RM4001 666//HYPOTHETICAL 48.6 KD PROTEIN IN ALPA-GABP INTERGEN 
1C REGION. //I. 1 e— 3 1 : 1 37: 44//ESCHERICHI A C0LI.//P37339 
F-NT2RM4001 682//PR0BABLE 60S RIBOSOMAL PROTEIN L22.//0.98:55:29//C 
AENORHABD I T I S ELEGANS. //P528 19 

F-NT2RM40O171O//HYPOTHETICAL PROTEIN KIAA0039 (FRAGMENT) . //O. 56: 1 1 
3 : 28//HOMO SAPIENS (HUMAN) . //Q 1 5054 

F-NT2RM4001 714//SEPTIN 2 HOMOLOG (FRAGMENT) . //I . 4e-l 08: 255: 77//HOM 
0 SAPIENS (HUMAN). //Q1 41 41 

F-NT2RM4001 71 5//HYP0THETICAL PROTEIN C19G10. 16 IN CHROMOSOME I (FR 
AGMENT) . //2. 1e-36: 148: 3 8//SCH I ZO SACCHAROMYCES POMBE (FISSION YEAS 
T) . //Ql 0342 

F-NT2RM400 1 731 //HYPOTHETICAL 54.9 KO PROTEIN C02F5. 7 IN CHROMOSOME 
III. //I. 1 e-05 : 90 : 33//CAENORHABO I T I S ELEGANS. //P34 2 84 
F-NT2RM4001741//TALIN.//1. 1 e-1 06 . 208: 99//KUS BUSCULUS (MOUSE). //P2 
6039 

F-NT2RM40QI 746//EBNA-1 NUCLEAR PROTE IN. //1 . 6e-09: 1 55: 38//EPSTE I N-B 
ARR VIRUS (STRAIN B9S-8) (HUMAN HERPESVIRUS 4).//P032ll 
F-NT2RM4001 754//COLLAGEN ALPHA 5 (IV) CHAIN PRECURSOR. //O. 93: 1 58: 33 
//HOMO SAPIENS (HUMAN) . //P2 9400 

F-NT2RM4O0I 7S8//PUTAT I VE SERINE/THREONINE- PROTE IN KINASE P78 (EC 
2.7. 1 . -). //5. 1 e— 113: 277 : 79//HOMO SAPIENS (HUMAN) . //P 27 44 8 
F-NT2RM4001 776//MY0SIN I ALPHA (IMII-ALPHA) . //2. 2e-73:262:54//MUS M 
USC ULUS (MOUSE) . //P46735 

F-NT2RM400 I 783//Z I NC FINCER PROTEIN HRX (ALL-1) (FRACMENT) . //S. 3«- 
26: 169: 39//MUS MUSCULUS (MOUSE). //P552O0 
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F-NT2RM4001 81 0//MALE SPECIFIC SPERM PROTEIN MST84DB. //2. 3e-0S: 68: 4 

{//DROSOPHILA HELAMOGASTER (FRUIT FLY) . //Q01643 

F-NT2RM4001 81 3//RHOOOCET I N ALPHA SUBUMIT. //Z. Jt-05: 11 S: 34//ACX ISTR 

OOON RHOOOSTOMA (MALAYAN PIT VIPER) (CALLOSELASMA RHODOSTOMA) . //P8 

1397 

F-NT2 RM400 1 8 1 9//CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMRI . KOR 
HONE RECEPTOR) (CELL SURFACE GLYCOPROTEIN F4/80).//l. 7«-06: IS9: 25/ 
/MUS MUSCULUS (MOUSE) . //QS 1549 

F-NT2RM4001 823//Z I NC FINGER PROTEIN ZIC1 (ZINC FINGER PROTEIN OF T 
HE CEREBELLUM I) .//2. fie-18: 1I4:40//MUS MUSCULUS (MOUSE) .//P46684 
F-NT2RM4001 828//Z I NC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2). 
//4.0#-81 : 253: S9//HOMO SAPIENS (HUMAN) . //P5 152 3 
F-NT2RM400I 836//SPIDR0I N 2 (ORAGLINE SILK FIBROIN 2) (FRAGMENT).// 
0. 21 : 176: 30//NEPHILA CLAVIPES (ORB SPIDER) .//P46804 
F-NT2RIM0D1 841 //PROLINE- RICH PEPTIOE P-B. //0. 048: 27:40//HOMO SAPIE 
NS (HUMAN). //P028 14 

F-NT2RM400 1 842//HYP0THET I CAL 7.0 KD PROTEIN B03B8. 1 IN CHROMOSOME 
1 1 1 . //0. 98 : 35 : 42//CAEN0RHABD I T I S ELEGANS . //Q 1 1 1 04 
F-NT2RM4001856//HYPOTHETICAL 75.2 KD PROTEIN IN ACSI-GCV3 INTERGEN 
1C REGION. //I. 3*-37 : 242 : 37//SACCHAR0MYCES CEREVISIA E (BAKER'S YEAS 
TJ.//P39722 

F-NT2RN4001858//T-60X PROTEIN VEGT (T-BOX PROTEIN BRAT) (T-BOX PRO 
TEIN ANTIPODEAN). //I. 8«-2 3: 78 :84//XEN0PUS LAEVIS (AFRICAN CLAMED F 
ROC).//P87377 

F-NT2RM4001 8S5//NEURONAL CALCIUM SENSOR 2 (NCS-2).//0. 012:83: 28//C 
AENORHABD I T I S ELEGANS. //P36609 

F-NT2RM4001 876//HYP0THET ICAL 118.4 KD PROTEIN IN BAT2-0ALS INTERCE 
NIC REGION PRECURSOR. //3. 8#-10: 242 : 32//SACCHAR0MYCES CEREVISIA £ (B 
AKER’S YEAST). //P47 179 

F-NT2RM4001 880//EC PROTEIN HOMOLOG. //O. 22: 59: 32//ARAB IOOPS IS THALI 
ANA (MOUSE-EAR CRESS) . //P 93 748 

F-NT2RM4001 905//60S RIBOSOMAl PROTEIN L40 (CEP52J.//0. 57:20 :SO//HO 
MO SAPIENS (HUMAN). RATTUS NORVECICUS (RAT). AND CALLUS CALLUS (CH 
ICKEN).//P14793 
F-NT2RM4001922 

F-NT2RM4001 930//PUTAT I VE GLUCOSYLTRANSFERASE C08B1 1.8 (EC 2.4.1.- 
) . //5. Se-45 : 1 67 : 53//CAEN0RHABD I T I S ELEGANS. //009 226 
F-NT2RM4001 938//RT0A PROTEIN (RATIO-A). //0.0036: 120:32//DICTYOSTEL 
IUH OISCOIDEUH (SLIME M0LD).//P5468I 

F-NT2RM4001 940// 1 ROQUO I S-CLASS HOMEOOOMAIN PROTEIN IRX-I (FRACMEN 
T) . //O. 32:31: 48//HOMO SAP I ENS (HUMAN) . //P7841 5 
F-NT2RM4O01953//MM ALU SUBFAMILY SC IARNING ENTRY »M!//2.2e-43: 
56: 85//HOMO SAPIENS (HUMAN). //P39 192 

F-NT2RM4001 965//IC ALPHA-1 CHAIN C REGION.//0. 56:73:34//GORILLA GO 
RILLA GORILLA (LOMLANO GOR I LLA) . //P20758 

F-NT2RM4001 969//SALI VARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP 
3, CP4 AND CPS) (CONTAINS: BASIC PEPTIDE IB-6: PEPTIDE P-HJ.//0.00 
16: 140: 27//KOMO SAPIENS (HUMAN) . //P04280 

F-NT2RM4001 979//ZINC FINCER PROTEIN 84 (ZINC FINGER PROTEIN HPF2). 
//3.9«-21:103:51//H0MO SAPIENS (HUMAN). //P51 S23 
F-NT2RM4001984//HYP0THETICAL PROTEIN LAMBOA-SPS. //O. 0034: 50:40//MU 
S MUSCULUS (MOUSE). //PI 5974 

F-NT2RM4001 987// IRREGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRR 
EC PROTEIN). //6. 9e-17: 1 1 5: 31 //DROSOPHILA MELANOCASTER (FRUIT FLY). 
//Q08180 

F-NT2RM4002013//HYPOTHETICAL 54. 5 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN ZC302.2 IN CHROMOSOME V.//0. 0062: 1 1 7: 28//CAENORHABOITIS ELEG 
ANS.//Q23256 

F-NT2RM400201 8//SP0RE COAT PROTEIN SP96. //4. 3e-06: 203: 28//DICTY0ST 
EL1UM OISCOIDEUH (SLIME MOLD) .//PI 4328 

F-NT2RM4002034//RHO-GAP HEMATOPOIETIC PROTEIN Cl (P1 15) (KIAA0131 
) . //0. 78:132: 2S//H0M0 SAPIENS (HUMAN). //P98 171 
F-NT2RM4002044//V I TELLOGEN IN I PRECURSOR (MINOR VITELLOGENIN) [CON 
TAINS: LtPOVITELLIN I (LVI); PH0SVIT1N (PV) : LIP0V1TELLIN II (LVI 
I): YGP42] . //O. 062: 201 :24//GALLUS CALLUS (CHICKEN) .//P874 98 
F-NT2 RM4002 054//DUPL I CATE PROCYCL I N. //0. 0079 : 44: 52//TRYPAN0S0MA BR 
UCEI BRUCE I. //PI 4044 

F-NT2RM4002055//PUTATI VE Z PR0TEIN.//0. 82: 39:30//OVIS ARIES (SHEE 
P) . //P08105 

F-NT 2 RM4002 06 2/ / ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE 
— TRNA LIGASE) (ASPRS) ,//7. Oe-37: 80: 52//THERMUS AQUATICUS (SU8SP. 
THERMOPH I LUS) . //P3641 9 

F-NT2RM4002063//SARCOSINE OXIDASE (EC 1 . 5. 3. 1) .//2. 2e-25: 216: 3I//B 
ACILLUS SP. (STRAIN NS-1 29) . //P23342 

F-NT2 RM4002066/ /HYPOTHET I CAL PROTEIN KIAA0192 (FRAGMENT) . //1 . 1#-9 
4: 260: 71 //HOMO SAPIENS (HUMAN) . //Q93Q74 

F-NT2RM4002067//MM ALU SUBFAMILY J IARNING ENTRY ! ! M//1 . 5e-1 5: 5 
1 : 70//H0MO SAPIENS (HUMAN) . //P3 91 88 

F-NT2RM4002073//ELAST IN PRECURSOR (TROPOELAST I N) .//4. 9e-05:88: 36// 
HOMO SAPIENS (HUMAN) . //PI 5502 
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F-NT2RN400207S//RING CANAL PROTEIN (KELCH PROTEIN) . //7. 2e-43: 220: 4 
1 //DROSOPHILA MELANOCASTER (FRUIT FLY) .//Q046S2 
F-NT2RM4002093//POLYPYRINIDINE TRACT-BINDING PROTEIN (PTB) (*TERO 
GENEOUS NUCLEAR R I BONUCLEOPROTE 1 N I) (HNRNP I) (57 KO RNA-BINOING 
PROTEIN PPTB-1).//t. 8«-93: 255:7 2//HOMO SAPIENS (HUMAN) .//P26 599 
F-NT 2RM40 02 109/A I NES IN-LIKE PROTEIN KIF4.//3.7e-10l :260:78//MUS M 
USCULUS (MOUSE). //P3 3 174 

F-NT2RM4002 I 28//HYPOTHET ICAL PROTEIN IN CYCB 3’ REGION PRECURSOR (0 
RF2) (FRAGMENT). //O. 91: 49 : 32//PARACOCCUS DENI TRIFI CANS. //P29969 
F-NT2RM4002I40//GROUCHO PROTEIN (ENHANCER OF SPLIT N9/10).//0. 36: 1 
04: 22//DROSOPHILA MELANOCASTER (FRUIT FLY) . //P16371 
F-NT2RM4002145//SL IT PROTEIN PRECURS0R.//8.6e-l3:127:33//DR0S0PHIL 
A MELANOCASTER (FRUIT FLY) .//P24014 

F-NT2RH4002 I 46//MAG0 NASHI PROTEIN. //7. 9«-69: 143 :91//DR0S0PHI LA ME 
LANOGASTER (FRUIT FLY) . //P49028 

F-NT 2RM4002 161/ /DUAL SPECIFICITY PROTEIN PHOSPHATASE (EC 3.1.3.48) 
(EC 3. 1. 3. 16). //O. 0062: 99:26//CHLAMYDONONAS EUGAMETOS.//Q39491 
F-MT2RM40021 74/ARP PROTEIN. //4. 5e-50: 183 : 5S//ESCHERICHI A C0LI.//P 
21590 

F-NT2RM4002 1 89//MUC I N 2 PRECURSOR (INTESTINAL MUCIN 2). //2. 6e-14: 2 
33 : 29//HOMO SAPIENS (HUMAN) . //Q028 17 

F-NT2RM4002 1 94//TRANSNEMBRANE PROTEIN SEX PRECURSOR. //O. 92 : 1 08 : 28/ 
/HOMO SAPIENS (HUMN) . //P5180S 

F-NT2RM4D02205//ELONGATI ON FACTOR G, MITOCHONDRIAL PRECURSOR (MEF- 
G) . //5. 8e-39: 1 22 : 72//RATTUS NORYEGICUS (RAT). //QO 7 803 
F-NT2RM40022I3//HYPOTHETICAL 88.4 KD PROTEIN B0464. 7 IN CHROMOSOME 
III. //9. 9e-27 : 1 10 : 43//CAEN0RHAB0 1 T I S ELEGANS. //Q03S65 
F-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUNO. //1 . 3e-21 : 147 : 41/ 
/DROSOPHILA MELANOCASTER (FRUIT FLY) . //P40809 
F-NT2RM4002251 //PROTEIN EF-7 (FRACMENT) . //O. 00082 : 45: 42//MUS BUSCU 
LUS (MOUSE) . //P97805 

F-NT2RM4002256//C0LD-REGULATE0 PROTEIN 1 (FRAGMENT). //O. 00015: 1 14: 
42//H0RDEUM VULGARE (BARLEY) . //P2 32 51 

F-NT2RM4002266//CUTICLE COLLAGEN 2. //O. 00013: 142:3 3//CAEN0RHA80 IT! 
S ELEGANS. //PI 7656 

F-NT2RH4002278//HVPOTHETICAL 22.2 KD PROTEIN IN NSR1 -T 1F4631 INTER 
GENIC REG I ON. //I . 0 : 40 : 52//S ACCHARQMYCES CEREVISIA E (BAKER S YEAST 
) .//P53288 
F-NT 2RM4002 281 

F-NT2RM4002287//GAR2 PROTEIN. //0. 00055:225: 23//SCH I ZOSACCHAROMYCES 
PCMBE (FISSION YEAST). //P4 1891 

F-NTZRM4002294//HYPOTHET ICAL PROTEIN KIAA0281 (HA6725).//l. le-SO: 1 
52 : 75//HOMO SAPIENS (HUMAN) . //Q92556 

F-MT2RM4002 301 //GENERAL STRESS PROTEIN CTC (FRAGMENT). //O. S6: 43: 39 
//BACILLUS CALOOLYTICUS. //P42832 

F-NT2RM4002323//NONH I STONE CHROMOSOMAL PROTEIN WC-1 7. //O. 0080: 73 : 
35//BOS TAURUS (BOVINE). //P023 13 

F-NT2RM4002339//NETALLOTHIONEIN 10-111 (MT-10-1 1 1) . //O. 67: 34: 38//M 
YT I LUS EDULIS (BLUE MUSSEL) . //P80248 

F-NT2RM4002344//METALLOTHI ONE I N- 1 (MT-I) . //O. 84:41 : 31//MUS NUSCULU 
S (MOUSE) . //PO 2 802 

F-NT2RM4002373//GLUTENIN. HIGH MOLECULAR ■EIGHT SUBUNIT OYIO PRECU 
RSOR.//0. 0019:1 90: 28//TRITICUM AESTIVUM (IHEAT) .//PI 0387 
F-NT2RM4002374//5E5 ANTIGEN. //0. 0059: 170: 3 2//RATTUS NORVECICUS (RA 
T) . //Q63003 

F-NT2RM4002383//! ! ! • ALU SUBFAMILY SP IARNING ENTRY ! ! ! !//0. 13: 1 7: 

88//HONO SAPIENS (HUMAN) .//P39I 93 

F-NT2RN4002390 

F-NT 2RM4002 398//HN RNP ARGININE N-METHYLTRANSFERASE (EC 2.1.1.-) (0 
DPI PR0TEIN).//0.034: 1 10: 27//SACCHAR0MYCES CEREVISIAE (BAKER* S YEA 
ST) . //P38074 

F-NT 2 RM4002409/ / ACETYL -COENZYME A SYNTHETASE (EC 6. 2. 1.1) (ACETAT 
E-- COA LIGASE) (ACYL- ACTIVATING ENZYME). //4. 0e-20: 179: 31//METHAN0 
THRIX SOEHNGEN 1 1 . //P27095 

F-NT2RM4002438//! !!! ALU SUBFAMILY SO IARNING ENTRY ! ! ! !//1 . 7e-15: 
4 1 : 9S//H0M0 SAPIENS (HUMAN). //P3 9 194 

F-NT2RM4002446//CRYPTD IN-RELATED PROTEIN 4C-1 PRECURSOR (CRS4C) . // 
0.0058: 24 :50//MUS MUSCULUS (MOUSE) . //PI 7534 

F-NT2RtM002452//METALL0TH I ONE IN 10-11 (MT-10-ll).//0. 83: 48: 37//MYT 
I LUS EDULIS (BLUE MUSSEL) . //P80247 

F-NT2RM4002457//HH ALU SUBFAMILY SC IARNINC ENTRY ! » ! !//4. 9e-07 : 
52:63//HOMO SAPIENS (HUMAN) . //P3 9 192 

F-NT2RM4D02460//C-K0RDEIN (CLONE PC-919) (FRAGMENT) . //O. 92 : 43 30// 
HOROEUM VULGARE (BARLEY) . //PI 7992 

F-NT2RM4002479//RNA KCLICASE-LIKE PROTEIN D8I0.//I. 7e-28: 200:4I//N 
I COT I ANA SYLVESTRIS (1000 TOBACCO) . //P46 94 2 

F-NT2RM4002482//HYP0THETICAL 65.9 KD PROTEIN YPRD65I. //8. Be-26 : I 2 
3 : 49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q1 2514 
F-NT2RM4002493//LARVAL CUTICLE PROTEIN I PRECURSOR. //0. 1 7: 126 : 27// 
DROSOPHILA NIRANOA (FRUIT FLY) . //P91627 
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F-NT2RM4002499//! ! ! ! ALU SUBFAMILY SQ V ARM INC ENTRY ! ! ! !//9. 4#-34: 
92 : 80//HOMO SAPIENS (HUMAN). //P39 194 

F-NT2RM4002504//! ! ! ! ALU SUBFAMILY SB VARNINC ENTRY !!!!//3.4e-19: 
5S: 83//HOMO SAPIENS (HUMAN). //P39 189 

F-NT2RM4002527//VD-40 REPEAT PROTEIN MSI 2. //3. Oe-07: 193: 27//ARABID 
OPS IS THALIANA (MOUSE-EAR CRESS). //022468 

F-MT2RM4QD2S32//AER0LYSIN REGULATORY PROTEIN.//0. 97: 19:47//AER0M0N 
AS SOBRIA. //P09I65 

F-NT2RM4002534//MI TOCHONORI AL 60S RIBOSOMAL PROTEIN L32 PRECURSOR 
(YML3 2) . //0. 76:86: 22//SACCHAROMYCES CERE V I S I AE (BAKER' S YEAST) . //P 
25348 

F-NT2RM4002558//LQNC-CHAIN FATTY ACID TRANSPORT PROTEIN (FATP) . // 
4. 2e-55 : 204 : 50//MUS MUSCULUS (MOUSE) . //Q607 1 4 

F-NT2RM40O2565//CHYMOTRTPS I N/ELASTASE ISOINHIBITORS 2 TO S.//1.0:! 
6 : 62//ASCAR I S SUUM (PIG ROUNOiORM) (ASCARIS LUMBRICOIOES) . //P078S2 
F-NT2RM4002567//HYP0THET ICAL 74.0 KD PROTEIN IN CAJ1-H0N3 INTERGEN 
1C REGION. //2. 7&-10: 184: 29//SACCHAR0MYCES CEREVISIAE (BAKER’S TEAS 
T) . //P40032 

F-NT2RM4002571//POLYPEPTIDE N- ACETYL GALACTOS AM I NYLTRANSFERASE (EC 
2.4.1.41) (PROTEIN- UOP ACETYLGALACTOSAM I NYLTRANSFERASE) (UOP-GALN 
AC: POLYPEPTIDE. N- ACETYLGALACTOSAM I NYLTRANSFERASE) (GALNAC-T1) . // 
2.4e-2S:l24:47//H0M0 SAPIENS (HUMAN) . //Q 10472 
F-NT2RM4002593//HYPOTHET ICAL 9.1 KO PROTEIN IN TETB-EXOA INTERGENI 
C REGION. //O. 95:36 : 38//BAC I LLUS SUBTILIS.//P37509 
F-NT2RM4002S94//MSP1 PROTEIN HOMOLOG. //9. 0*-68: 227: 60//CAENORHABD I 
TIS ELEGANS. //P5481 5 

F-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE 
— TRNA LIGASE) (ASPRS).//3. 3e-54:243:47//SYNECH0CYSTIS SP. (STRAIN 
PCC 6803). //P7 3851 

F-NT2RP1 00001 8//SUPPRESS0R PROTEIN SRP40.//0. 0023: 131 : 25//SACCHARO 
MYCES CEREVISIAE (BAKER'S YEAST). //P3 258 3 

F-NT2RP1 000035//RIKG CANAL PROTEIN (KELCH PROTEIN).//!. 0«-06: 63: 34 
//DROSOPHILA MEUWOGASTER (FRUIT FLY) . //Q04652 
F-NT2RP1 000040//LETHAL NEUROTOXIN TI1.//0. 69:21 : 47//PH0NEUTR I A NIG 
R I VENTER (BRAZILIAN ARMED SPIDER) .//PI 7727 

F-NT2RP1 000063//HYPOTHETICAL 25.1 KO PROTEIN IN SMC3-MRPL8 INTERGE 
NIC REGI ON. //3.8«-14:l 30 :30//SACCHAR0MYCES CEREVISIAE (BAKER'S TEA 
ST) . //P403S9 

F-NT2RP1 000086//HYPOTHET ICAL 9.4 KD PROTEIN IN RNPA-THDF INTERGENI 
C REGION. //O. 16:44: 40//ESCHER I CHI A COLI.//P22847 
F-NT2RP1000101//45. 8 KD PROTEIN IN SHHI-MRPL37 INTERGENIC REGION./ 
/I. 9e-06:74:32//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P38344 
F-NT2RP1 0001 1 1//C0PI REGULATORY PROTEIN (FUSCA PROTEIN FUSD.//2.7 
e-19: 1 35: 36//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) . //P4 3 2 54 
F-NT2RP1 0001 1 2//DUAL SPECIFICITY PROTEIN KINASE TTK (EC 2.7.1.-) 
(PYT).//1.2e-39:91 :62//HOMO SAPIENS (HUMAN). //P3 3 981 
F-NT2RP1000124//ATP-OEPENDEMT PROTEASE LA 2 (EC 3. 4. 21 . 53) . //O. 07 
4:131: 24//MYXOCOCCUS XANTHUS. //P36774 

F-NT2RP10001 30//HEPATOMA-DERI VED GROMTH FACTOR (HDCF) . //I . S«-49: 18 
6 : 56//NUS MUSCULUS (MOUSE). //P5 1859 

F-NT2RP1 OOOI63//METALLOTHIONEIN (MT) . //O. 98:41 : 34//PLEURONECTES PL 
ATESSA (PLAICE) . //P07216 

F-NT2RP1000170//SALI VARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-0] (FRAGMENT) . //O. 85: 64: 3 5//H0M0 SAPIENS (HUMAN).// 
PI 01 62 

F-NT2RP1 0001 74// 1 IMBED I ATE-EARLY PROTEIN IE1 80. //0. 00056:89: 37//PSE 
UDORABIES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 
F-NT2RP1000191//NIFU PROTEIN. //O. 53:78:35//FRANKIA ALN1.//P46045 
F-NT2RP1 000202// ANKYR I N. BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN. NON 
ERYTHROIO) (FRAGMENT) . //9. 1 1-21 : 148: 39//H0M0 SAP I ENS (HUMAN) . //Q01 
485 

F-NT2RP1000243//HYP0THETICAL PROTEIN MJ11 36.//1 . 4e-37:219: 36//METH 
ANOCOCCUS JANNASCH 1 1 . //QS8S36 

F-NT2RPI0O0259//HYP0THETICAL PROTEIN TP031 8. //O. 18: 25: 44//TREP0NEM 
A PALLIDUM. //083338 

F-NT2RP1 000272//SPL ICING FACTOR, ARCININE/SERINE-RICH 3 (PRE-MRNA 
SPLICING FACTOR SRP20) (X16 PROTEIN). //1. 6e-l 8:1 33 : 36//KOMO SAPIEN 
$ (HUMAN). AND NUS MUSCULUS (MOUSE) . //P2 3 152 
F-NT2RP1 000324 

F-NT2RP1 OOQ326//HYPOTHET I CAL 29.8 KD PROTEIN ZC97. 1 IN CHROMOSOME 
II l.//1.0e-23:129:36//CAENORHABDITIS ELEGANS. //P34599 
F-NT2RP1000333//ANT I -SILENCING PROTEIN 1 .//2. S«-45: 147: 57//SACCHAR 
OMYCES CEREVISIAE (BAKER S YEAST) . //P32447 

F-NT2RP1000348//REDUCED VIABILITY UPON STARVATION PROTEIN I61.//4. 
8e-14: 1 1 9: 34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P25343 
F-NT2RP1 Q00357//TRYPOMAST I COTE DECAY -ACCELE RAT ING FACTOR (T-OAF) 
(FRAMENT) . //! . 0 : 43 : 32//TRYPANOSOMA CRUZ I . //Q26327 
F-NT2RP1 0003S8//HYPOTHET I CAL 84.4 KD PROTEIN IN RPC2/RET1 3’REGIO 
N. //7. 9e-28: 244; 35//SACCHAR0MYCES CEREVISIAE (BAKER S YEAST). //P39 
744 



F-NT2RP1000363//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEC PROTEI 
N).//2. 2e-07: 178: 30//XEN0PUS LAEVIS (AFRICAN CLAVED FROG) . //PI 7437 
F-NT2RP 10003 76// ANKYR IN R (ANKYR INS 2.1 AND 2.2) (ERYTHROCYTE ANKY 
RIM). //I. 5*-20: 254:31//HOMO SAPIENS (HUMAN) . //PI 61 57 
F-NT2RP1 000409//CYTOCHROME C3 (CYTOCHROME C7) (C551 . 5) . //I. 0:34: 26 
//DESULFUROMONAS ACETOXI0ANS (CHLOROPSEUOOMONAS ETHYL l CA) . //P001 37 
F-NT2RP10004I3//MENBRANE-ASSOCIATED PROTEIN HEM-2 (NAP I PROTEIN)./ 
/3. 7«-1 31 :230: 97//RATTUS NORVEGICUS (RAT).//P55161 
F-NT2RP1 00041 6//SAL I VARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 83: 54:40 
//DROSOPHILA SIMULANS (FRUIT FLY). //PI 3729 

F-NT2RP1 00041 8//HYP0THET I CAL 9.9 KD PROTEIN IN GCVT-SPOI I IAA INTER 
CENIC REG ION. //O. 24:91 :3S//BACI LLUS SUBTIL IS. //P49779 
F-NT2RPI 000439//HYPOTHET I CAL 100.5 KO PROTEIN Cl 89. 04 IN CHROMOSOM 
E I.//0. 13:172:2Z//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //Q10 
429 

F-NT2RP1000443//QUINONE OXIDOREDUCTASE (EC 1.6. 5.5) (NAOPH : QU I NONE 
REDUCTASE) (ZETA- CRYSTALLIN).//! . 9e-08: 167:24//HOMO SAPIENS (HUM 
AN) . //Q082S7 

F-MT2RP1000460//NUCLEAR MOVEMENT PROTEIN NUDC. //I . Oe-1 8: 1 49: 34//EM 
ERiCELLA NIOULANS (ASPERGILLUS NIDULANS) . //P17624 
F-MT2RPI000470//PUTATIVE ATP-DE PENDENT RNA ICLICASE T26G10. I IN CH 
ROMOSOME 1 1 1.//1. 3e— 43 : 180:47//CAEN0RHABOITIS ELEGANS. //P34580 
F-MT2RP1 000478/ AUBUL IN BETA-6 CHAIN (CLASS-VI).//1. 5#-4S: 85 : 63//G 
ALLUS CALLUS (CHI CKEN) . //P09207 

F-NTZRPI 000481 //HYPOTHETICAL 5.8 KO PROTEIN IN PUMA 5' REGION (0RF5 
5) . //O. 083 : 21 : 47//RH0D0BACTER CAPSULATUS (RHOOOPSEUOOMONAS CAPSULA 
TA).//P26I59 

F-MT2RP1000493//POSSIBLE DNA-REPAIR PROTEIN XP-£ (POSSIBLE XEROOER 
MA PI GHENT OSIN GROUP E PROTEIN) (UV-DAMACED ONA-BINDING PROTEIN) 
(UV-DOB).//6.6e-11 : 1 39: 31//CERC0PIT»€CU$ AETHIOPS (GREEN MOfftEY) 

(GR I VET) . //P33 1 94 

F-NT2RPIOOOSI 3//60S RIBOSOMAL PROTEIN L22. //O. 01 7: 92 : 30//DROSOPHI L 
A MELANOGASTER (FRUIT FLY) . //P50867 

F-MT2RP1000522//UBIQU1TIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3. 
1.2.15) (UBIQUIT1N THIOLESTERASE DUB-1) (UBIQUI TIN-SPECIFIC PROCES 
SING PROTEASE DUB-1) (DEUB I QUIT I NAT ING ENZYME 1) . //O. 0055: 86 : 36//M 
US MUSCULUS (MOUSE). //Q6 1068 

F-MT2RP 1 000547//C0P-C0ATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR 
(FRAGMENT).//!. 2e-09: 69 :36//CR I CETULUS GRISEUS (CHINESE HAMSTER)./ 
/P49020 

F-MT2RP 1 000574/ /HOMEOBOX PROTEIN ME I S2 (ME I SI -RELATED PROTEIN 1)./ 
/6. Oe-39: 141 :65//MUS MUSCULUS (MOUSE) .//P97367 
F-NT2RP 1 000577//PUTAT I VE ATP-OE PENDENT RNA HELICASE YOL031M.//0. 00 
016:48: 45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //Q 12 389 
F-NT2RPIOOOS81//VON MILLEBRAND FACTOR PRECURSOR. //O. 00017:61 : 50//H 
OMO SAPIENS (HUNAN). //P04275 

F-MT2RP I 000609//L I NOLEOYL-COA OESATURASE (EC 1.14.99.25) (DELTA (6 
) -OESATURASE) . //4. 4e-07 : 1 28 : 3 1 //SYNECHOCYST I S SP. (STRAIN PCC 680 
3) . //Q08871 

F-NT2RP1000629//CLATHR IN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT 
ASSOCIATED PROTEIN AP47) (GOLGI ADAPTOR AP-I 47 KD PROTEIN) (HA1 
47 KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 
I MEDIUM CHAIN) . //4. 2e-70: 167 : 86//MUS MUSCULUS (MOUSE). //P3 558 5 
F-NT2RP1 000630//HYPOTHET I CAL 118.4 KD PROTEIN IN BAT2-0ALS INTERGE 
NIC REGION PRECURSOR. //0. 001 1 : 238: 21 //SACCHAROMYCES CEREVISIAE (BA 
KER'S YEAST). //P47 179 

F-NT2RP1O00677//C0LLAGEN ALPHA 1 (XVI) CHAIN PRECURSOR. //O. 99: 71 : 33 
//HOMO SAPIENS (HUMAN) . //QO 709 2 

F-NT2RP 1000688//!!!! ALU SUBFAMILY SP VARNINC ENTRY ! ! ! !//0. 0024: I 
9 : 94//HOMO SAPIENS (HUMAN) . //P391 93 

F-NT2RP 1 0006 95//HYP0 THE T ICAL 83.8 KO PROTEIN C2TF2.7 IN CHROMOSOME 
I II . //2. 2e-30 : 1 85 : 37//CAEN0RHA8D I T I S ELEGANS. //Q 1 8262 
F-MT2RP1 00070 1 //PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP).//3. 2 
e-65: 128:93//RATTUS NORVEGICUS (RAT) .//P54319 

F-NT2RP 1 000721 //TRANSCRIPT I ON INITIATION FACTOR TFMD 1 35 KD SUBUN 
IT (TAFII-135) (TAFII135) (TAFIl-130) (TAF II 130). //2. 3«-06: 139:34/ 
/HOMO SAPIENS (HUMAN) . //000268 

F-MT2RPI000730//MYOSIN LIGHT CHAIN I, SLOV-TMITCH MUSCLE B/VENTRIC 
ULAR ISOFORM (FRAGMENT) . //0. 89: 40: 40//MUS MUSCULUS (MOUSE) . //P0954 
2 

F-NT2RP1000733//METALLOTH I ONE IN-LIKE PROTEIN CRS5. //O. 024: 24: 4S//S 
ACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P4 1902 
F-NT2RP1 000738//SALI VARY AC 10 1C PROUNE-RICH PHOSPHOPROTE I N ,/2 PR 
ECURSOR (PRP-1 / PRP-3) (PRP-2 / PRP-4) (PIF-F / PIF-S) (PROTEIN A, 
/ PROTEIN C) (CONTAINS: PEPTIDE P-C] . //O. 040: 82: 36//HOMO SAPIENS 
(HUMAN). //POZS 10 

F-NT2RPI000746//HYP0THETICAL 27.1 KO PROTEIN UFD4-CAP1 INTERGENIC 
REG I ON. //2. 0e-30: 170: 3 7//S ACCHAROMYCES CEREVISIAE (BAKER' S YEAST). 
//P33201 

F-NT2RPIOO0767//PSEUDOMONAPEPSIN PRECURSOR (EC 3.4.23.37) (PEPSTAT 
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I II- INSENSITIVE CARBOXYL PROTEINASE).//0.99:75:34//PSEUD0M0NAS SP. 
(STRAIN 10D.//P42790 

F-NT2RP1000782//CELL SURFACE GLYCOPROTEIN A1S (T-CELL ACUTE LYMPHO 
BLAST 1C LEUXEMIA ASSOCIATED ANTIGEN 1) (T ALLA- 1) (MSBRANE CON PONE 
NT. X CHROMOSCME. SURFACE MARKER D.//2. 3e-23: !S9:3S//HOMO SAPIENS 
(HUMAN). //P41 732 

F-NT2RP1 0O0796//CORNIF IN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) <S 
MALL PROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) .//O. 00018: 79: 32//SU 
S SCROFA (PIG) .//P35323 

F-NT2RPI 00082S//GTPASE-ACT I VAT I NG PROTEIN RHOGAP (RHO-REUTED SMAL 
L GTPASE PROTEIN ACTIVATOR) (C0C42 GTPASE-ACTI VAT INC PROTEIN) (PS 
0-RH0GAP).//3. 1«-37:89:64//HOMO SAPIENS (HUMAN). //QO 7 960 
F-NT2RPI 000833//SMALL PROLINE RICH PROTEIN II (SPR-I I) (CLONE 930 
).//0. 32: 29:48//HOMO SAPIENS (HUMAN) . //P2 2 531 

F-NT2RP 1 000834//2-ARYLPROP I ONYL-CQA EPIMERASE (EC S. -.-.-).//$. 4«- 
67 : 202 : 68//RATTUS NORVEGICUS (RAT) . //P70473 

F-NT2RP1000836//HYPOTHETICAL 7.3 KD PROTEIN IN 100 KD PROTEIN REG I 
ON.//I.O:35:54//HUMAN ADENOVIRUS TYPE 41.//P2369I 
F-NT2RP1 000846//SMALL PROLINE-RICH PROTEIN 2-1 .//O. 01 3: 3S.48//H0M0 
SAPIENS (HUNAN). //P3S326 

F-NT2RP10008S1//PERIOO CLOCK PROTEIN (FRACMENT). //O. 082 : 28: 57//DRO 
SOPH I LA SALTANS (FRUIT FLY) . //Q04S36 

F-NT2RP1 000856//PLATELET -ENDOTHEL I AL TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA-f) (C01 51 ANTIGEN) . //2. Se-26: 19 
0 : 30//MUS MUSCULUS (MOUSE) . //035S66 

F-NT2RPI 000860//POTENT I AL TRANSCRIPTIONAL ADAPTOR. //0. 1 3 : 86 : 36//SA 

CCHAROMYCES CEREVISIAE (BAKER' S YEAST). //Q02336 

F-NT2RPI 000902//HYPOTHET I CAL 127.4 KD PROTEIN F07F6. 4 IN CHROMOSON 

E III. //7. 6e— 1 1 :200: 3S//CAEN0RHA8DITIS ELEGANS. //Q09S31 

F-NT2RP 1 0009 1 5//HYP0THET I CAL CTP-BINDIKC PROTEIN IN PHI40-PAC2 INT 

ERGENIC REGION. //1 . 4e-06: 88: 3S//SACCHAR0NYCES CEREVISIAE (BAKER' S 

YEAST). //P4O0 10 

F-NT2RP 1 0009 1 6//SUPPRESS0R PROTEIN SRP40. //O. 40: 90: 3S//SACCHAR0MYC 
ES CEREVISIAE (BAKER’ S YEAST) . //P3 2583 

F-NT2RP1 000943//MUCI N 2 PRECURSOR (INTESTINAL MUCIN 2) . //O. 099: 75: 
34//HOMO SAPIENS (HUMAN) . //Q028 17 

F-NT2RP1000944//HYPOTHETICAL 29.3 KD PROTEIN (ORF92) .//7. $e-06 :6S: 
41 //ORGY I A PSEUDOT SUGATA MULT I CAPS ID POLYHEDROSIS VIRUS (OPMNPV)./ 
/010341 

F-NT2RP1000947//UBI QUIT IN -CONJUGATING ENZYME E2-17 KO 2 (EC 6.3.2. 
19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(1 
T) KB 2J.//3. 6«-12: 27: 77//HOMO SAPIENS (HUMAN), MUS MUSCULUS (NOUS 
E). RATTUS NORVEGICUS (RAT). AND XENOPUS LAEVIS (AFRICAN CLAMED FR 
OG).//P51669 

F-NT2RP10009S4//RING CANAL PROTEIN (KELCH PROTEIN). //2. 8e-l 5: 169:2 
8//DR0S0PHILA NELANOCASTER (FRUIT FLY) . //Q046S2 
F-NT2RP10009S8//HYP0THETICAL GTP-6INDING PROTEIN IN PMI40-PAC2 INT 
ERGENIC REGION. //4. 2e-1 6: 162: 32//SACCHAR0MYCES CEREVISIAE (BAKER* S 
YEAST). //P400 10 

F-NT2RP1 0009S9//CORN I F l N A (SMALL PROLINE-HtCH PROTEIN I A) (SPR-I 
A) (SPRK).//0.0031 :34:44//H0M0 SAPIENS (HUMAN) .//P35321 
F-NT2RPI000966//NUCLE0LIN (PROTEIN C23).//1.S*-S2:HO:9S//HOMO SAP 
IENS (HUMAN). //PI 9338 

F-NT2RP1 000980//L I GHT -HARVEST I NG PROTEIN B-101S, ALPHA CHAIN PRECU 
RSOR (ANTENNA PIGMENT PROTEIN. ALPHA CHAIN) . //O. 87: 37:4S//RHOOOPSE 
UDOMONAS VIRI0IS.//P04123 
F-NT2RP1 000988 

F-NT2RP1 001 Oil //PROTEIN P19.//0. 96 : 30 : 50//BACTER I OPHACE PRDI.//P17 
638 

F-NT2RP1 00101 3//DNA-B I NO I NG PROTEIN 6S (PROTEIN GP6S). //1. 0:20:45/ 

/BACTERIOPHAGE T4.//P16012 

F-NT2RP1001014 

F-NT2RP1 001 033//TUBUL IN GAMMA CHAIN. //2. St-16: 1 12:42//SCHIZ0SACCHA 
ROMYCES POMBE (FISSION YEAST) . //P2S29S 

F-NT2RP 1 00 I 073//HYPOTHET I CAL 10.4 KD PROTEIN IN FTR1-SPT1 5 INTERGE 
NIC REGION.//7.6e-16:82: 51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P40Q89 

F-NT2RP1O01O79//SARCOSINE OXIOASE (EC 1. S. 3. D.//4. 8e-1S: 95:40//AR 
THR08ACTER SP. (STRAIN TE1826) . //P40873 

F-NT2RPI 00 1 080//PRDBA8LE AT P-DE PENDENT RNA HE LI CASE 08P9. //2. 4a-2 
9:126: 46//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//Q062 18 
F-NT2RP1 00111 3//SMALL PROLINE-RICH PROTEIN 2-1. //0. 49:38: 39//HOMO 
SAPIENS (HUMAN). //P3S326 

F-NT2RP1001 1 73//RH0M80T IN-1 (CYSTEINE RICH PROTEIN nC-1) (T-CELL 
TRANSLOCATION PROTEIN 1) (LIM-ONLY PROTEIN !).//«. 99 : S4 : 3 7//H0M0 S 
APIENS (HUMAN). //P2 5800 

F-NT 2RP 1001 1 77//H1 STONE MACR0-H2A. 1 . //1 . 6e-29:8S: 76//RATTUS NORVEG 
ICUS (RAT) . //Q02874 
F-NT2RP1001 185 

F-NT2RP1001 1 99//NEUROTOX IN J.//1.0:23:47//CENTRUR0rDES SCULPTURATU 
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S (BARK SCORPION) . //P01491 

F-NT2RP 1 001 247//TRANSFORMI NG GROWTH FACTOR BETA 4 PRECURSOR (TGF-B 
ETA 4) (ENDOMETRIAL BLEEDING-ASSOCIATED FACTOR). //3. 3e-08: 28: 89//H 
OHO SAPIENS (HUMAN). //0002 92 

F-NT2RP1001 248//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN)./ 
/O. 33:49: 28//HUMAN I MMUNODEF I C I EMC Y VIRUS TYPE I (NON ISOLATE) (HI 
V-D.//P18804 

F-NT 2 RP 1 001 2 S 3//CLUC0SAM I NE-6 - PHOSPHATE ISOMERASE (EC S. 3. MO) (G 
LUCOSAMINE-6- PHOSPHATE DEAMINASE) (GNPDA) (OSCILLIN) (KIAA0060)./ 
/3. 8e-46: 1 IS: 81 //HOMO SAPIENS (HUMAN) .//P4S 926 
F-NT2RP1 001 286//GALECTIN-3 (GALACTOSE -SPEC IF 1C LECTIN 3) (MAC-2 AN 
TIGEN) (ICE-BINDING PROTEIN) (3S KD LECTIN) (CARBOHYDRATE BINDING 
PROTEIN 35) (C8P 35) (LAMININ-BINDING PROTEIN) (LECTIN L-29) (L-34 
GALACTOS I DE-BIND INC LECTIN). //O. !6:48:37//MUS MUSCULUS (MOUSE).// 
P16110 

F-NT2RP 1 00 1 294//MI CR0TU8ULE-ASS0C I ATED PROTEIN YTMI .//6. le-OS: 92:3 
4// SACCHA ROMYCES CEREVISIAE (BAKER' S YEAST) . //Q 1 2024 
F-NT2RP1001 3O2//MICROTUBULE-ASS0CI ATED PROTEIN YTMI . //I . 2e-05: 92 : 3 
3//SACCHAR0HYCES CEREVISIAE (BAKER’S YEAST) . //Ql 2024 
F-NT2RP1001 3 1 0//PR08ABLE E4 PROTEI N. //O. 99: 109: 26//HUMAN PAP>LLO«A 
VIRUS TYPE 5.//P06924 

F-NT2RP1 001 31 t// SODIUM/HYDROGEN EXCHANGER S (NA(f)/H(+) EXCHANGER 
5) (NHE-S) (FRACMENT). //O. 99: 94: 31 //HOMO SAPIENS (HUMAN) . //Ql 4940 
F-NT2RP1O0I3I3//CYTOCHRONE B5. //9. Oe-13: 92: 38//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) . //P4031 2 

F-NT2RP100I 361//NADH-UBIQUINONE OXIDORE0UCTASE SUBUNIT BI4.SB (EC 
1.6. S. 3) (EC 1.6.99.3) (COMPLEX I-B14.5B) (CI-B14. 5B).//1. 2e-47: 11 
7 : 74//B0S TAURUS (BOVINE) . //Q02827 

F-NT2RP100I 385//CELL OIVISION PROTEIN FTSN.//0.64: 1 07 : 2B//ESCHER I C 
H1A C0LI.//P2913I 

F-NT2RP1001 39S//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS 
) . //O. 25: 35: 4S//GALLU5 CALLUS (CHICKEN) . //P02467 
F-NT2RP1001410//PUTATIVE CTP-BINDI NC PROTEIN M08E3. 3. //2. 2a-4l : 1 2 
9:67//CAENORHABOI T IS ELEGANS. //P9l 91 7 

F-NT2RPI 001 424//UREASE ACCESSORY PROTEIN UREF (FRAGNENT) ,//0. 87 : 2 
4: 45//ESCHERICHI A COL I . //Q03286 

F-NT2RPI001 432//CYSTE I HE PROTEINASE INHIBITOR B (CYSTATIN B) (SCB 
) . // 1 . 0 : 35 : 42//HEL I ANTHUS ANWJUS (COMMON SUNFLOWER) . //Ql 0993 
F-NT2RP1 001 449//KERAT I N, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KER 
AT IN) .//O. 053: 37:37//OVIS ARIES (SHEEP) . //P26372 
F-NT2RP1 001 457//HYP0THET ICAL 57.0 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN IN CPR4-SSK22 INTERGENIC RECI0N.//2. 9e-l 6: 1 59: 30//SACCHAR0MY 
CES CEREVISIAE (BAKER'S YEAST) . //P25382 

F-NT2RP1 001 466//HYP0THET I CAL PROTEIN MJ02S4. //5. 3e-1 5: 162: 35//1ETH 
ANOCOCCUS JANNASCHI I . //Q57732 

F-NT2RP1 001 475//HYP0THET I CAL 195.1 KD PROTEIN IN DNA43-UBI1 INTERG 
EM 1C REGION.//0. 69: M 9: 2T//SACCHA ROMYCES CEREVISIAE (BAKER'S YEAS 
T) .//P40457 

F-NT2RP1001482//PR0TEAS0ME COMPONENT C9 (EC 3.4.99.46) (MACROPAIN 
SUBUNIT C9) (MULT I CATALYTIC ENDOPEPT I OASE COMPLEX SUBUNIT C9).//t. 
0: 58: 32//HOMO SAPIENS (HUMAN) .//P2 5789 

F-NT 2 RP 1 00 1 494//MALE STERILITY PROTEIN 2.//2.4e-l2:84:42//ARA8IOOP 
SIS THALIANA (MOUSE-EAR CRESS) . //Q0889I 

F-NT2RPI001 543//MYO- 1 NOS I TOL-1 -PHOSPHATE SYNTHASE (EC 5. 5. 1 . 4) (IP 
S) .//6. 3®-37:94: 52//SP I ROOELA POLYRRHIZA. //P42803 
F-NT2RPI001 546//LEUK0CYTE SURFACE ANTIGEN C053 (CELL SURFACE GLYCO 
PROTEIN C053).//9. 3#-11 :98:29//HOMO SAPIENS (HUMAN). //PI 9397 
F-NT2RP1001 569//5IGNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT 
(SR-BETA) . //2. 2e-64 : 1 59 : S4//NUS MUSCULUS (MOUSE) . //P47758 
F-NT2RP1 001 6 1 6//HYP0THET ICAL 13.5 KD PROTEIN C45G9. 7 IN CHROMOSOME 
III. //9. 2e-05 : 49 : 42//CAEM0RHABD I T I S ELEGANS . //Q09506 
F-NT2RP1 001665//REG8 PROTE IN. //0. 99: 29: 37//PSEUDOMONAS AERUGINOSA. 
//Q03381 

F-NT 2RP2000001 //SMALL PROLINE-RICH PROTEIN 2-1. //O. 64: 36: 41 //HOMO 
SAPIENS (HUMAN). //P3 5326 

F-NT2RP2000006//DMAJ PROTEIN HOMOLOG 1 (HOJ-1) (HEAT SHOCX PROTEIN 
40) (HSP4O).//1.7e-l9:74:52//H0M0 SAPIENS (HUMAN) . //P2568S 
F-NT2RP2O0O0O7//TROPOMYOS I N. FIBROBLAST AND EPITHELIAL MUSCLE-TYPE 
(TM36) (TME1) (TM1).//O.93:l26:23//HOMO SAPIENS (HUMAN) . //P06468 
F-NT2 RP2000008//Z I NC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X3 
I) (K IAA006S) (HA0946) (FRAGMENT) . //4. 2e-3S: 1 56 : 54//H0M0 SAPIENS 
(HUMAN). //Q06730 

F-NT2RP2000027//NAOH-UBIQUINONE OX I DOREDUCTASE CHAIN 5 (EC 1.6.5. 
3) (FRACMENT). //O. 95: 41 :39//MACACA FASCICULARIS (CRAB EATING HACAQ 
UE) (CYNOMOLGUS MONKEY) . //PS066S 

F-NT2RP2000032//BAX PROTEIN. CYTOPLASMIC ISOFORM GAMMA. //1 . 0: 35 34 
//HOMO SAPIENS (HUMAN) . //Q0781 S 

F-NT2RP2000040//BAS I C PROLINE-RICH PEPTIDE IB-1 .//O. 0024: 58: 36//HO 
MO SAPIENS (HUMAN). //P042 81 

F-NT2RP2000045//DNAJ PROTEIN.//!. 1«-1 2:42: 66//THERMUS AQUATICUS (S 
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U8SP. THERMOPHILUS) . //QS6237 

F-NT2RP20000S4/ /GOMADOL I BER I N Itt PRECURSOR (GONADOTROPIN- RE LEAS IN 
G HORMONE Ilf) (GNRH-III) (LH-RH III) (LUII8ERIN III). //O. 20:46 36 
//ONCORHYNCHUS MASOU (CHERRY SALMON) (MASU SALMON) . //P3097 3 
F-NT2RP20000S6//PRCTE IN-TYROSINE PHOSPHATASE EPSILON PRECURSOR (EC 
3. 1 . 3. 48) (R-PTP- EPSILON). //I. 3e-18:4S: 100//MUS NUSCULUS (MOUSE 
) . //P49446 

F-NT2RP20000S7//HOK080I PROTEIN HOX-AS (SI2-B) (FRAGMENT) . //O. 71 : 
44:40//SALM0 SALAR (ATLANTIC SALMON) . //PO 96 3 7 

F-NT2RP2000070// INSULIN. //O. 94: 30:43//HYSTRIX CRISTATA (CRESTED PO 
RCUPINE) . //POI 328 

F-NT2RP2000076//ETS-L I KE PROTEIN POINTED PI (D-ETS-2). //O. 001 3:76: 
40//DROSOPHILA NELANOGASTER (FRUIT FLY) .//PS1022 
F-NT2RP2000077//U1 SMALL NUCLEAR R 1 60NUCLE0PR0TE IN C (UI-O.//0.2 
4: 49: 40//HQMO SAPIENS (HUNAN) . //P09234 

F-NT2RP2000079//PLATELET FACTOR 4 (PF-4).//0. 15: S2: 30//SUS SCROFA 
(PIG) . //P30034 

F-NT2RP2000088//HYPOTHET ICAL 13.6 KO PROTEIN IN SPT4-R0M1 INTERGEN 
1C REGION. //I. 0: 36:44//SACCHAR0NYCES CEREVISIAE (BAKER’S YEAST).// 
P5324S 

F-NT2RP2000091 //HYPOTHETICAL PROTEIN HI0I49 PRECURSOR. //O. 22: 38:47 
//HAEMOPHILUS INFLUENZAE. //P43953 

F-NT2RP2000097//V I RUS ATTACHMENT PROTEIN (061 R) .//O. 75:33: 36//AFRI 
CAN SWINE FEVER VIRUS (STRAIN BA71V) (ASFV) . //P32S10 
F-NT2RP2000098 

F-NT2RP2000108//!!!! ALU SUBFAMILY SI WARNING ENTRY ? !!!//2. 4e-09: 
50: 70//H0MO SAPIENS (HUMAN). //P391 95 

F-NT2 RP2000 114//W I SKOTT- ALDRICH SYNDROME PROTEIN (WASP) . //O. 024: 5 
2:44//HOMO SAPIENS (HUMAN) .//P42768 

F-NT2RP2000120//5.8 KD PROTEIN IN MIC OPERON (ORF 4). //0. 67:37:32/ 
/DESULFOVIBRIO VULGARIS (STRAIN HI LDENBO ROUGH) . //P33391 
F-NT2RP2000I 26//CHROMOOOMA I N-HELiCASE-DNA-B INDING PROTEIN 1 (CHD- 
1) . //I. 5e-23: 94:47//HONO SAPIENS (HUMAN) . //0 14646 
F-NT2RP20001 33//SPL ICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B5 
3) . //5. 66-10:82 : 39//HOMO SAPIENS (HUMAN) . //Q1 5427 
F-NT2RP20001 47//CLATHR I N COAT ASSEWLY PROTEIN AP47 (CUTHRIN COAT 
ASSOCIATED PROTEIN AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 
47 KD SUBUNIT) (CUTHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 
I MEDIUM CHAIN). //6. 7e-89:96: 98//MUS MUSCULUS (MOUSE) . //P355B5 
F-NT2RP20001 S3//PEPT I DYLPROLYL ISOMERASE CYP-I (EC S. 2. 1.8) (PEPTI 
DYLPROLYL CIS-TRANS ISOMERASE) (CYCLOPHILIN) (PPIASE).//1. 7e-QS: 13 
6 : 33//BRUGIA MALAY) . //Q27450 

F-NT2RP20001 57//ML02 PR0TEIN.//2. 7e-06 :62:4O//SCHIZOSACCHAR0MYCES 
POMBE (Ft SSI (Ml YEAST) . //Q09329 

F-NT2RP2000161//DIS3 PROTEIN H0M0L0C.//2. 7«-33: 173: 45//CAENORHABOI 
TIS ELECANS. //Q1 7632 

F-NT2RP2000l73//HYPOTf€TICAL 10.5 KD PROTEIN IN SOOA-COMGA INTERCE 
NIC REGION. //O. 99:62: 25//BAC I LLUS SUBTILIS. //PS4499 
F-NT2RP20001 75//MALE SPECIFIC SPERM PROTEIN MST84D8.//0. 1 9:41 : 43// 
DROSOPHIU NELANOGASTER (FRUIT FLY) . //QQ1643 

F-NT2RP20Q01 83//DIHYDR0PYRIMIDINASE REUTEO PROTEIN-2 (DRP-2) (NEU 
RAL SPECIFIC PROTEIN NSP60).//4. le-19: I I4:44//B0S TAURUS (BOVINE). 
//002675 

F-NT2RP20001 95//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 99: 
30: 33//MICROTUS PENNSYLVANICUS (MEADOW VOLE) . //P24949 
F-NT2RP2000205//MERCURIC TRANSPORT PROTEIN PERIPUSMIC COMPONENT P 
RECURSOR (PERIPUSMIC MERCURY ION BIND INC PROTEIN) (MERCURY SCAVEN 
GER PROTEIN). //O. 098: 88:2 5//S1CWANELU PUT REF AC I ENS (PSEUDOMONAS P 
UTREFACIENS) . //Q54463 

F-NT2RP2000208//MALE SPECIFIC SPERM PROTEIN MST84DO.//0. 020: 19:57/ 
/DROSOPHIU NELAMOGASTER (FRUIT FLY) .//Q01S45 

F-NT2RP2000224//PUTAT I VE CUTICLE COLUUZN C09CS. 4.//0. 0058: 1 59: 32/ 
/CAENORHABD I T I S ELEGANS. //Q0I455 

F-NT2RP2000232//P55-C-F0S PROTO-ONCOGENE PROTEIN (FRAGMENT).//!. 0: 
44: 38//0VI S ARIES (SHEEP) . //002 761 

F-NT2RP2000233//GASTRIN/CHOLECYSTOKININ TYPE B RECEPTOR (CCK-B REC 
EPTOR) (CCK-BR).//0. 34:53 :43//CAN IS FAMILIAR IS (DOG) . //P30S52 
F-NT2RP2000239//ACI0IC PROL I PIE-RICH PROTEIN PRECURSOR (CLONE PRP2 
5) (FRAGMENT). //0. 01 9: 69 :33//RATTUS NORVEGICUS (RAT) . //PI 0164 
F-NT2RP200Q248//OVOMUCOIO (FRAGMENT) .//O. 88: 18: 55//POLYPLECTRON EM 
PHANLM (PAUWAM PEACOCK -PHEASANT) . //P52250 

F-NT2RP2000257//PUTATI VE MITOCHONDRIAL CARRIER Yl L006W. //6. 4e-09: 8 
3: 37//SACCHAROMYCES CEREVISIAE (BAKER’S YUST) . //P40556 
F-NT2RP200025B//MY0S I N II HEAVY CHAIN. NON MUSCLE. //O. 081 : 21 7 : 28// 
DICTYOSTELIUM OISCOIDEUM (SLIME MOLD) . //P08 799 
F-NT2RP2000270//! 5 ! ! ALU SUBFAMILY J MANNING ENTRY ! !! !//2. 4«-17: 8 
0: 57//HOMO SAPIENS (HUMAN) . //P3 9 1 88 

F-NT2RP2000274/ /HYPOTHET I CAL 5.8 KD PROTEIN. //O. 082: 22: 4S//CL0VER 
YELLOW MOSAIC VIRUS (CYMV) . //PI 6485 

F-NT2RP2000283//HYPOTHET I CAL 83.6 KD PROTEIN R0503. 2 IN CHROMOSOME 

[0 6 5 9] 



III. //O. 39:38: 34//CAENORHABDI TIS ELEGAMS. //P3453S 
F-NT2RP2000288 

F-NT2RP2000289//HYPOTHET I CAL 9.4 KD PROTEIM IN RNPA-THDF INTERGENI 
C REGION. //O. 40: 38:42//ESCHERICHIA COL I . //P22847 
F-NT2RP2000297//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) 
(MTF0.//2. 3e-62:206:47//H0MD SAPIENS (HUMAN).//Q03923 
F-NT2RP2000298/ /CUT I CLE COLUGEN 12 PRECURSOR. //O. 55:81 : 40//CAENOR 
HA8DITIS ELECANS. //P20630 

F-NT2RP2000310//RUBRED01IN (RD).//0. 1 3: 43: 41 //TREPONEMA PALLIDUM./ 
/OS 3 956 

F-NT2RP2000327//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//I.Q:4 
6 : 30//GADUS MORHUA (ATLANTIC COO) . //PI 5996 

F-NT2RP2O0O328//HYPOTHET ICAL 86.6 KO PROTEIN IN PFKI-T0S4 INTERGEN 
1C REGION. //2. 0a-21 : 1 98: 3I//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAS 
T).//P533I3 

F-NT2RP2 000329//GTP : AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 
4.10) (AK3) . //I . 8e-91 : 1 55: 92//BOS TAURUS (BOVINE) . //P08760 
F-NT2RP2000337//PR0TEIN A54.//0. 7S:48:35//VACCINI A VIRUS (STRAIN I 
R), AND VACCINIA VIRUS (STRAIN COPENHAGEN) . //P2 1 072 
F-NT2RP2 000346/ /MYELO 1 0 DIFFERENTIATION PRIMARY RESPONSE PROTEIN M 
YDI16.//9.7e-l3:ll4:42//MUS WSCULUS (MOUSE) . //PI 7564 
F-NT2 RP2000369//CALTR I N (CALCIUM TRANSPORT INHIBITOR) . //O. 98: 47: 34 
//MUS MUSCULUS (MOUSE) . //Q09098 

F-NT2RP20004I2//SHORT NEUROTOXIN D PRECURSOR. //O. 66: 57: 36//AiPYSUR 
US UEVIS (OLIVE SEA SNAKE) . //PI 9960 

F-NT2RP20DO4I4//KETEROGENEOUS NUCLEAR RIBONUCLEOPROTE IN F (HNRNP 
F) . //I . 0e-27 : 96 : 6 7 //HOMO SAPIENS (HUMAN) . //P52597 
F-NT2RP200D420//Z1NC FINGER PROTEIN I91.//0. I6:47:38//H0M0 SAPIENS 
(HUMAN). //Ol 4754 

F-NT2RP2000422//PUTATIVE PHOSPHQACET YLCLUCOSAM I NE MUTASE (EC S.4. 
2.3) (ACETYLGLUCOSAM I NE PHOSPHOMUTASE) (N-ACETYLGLUCOSAMINE-PHOSPH 
ATE MUTASE) .//3. 6*-l9: 148: 3S//SCHI ZOSACCHAROMYCES POMBE (FISSION T 
EAST) . //Q09687 

F-NT 2RP2000438//TUBUL I N GAMMA CHAI N. //O. 86: 190: 27//RETICUL0MYXA FI 
LOSA. //P5440S 

F-NT2RP2000448//0XY5TEROL-BINDING PR0TEIM.//3. 7«-13: 140:42//HOMO S 
API ENS (HUMAN). //P22059 

F-NT2RP2000459//NEUR0MAL PROTEIN 3.1 (P31I PROTEIN) .//I. 0:45 35//H 
OMO SAPIENS (HUMAN). //Q 166 12 

F-NT2RP2000498//! ! ! I ALU SUBFAMILY SQ WARNING ENTRY ! ! • !//0. 062 : 2 

5 : 68//HOMO SAPIENS (HUMAN) .//P3 9 194 

F-NT2RP2000503 

F-NT2RP2000510//TQXIN IV-S.//1. 0:51 :33//TITYUS BAH I ENS I S (BRAZILIA 
N SC0RPI0N).//P56608 

F-NT2RP200051 6//SLYX PROTEIN.//!. 0:52: 32//ESCHER I CHI A C0LI.//P3085 
7 

F-NT2 RP2000523/ /PHORBOL I N I (FRAGMENTS) . //1 . 4«-06 : 36: 47//H0M0 SAP I 
ENS (HUMAN). //P3 1 941 

F-NT2RP20Q0603//ALPHA/BETA-GLIADIN PRECURSOR (PROLAMIN) (CUSS A- 1 
I l).//0. 93 : I 19:26//TRITICUM AESTIVUM (WHEAT).//P04723 
F-NT2RP200Q617//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE) . //O. 0 
56:16: 62//OVIS ARIES (SHEEP). AND CAPRA HIRCUS (GOAT) .//P04 102 
F-NT2 RP2000634/ /NEDD-4 PROTEIN (EC 6.3.2.-) (KIAA0093) (FRAGMENT). 
//I . Be-05: 128: 28//HOMO SAPIENS (HUNAN) . //P46 934 
F-NT2RP2000644//HYPOTHETICAL PROTEIN HI1S66 PRECURSOR. //O. 85 48 : 39 
//HAEMOPHILUS I NFLUENZAE. //P44257 

F-NT2RP2000656//EARLY GROWTH RESPONSE PROTEIN 1 (EGR-1) (NERVE GRO 
■TH FACTOR- INDUCED PROTEIN A) (NGFI-A) .//1 .0:111: 24//RATTUS NORVEC 
ICUS (RAT) . //P081 54 

F-NT2RP20O0658//UR0NATE ISOMERASE (EC 5.3.1.12) (GLUCURONATE I SOME 
RASE) (URONIC ISOMERASE). //O. 49:79: 31//ESCHERICHIA COLI . //P42607 
F-NT2RP2000668//MEROZOI TE SURFACE AMTIGEN 2 PRECURSOR (MSA-2) (45 
KD MEROZOITE SURFACE ANTICEN) .//O. 020: 115:30//PLASMOOIUM FALCIPARU 
N (ISOUTE 3D7) . //PS0498 

F-NT2RP2000678//M*! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//0. 00085: 3 
8 : 68//H0M0 SAPIENS (IfiJMAN) . //P391 88 

F-NT2RP2000704//HM ALU SUBFAMILY J WARNING ENTRY 1 M !//2. 2e-l7:S 
5: 74//HOMO SAPIENS (HUMAN) . //P3 9 188 

F-NT2RP2O007I0//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE 
— TRNA LIGASE) (ASPRS) . //8. 9e-47: 106:59//TREPONEMA PALLIDUM.//0839 
50 

F-NT2RP2000715 

F-NT2RP20O0731//CONIDIATION-SPECIFIC PROTEIN 10. //O. 094: 31 : 41 //NEU 
ROSPORA CRASSA. //P10713 

F-NT2RP20007S8//!!!! ALU SUBFAMILY J WARNING ENTRY !*! !//0. 00027: 3 
1:74/ /HOMO SAPIENS (HUMAN) .//P3 9 188 

F-NT2RP2000764//NIFS PROTEIN. //2. 7 #-27: 175:47//ANABAENA SP. (STRAI 
N PCC 71 20). //PI 2623 

F-NT2RP2000809//HYPOTHETICAL PROTEIN MG381 HOMOLOC. //O. 91 : 85: 25//M 
YCOPLASMA PNEUMONIAE. //P7521 9 
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F-NT2RP200081 2//D I LUTE NYOSIN HEAVY CHAIN, NON-MUSCLE (MYOSIN 5A). 
/ft. 8e-07 : 1 33: 3 I//MUS MUSCULUS (HOUSE). //Q9 91 04 
F-NT2RP20008I4//40S R I BOSOMAL PROTEIN S27A.//0. 93:44: 38//LYCOPERS I 
CON ESCULENTUN (TOMATO), AND SOLAN UN TUBEROSUM (POTATO). //P27083 
F-NT2RP2000816//HYPOTHET ICAL 88.4 KD PROTEIN B0464. 7 IN CHROMOSOME 
III. //J. 36-21 : 1 23 : 39//CAENORHABD I T I S ELECANS. //Q03S65 
F-NT2RP2000B1 9//TR0P0NY0S IN 5. CYTOSKELETAL TYPE. //1 . 0:71: 30//MUS 
MUSCULUS (MOUSE). //P2 It 07 

F-NT2RP2000841//GUANINE NUCLEOTIDE RELEASING PROTEIN (GNRP) .//O. 00 
11:133: 2B//MUS MUSCULUS (MOUSE) . //P2767 1 

F-NT2RP2000842//LYSQPH0SPHAT IOIC ACID RECEPTOR (EOG-2) . //S. 4e-l 3: 2 
2: 95//H0M0 SAPIENS (HUMAN) . //Q92G33 

F-NT2RP200084S//BOVMAN-B1RK TYPE PROTEINASE INHIBITOR (MSTI).//0. 9 
2: 24:4I//MEDICAG0 SCUTELLATA (SNAIL MEDIC). //P8032 1 
F-NT2RP2000863//N-NYC PROTO- ON COGENE PR0TEIN.//0. 010: 148: 27//XENOP 
US LAEVIS (AFRICAN CU1E0 FROG) .//P24793 

F-NT2RP2000880//PROBABLE TRANSLATION INITIATION FACTOR IF-2.//4.0 
•- 100:1 99 :94//H0M0 SAPIENS (HUMAN) . //060841 

F-NT2RP2000892//PROCOLLACEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: 
CHONOROCALC I N] . //O. 43 : 45 : 44/ /MUS MUSCULUS (MOUSE). //P2 848 1 
F-NT2RP2000931//MATRIN 3.Z/2. 86-46: 104:92//RATTUS NORVECICUS (RAT 
).//P43244 

F-NT2RP2ODO932//2-SA-OEPEN0ENT RIBONUCLEASE (EC 3.1.26.-) (2-SA-DE 
PENDENT RNAASE) (RNASE L) (RIBONUCLEASE 4) (FRAGMENT) . //3. 9t-07: 11 
3:31 //MUS MUSCULUS (MOUSE) . //Q0592I 

F-NT2RP2000938//VOLTAGE-CATED POTASSIUM CHANNEL PROTEIN KV3. 3 (KSH 
MID). //O. 02fi : 59: 45//RATTUS NORVECICUS (RAT) . //QO 1 9S6 
F-NT2RP2000943//HYPOTHET ICAL PROTEIN Kl AAOO 79 (HA3S43) . //S. 9e- 18:1 
61 :42//H0M0 SAPIENS (HUMAN) . //PS 3 9 92 

F-NT2RP2000965// INNER CENTROMERE PROTEIN (INCENP).//0.062: 1S6:2S// 
CALLUS GALLUS (CHICKEN) . //PS3 3 52 

F-NT2RP2000970//EC PROTEIN H0M0LX.//1. 0: SO: 30//ARA8IOOPSIS THALIA 
NA (MOUSE-EAR CRESS) . //P93746 

F-NT2RP2000985//HYP0THET I CAL 96.8 KD PROTEIN IN SIS2-MTD1 INTERGEN 
1C REGION. //2.5«-06: 53: 47//SACCHAR0MYCES CEREVIS1AE (BAKER’ S YEAS 
T).//P36I59 

F-NT 2 RP2000987// INSECT TOIIN 4 (INSECT TOXIN AAH IT4) .//I. 0: 32 : 34/ 
/AND ROC TONUS AUSTRALIS HECTOR (SAHARA SC0RPI0N).//P2I ISO 
F-NT2RP2001036//MM ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//1. 2e-33: 
65:81//KOMO SAPIENS (HUMAN). //P3 9 1 93 

F-NT2RP2001044//HIRUSTASIN. //O. 97 : IS: 66//HIRUDO MEDICINALIS (MEDIC 
INAL LEECH). //P80302 

F-NT2RP2001056//! ! ! ! ALU SUBFAMILY SQ VANNING ENTRY •!! *//1. 06-24: 
85: 6 5/ /HOMO SAPIENS (HUMAN) . //P3 91 94 

F-HT2RP2001065//BOIMAN-BI RK TYPE SEED TRYPSIN AND CHYMOTRVPSIN INH 
I B I TOR (BTCI) . //0. 41 : SO: 32//VIGNA UNGUICULATA (C01PEA) . //P17734 
F-NT2RP20Q1 070//PROBA8LE PYRIOOXAMINE S’ -PHOSPHATE OXIDASE (EC 1. 
4.3.S) (PNP/PMP OXIDASE) (FPRA PROTE IN). //6. 2e-1 8:64: 48//MYXXXCU 
S XANTHUS. //P2 1 1 59 

F-NT2RP200108I//SYNAPTOTACMIN IV.//7. 8e-!6:94:46//RATTUS NORVEGICU 
S (RAT) . //PS0232 

F-NT2RP2001094//METALL0THI0NEIN-I (MT- I) . //I . 0: 24: 33//RATTUS NORVE 
GICUS (RAT) . //P02803 

F-NT2RP2001 1 19//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//7. 56-1 1 : 
61 :63//HOMO SAPIENS (HUMAN). //P3 9 195 

F-NT2RPZ001127//XE 169 PROTEIN (SMCX PROTEIN) (FRAGMENTS) . //1 . 0«-4 
7 : 15S: S8//MUS MUSCULUS (MOUSE). //P4 1 230 

F-NT2RP200 1 1 37//C0LLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) . //0. 10:68: 
39//BOS TAURUS (BOVINE) . //P25508 

F-NT2RP2001U9//!!!! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//1. It-I3:8 
1:59//HOMO SAPIENS (HUMAN). //P3 9 188 

F-NT2RP200 1 1 68/ /PROTE 1 N KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENT 

S) . //0. 007 1:77: 33//RATTUS NORVECICUS (RAT) . //P20468 

F-NT2RP200 1 1 73//CYTOSKELETON-ASSOC I ATED PROTEIN CKAPI (TUBULIN FOL 
DING COFACTOR B) . //1 . 0: 36 :41//HOMO SAPIENS (HUMAN) . //Q99426 
F-NT2RP2001 174//ZINC FINGER PROTEIN I J7.//7. 2»-1 1 :65:43//HOMO SAP I 
ENS (HUMAN). //P52743 

F-NT2RP200 1 1 96/ /NADH-U8 1 QU I NONE OXIOOREDUCTASE CHAIN 2 (EC 1.6.5. 

3) . //1 . 0 : 95 : 26//CAPRA HIRCUS (GOAT) . //Q38346 

F-NT2RP2001218//HYP0THETICAL 59.2 KD PROTEIN IN N0B1-SGAI INTERGEN 
1C REGION. //O. 00024:80: 23//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 

T) . //P40486 

F-NT2RP20OI226//RABPHILIN-3A (FRAGMENT) .//4. 66-05: 121 : 39//NUS MUSC 
ULUS (NOUSE). //P4 7 708 

F-NT2RP2001233//Z1NC FINGER PROTEIN ZFP-36 (FRAQtNT) . //3. 2a-6l : 1 5 
3: S6//H0M0 SAPIENS (HUMAN). //PI 64 IS 

F-NT2RP2001 245//SYNAPTONENAL COMPLEX PROTEIN 1 (SCP-1 PROTEIN).// 
4. 96-05:230:21 //HOMO SAPIENS (HUMAN) . //Q1 5431 

F-NT2RP2001 268//HOMEOBOX PROTEIN CEH-32.//0. 23: 1 59: 25//CAEN0RHABDI 
TIS EUEGANS. //Q23I 75 



F-NT2RP2001 277 

F-NT2RP2001290//BETA-S0LUBLE NSF ATTACHMENT PROTEIN (SNAP-BETA) (S 
NAP-ALPHA HOMOLOG) (BRAIN PROTEIN 147) (FRAOCNT).//!. 06-86: 131 :97 
//MUS MUSCULUS (MOUSE) . //P 2 8 66 3 
F-NT2RP2001 295 

F-NT2RP20013l2//N-ACETYLauC0SAilltt-6-SULFATASE PRECURSOR (EC 3.1. 
6.14) (G6S) (GLUC0SAM1NE-6-SULFATASE) .//O. 64: 80: 33//CAPRA HIRCUS 
(GOAT) . //P50426 

F-MT2RP2001 327//TUMOR NECROSIS FACTOR. ALPHA- I NDUCED PROTEIN 1. EN 
OOTHELIAL (B12 PROTE IN).// 1.06-36:1 18 :6S//H0M0 SAPIENS (HUMAN). //Q 
13829 

F-NT2RP2001 328//PROBABLE E5 PROTEIN. //I. 0:46: 41//HUMAN PAPILLOMAVI 
RUS TYPE 33.//P06426 

F-NT2RP200I 347// ! ! ! ! ALU SUBFAMILY SP VARNING ENTRY ! ! M//4. Se-19: 
66 :62//HOMO SAPIENS (HUMAN) . //P39I 93 

F-NT2RP2001 366//SPERM-SPEC1FIC PROTEIN PHI-1.//0.66: 55: 32//MYTILUS 
EDULIS (BLUE MUSSEL) . //Q04621 

F-NT2RP200I 378//V0LTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSH 
IHD) (FRAGMENT). //O. 060: 78: 33//HOMO SAPIENS (HUMAN) . //Q 14003 
F-NT2RP2001 381//26S PROTEASE REGULATORY SUBUNIT 8 (SUGI HOMOLOG) 
(XSUGI) .//1 . 0: 167:26//XENOPUS LAEVIS (AFRICAN CLAIEO FRX).//P4647 
0 

F-NT2RP2001 392//KERATIN, HIGH- SULFUR MATRIX PROTEIN. 1 1 1 A3. //O. 008 
0:82:32//OVIS ARIES (SHEEP). //P02441 

F-NT2RP2001 394//POLYHOKEOTI C-PROX I MAL CHROMATIN PROTEIN. //O. 024: 3 
9: 53//DROSOPHILA MELANOGASTER (FRUIT FLY). //P3 9769 
F-NT2RP20OI397//C2/MITOTIC-SPECIFIC CYCLIN B2. //1 . 4e-46 : 1 25: 78//BE 
SOCRICETUS AURATUS (GOLDEN HAMSTER). //P37883 

F-NT2RP2001 420//SAL I VARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP 
3. CP4 AND CPS) [CONTAINS: BASIC PEPTIDE I 8-6: PEPTIDE P-HJ.//0.00 
018:1 13: 38//HOMO SAPIENS (HUMAN) . //P04280 

F-NT2RP2001 423//HYP0THET 1 CAL 9.4 KD PROTEIN IN GP31-CD INTERGENIC 
REGION (ORF A) . //O. 90:23: 43//BACTER I OPHAGE T4. //PI 7307 
F-NT2RP2001427//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! \ ! !//2. 2e-l 1 : 3 
8: 68//H0M0 SAPIENS (HUMAN) . //P 3 91 88 

F-NT2RP2001436//DYNEIN LIGHT INTERMEDIATE CHAIN 2. CYTOSOLIC (DCS 
3/55) (L I C-2) . //0. 25:124: 28//RATTUS NORVECICUS (RAT) .//Q62698 
F-NT2RP2001 440//1 4-3-3 PROTEIN GAMA (PROTEIN KINASE C INHIBITOR P 
ROTE IN-1) (KC I P-0.//4. 86-62:1 45 :90//RATTU$ NORVECICUS (RAT).//P35 
214 

F-NT2RP2001445 

F-NT2RP2001 449//CLEAVAGE AND POLYADENYLAT I ON SPECIFICITY FACTOR. I 
00 KO SUBUNIT (CPSF 100 KD SUBUNI T) . //9. Se-118: 226: 9S//B0S TAURUS 
(BOVINE). //Q1 0568 
F-NT2RP2001450 

F-NT2RP2001467//SH0RT NEUROTOXIN 1 (TOXIN V-l l-1).//J.0:25:40//BUN 
GARUS FASCIATUS (BANDED KRAIT) . //PI 0808 
F-NT2RP2001 506 

F-NT2RP200I51 1//HYP0THETICAL 115.4 KD PROTEIN ZK757.3 IN CHRONOSOM 
E 1 1 1 .//O. 49: 1 24: 29//CAENORHABOIT IS ELEGANS.//P34681 
F-NT2RP20Q1 520//V I TAMIN D-DEPENOENT CALCIUM-BINDING PROTEIN. INTES 
TINAL (CABP) (CALB INDIN 09K) . //O. 035: 71 : 33//HONO SAPIENS (HUMAN) ./ 
/P29377 

F-NT2RP200I 526 

F-NT 2RP200 1 536//MET ALLOTH I ONE I N- 1 (MT-I) . //1 .0: 19: 42//C0LUMBA LIVI 
A (DOMESTIC PIGEON). //PI 5786 

F-NT 2RP200 1 560//CUT I CLE COLLAGEN 12 PRECURSOR. //O, 0018: 144: 3S//CAE 
NORHABD I T I S ELEGANS. //P20630 

F-NT2RP2001 569//! 1 ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! M//2. 7e-31 : 

1 02 : 67//HOMO SAPIENS (HUMAN) : //P3 9 1 94 

F-NT2RP2001 576//SMP3 PROTEIN. //O. 00016:75: 36//SACCHAR0MYCES CEREVI 
SI AE (BAKER* S YEAST) . //Q041 74 

F-NT2RP2001 581 //TRANSMEMBRANE PROTEIN SEX PRECURSOR. //O. 040: 46: 36/ 
/HOMO SAPIENS (HUMAN) . //PS 1 805 

F-NT2RP2001 597//PR08ABLE E4 PROTE IN. //O. 00042: 113: 34//HUMAN PAP ILL 
OMAVIRUS TYPE 5-//P06924 
F-NT2RP2001 601 

F-NT2RP20O1613//HOMEO8OX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) . //O. 14 
59: 32//GALLUS GALLUS (CHICKEN) . //PI 9601 

F-NT2RP2001628//A-AGCLUTININ ATTACHMENT SUBUNIT PRECURSOR. //O. 056 : 
140: 33//SACCHAROMYCES CEREVISIAE (BAKER* S YEAST). //P32 323 
F-NT2RP2001 634//ALPHA-CATENIN. //7. 1 6- 1 2 : 1 52 : 35//DROSOPHI LA MELANOC 
ASTER (FRUIT FLY) . //P35220 

F-NT2RP2001 660//HYPOTHETICAL 80.4 KO PROTEIN IN SMC3-MRPL8 INTERGE 
NIC REGION. //O. 43: 119: 26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST 
) . //P40358 

F-NT2RP2001 663//ALPHA ENOLASE (EC 4.2.1.11) (2-PHOSPHO-O-GLYCERATE 
HYDRO-LYASE) (NON- NEURAL ENOLASE) (NNE) (PHOSPHO PYRUVATE HYORATA 
SE) . //1 . 2 e-26 : 1 26 : 56//HOMO SAPIENS (HUMAN) . //P06733 
F-NT2RP200167S//HYPOTHET ICAL 107.7 KO PROTEIN IN RPSO 5’RECION (OR 
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FI) . //0. ZS: 148: 25//CAMPYL0BACTER JEJLM I . //Q4S089 
F-NT2RP200I677//ACIOIC PROLINE-RICH PROTEIH PRECURSOR (CLONE PRP2 
S) (FRAGMENT) . //O. 01 0: 101 : 3I//RATTUS NORVEGICUS (RAT) . //PI 0184 
F-NT2RP2Q01678//!!!! ALU SUBFAMILY J IARNING ENTRY ! 1 ! !//2. Se-18: 8 
3 :61//H0M0 SAPIENS (HUMAN) . //P391 88 

F-NT2RPZ00 1 898/ /PROTE I N C14.//0. 98: 51 : 3I//VACCINIA VIRUS (STRAIN C 
OPENHAGEN) . //P2 1 045 

F-NT2RP2001 720//MER020I TE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) (ALL 
ELIC FORM 0.//0. 18:U5:30//PLASMODUJ» FALCIPARUM (ISOUTE CAMP / 
MALAYSIA) . //Q99317 

F-NT2RP20O1 72I//MALE-SPECIFIC LETHAL-2 PROTEIN. //O. 00090: 48: 39//DR 
OSOPHILA MELANOCASTER (FRUIT FLY) . //P50S34 

F-NT2RP2001 740// ANNEX IN Yll (SYNEXIN) (FRACMENT) . //O. 50:43: 25//B0S 
TAURUS (BOVINE).//P20072 

F-NT2RP20O1 748//SAL I VARY PROLINE- RICH PROTEIN PO (ALLELE K) (CONTA 
INS: PEPTIOE P-D] (FRAGMENT). //O. 77: Ml :28//HOMO SAPIENS (HUMAN)./ 
/PI0162 

F-NT2RP200I 762 

F-NT2RP20OI81 3//PH0T0SYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-I 
).//!. 0: 22 :40//PICEA ABIES (NORMAY SPRUCE) (PICEA EXCELSA) .//04704 
0 

F-NT2RP2001838//SCYI PROTEIN. //6. Be-1 7:204 : 27//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST) .//PS 3009 

F-NT2RP2O0 1 86 1 //Dl 5K2 1 PROTEIN (FRAGMENT) . //O. 31 : 56: 39//MUS MUSCUL 
US (MOUSE). //Q8 1466 

F-NT2RP2001 869//CORNEOOESNOSIN (S PROTEIN) (FRAMENT) . //O. 97 : 78 : 30 
//SUS SCROFA (PIG) .//0I9OS4 

F-NT2RP200 I 876//ALL0GRAFT INFLAMMATORY FACTOR- I (AIF-1) (IONIZED C 
ALCIUH 8INDINC ADAPTER MOLECULE I) . //3. 5e-36: 106: 66//H0M0 SAPIENS 
(HUMAN). //P55008 

F-NT2RP2001 883//CATHEPS I N L (EC 3.4. 22. !5).//0. 95:29:4l//OVIS ARIE 
S (SHEEP). //Ql 0991 

F-NT2RP2001 898//TYPE II INOSITOL-1, 4. 5-TRI SPHQ5PHATE 5-PHOSPHATASE 
PRECURSOR (EC 3.1.3.56) (5PTASE) (FRAGMENT) .//I . 6*-84: 185: 88//H0M 
0 SAPIENS (HUMAN) . //P3201 9 

F-NT2RP2001900//ACT IN-LIKE PROTEIN ARP5.//1. le-17: 1 80 : 34//SACCHAR0 
MYCES CEREVISIAE (BAKER S YEAST) . //P53946 

F-NT2RP2001 907//HYPHAL MALL PROTEIN 1 (CELL ELONGAT I ON PROTEIN 2). 
//O. )3:108:27//CANOIOA ALBICANS (YEAST) . //P46593 
F-NT2RP20OI 926//HYPOTHET ICAL 7.6 KD PROTEIN YCF33.//0. 55:57: 26//CY 
ANOPHORA PARA00XA.//P48273 
F-NT2RP20O1 936 

F-NT2RP2001 943//HYP0THET ICAL 57.7 KO PROTEIN IN AIP1-CTF13 INTERGE 
NIC REGION. //I. 8*-13:208:22//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEA 
ST) .//Q04305 

F-NT2RP2001 946//HYP0THETICAL 13.0 KO PROTEIN IN ALGR3 3’ REGION.// 
0.59:76:28//PSEUOOMONA$ AERUGINOSA. //P2 1485 

F-NT2RP200I 947//ZI NC FINGER PROTEIN OAN (N03).//0. 53:68: 29//RATTUS 
NORVEGICUS (RAT) . //Q06880 

F-NT2RP20O1969//CHL0ROPLAST 30S RIBOSOMAL PROTEIN SI 8. //0. 001 5: 52: 
34//CHLORELLA VULGARIS. //P56353 

F-NT2RP20O1976//DI LUTE MYOSIN HEAVY CHAIN. NON-MUSCLE (MYOSIN SA). 
//9. 5«-07: 201 : 22//MUS MUSCULUS (BOUSE) .//Q9 9 104 
F-NT2RP20O1985//PR0LINE-RICH PROTEIN MP-2 PRECURSOR. //0. 016 : 90: 32/ 
/HUS MUSCULUS (MOUSE) . //PO 5 142 

F-NT2RP200I991//SO0IUM- ANO CHLOR IDE -DEPENDENT TRANSPORTER NTT73./ 
/8. 0e-14:47:76//RATTUS NORVEGICUS (RAT) . //Q08469 
F-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (N 
R-CAM) (BRAVO). //2. 9e-30: 21 1 :42//GALLUS CALLUS (CHICKEN) . //P3 53 31 
F-NT2RP2002032//FLOCCULANT-ACTIVE PROTEINS M02. 1 ANO M02. 2.//0. 23: 
20: 40//M0RINGA OLEIFERA (HORSERADISH TREE) (NOR INGA PTERYCOSPERMA 
) .//P24303 

F-NT2RP20O2O33//1 ! ! ! ALU SUBFAMILY SP MARKING ENTRY M ! !//0. 88: 27: 

62//HOMO SAPIENS (HUMAN) .//P39I 93 

F-NT2RP200204I 

F-NT2RP2002046//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN S 
MSI) (PROTEIN KINASE A INTERFERENCE PROTEIN) .//I. 0:85: 31 //SACCHARO 
MYCES CEREVISIAE (BAKER’S YEAST) .//P36027 
F-NT2RP2002047 

F-NT2RP2002058//DQM34 INTERACTING PROTEIN 2. //9. 4«-2S: 165: 34//SACC 
HAROMYCES CEREVISIAE (BAKER’S YEAST) . //Q1 2220 

F-NT2RP2002066//T I GHT JUNCTION PROTEIN ZO-1 (TIGHT JUNCTION PROTE I 
N D.//5. 78-12: 108:41//HOMO SAPIENS (HUMAN) . //Q071 57 
F-NT2RP20O2070//CVTOCHR0ME C OXIDASE POLYPEPTIDE II (EC 1.9. 3.1) 
(FRAGMENT). //O. 88. 28:S0//ASTERINA PECTINIFERA (STARFISH). //PH 958 
F-NT2RP2002076//TRP-ASP REPEATS CONTAINING PROTEIN RBA-2. //O. 0031 : 
I24:27//CAEN0RHABDITIS ELEGANS. //P90916 

F-NT2RP2002078/AERATIN. GLYCINE/TYROSINE -RICH OF HAIR.//0. 82:30:4 
0//OVIS ARIES (SHEEP) . //Q02958 

F-NT2RP20O2O79//OUTER DENSE FIBER PROTE IN. //O. 34:41 :39//HOMO SAPIE 
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NS (HUMAN). //Ql 4990 

F-NT2RP2002099//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (KNRNP U 
). //5. 2b-08:81 :48//HOMO SAPIENS (HUMAN) . //Q00839 
F-NT2RP2002105//C0LLACEN I (X) CHAIN PRECURSOR. //O. 001 2: 100: 34//B0S 
TAURUS (BOVINE) . //P23206 

F-NT2RP2002124//EARLY GROMTH RESPONSE PROTEIN I (ECR-1) (KR0X24) 
(TRANSCRIPTION FACTOR ETR103) (ZINC FINGER PROTEIN 225) (AT225).// 
0.74:72: 31 //HOMO SAPIENS (HUMAN) .//PI 8 146 

F-NT2RP2Q021 37//NEUR0T0XIN 8-11. //1 .0:27: 44//CEREBRATULUS LACTEUS 
(MILKY RIBBON M0RM).//P0I526 

F-NT2RP20021 54//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (NAC-2 AN 
TIGEN) (IGE-BINOING PROTEIN) (35 KD LECTIN) (CARBOHYORATE BINDING 
PROTEIN 35) (C8P 35) (LAMIN1N-BIN0ING PROTEIN) (LECTIN L-29) (L-34 
GALACTO SI DE-BINDING LECTIN). //O. 0029: 112: 34//MUS MUSCULUS (MOUSE 
) . //PI 61 10 
F-NT2RP20021 72 

F-NT2RP2002 1 85//UB I QUI T IN-LIKE PROTEIN 0SK2.//I. 8e-07 :87: 40//SACCH 

AROMYCES CEREVISIAE (BAKER'S YEAST) . //P485 10 

F-NT2RP2002192 

F-NT2RP2002193//CUTICLE COLLAGEN 40. //0. 0O62:7O:37//CAENORHABOITIS 
ELEGANS. //P34E04 

F-NT2RP2002208//PER0XIS0NE ASSEMBLY PROTEIN PEX10 (PEROX I N- 1 0) . // 

0. 00011: 45 :40//HOMO SAPIENS (HUMAN). //060S83 
F-NT2RP2002219 

F-NT2RP2002231//V-TYPE SOOIUM ATP SYNTHASE SUBUNIT E (EC 3.6.1.34) 
(MA(+) - TRANSLOCATING ATPASE SUBUNIT E) .//1 . 0:68: 32//ENTEROCOCCUS 
HIRAE. //P43436 

F-NT2RP20O2235//INFECTEO CELL PROTEIN ICP34. 5 (NEUROVIRULENCE FACT 
OR I CP34. 5) . //O. 0022 : 66 : 45//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 
CVG-2) . //P373I8 

F-NT2RP2002252//DNA-OIRECTE0 RNA POLYMERASE II LARGEST SUBUNIT (EC 
2.7.T.6) (RPB1) (FRAGKNT).//0.071 : 110: 31//CRICETULUS GRiSEUS (CH 
INESE HAMSTER). //PI 1 41 4 

F-NT2RP20O2256//CYTOCHROME P450 26 (EC 1.14.-.-) (RETINOIC AC I D-ME 
TABOLIZING CYTOCHROME) (P450RAI) (RETINOIC ACID 4-HYDROXYLASE) . // 
3. 1 e-31 : 75 : 84//MUS MJSCULUS (MOUSE). //OSS 127 

F-NT2RP2D02259//L-MYC-1 PROTO-ONCOGENE PROTEIN.//!. 9t-l 7:41 :90//H0 
MO SAP I ENS (HUMAN) . //PI 2S24 

F-NT2RP2CO2270//HYPOTHET I CAL 26.0 KD PROTEIN IN CYB5-LEU4 INTERGEN 
1C REGION. //2. 1 *-27: 1 64 : 36//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAS 
T).//P53930 

F-NT2RP2002292//IIMCD I ATE-EARLY PROTEIN RSP40. //O. 018:107: 23//PSEU 
DO RABIES VIRUS (STRAIN KAPLAN) (PRV) . //P24I27 
F-NT2RP200231 2//PHOSPHATIOATE CYTIOVLYLTRANSFERASE (EC 2.7.7.41) 
(COP-O I CLYCE RIDE SYNTHETASE) (COP-D I GLYCER I DE PYROPHOSPHORYLASE) 
(COP-D I ACYLGLYCEROL SYNTHASE) (COS) (CTP : PHOSPHAT 1 DATE CYTIDYLYLTR 
ANSFERASE) (COP-OAC SYNTHASE) .//1 . 4e-52: 1 74: 55//H0M0 SAPIENS (HUMA 
N) . //Q92903 

F-NT2RP2002316//HI STONE H1.C6/H1.C9.//l.O:40:4O//TRYPANOSOIIA CRUZ 

1. //P40269 

F-NT2RP200232S//PER0XIS0MAL MEMBRANE PROTEIN PMP30A (PMP31) (PEROX 
IN-1 1 A). //2. 2e-06: 145 : 26// CANDIDA BOIOINM (YEAST) . //Q003 16 
F-NT2RP2002333//HYPOTHETICAL 39.1 KO PROTEIN IN RNPB-SOHA INTERGEN 
1C REGION (ORF 3) . //O. 30: 86 :32//ESCHER ICHIA C0LI.//P23524 
F-NT2RP2002373//SYNAPSINS IA ANO IB. //O. 080: 145: 31//B0S TAURUS (BO 
VINE). //PI 7599 

F-NT2RP2002385//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONT 
AIMS: KNOB PROTEIN GP70: SPIKE PROTEIN P15E: R PROTEIN]. //O. 02 16 
6 : 28//M INK CELL FOCUS-FORMING MURINE LEUKEMIA VIRUS (ISOUTE Cl -3 
) . //P03388 
F-NT2RP2002384 

F-NT2RP2002408//C0LUCEN ALPHA 1(1) CHAIN (FRAGMENTS) .//0. 00030: 10 

7:37//B0S TAURUS (BOVINE) . //P02453 

F-NT2RP2002426 

F-NT2RP2002439//CI RCUMSPOROZOITE PROTEIN PRECURSOR (CS).//0. 00032: 
79: 32//PLASMOOIUM BERGHEI (STRAIN ANKA) .//P23093 
F-NT2RP20O2442//HESA PROTEIN. //6. 0«-l6 : 163: 30//PLECT0KEMA BORYANU 
M.//P46037 
F-NT2RP2002457 

F-NT2RP2002464//HYP0THETICAL 60.7 KO PROTEIN C56F8. 17C IN CHROMOSO 
HE 1. //9. 3e-18: 1 65: 32//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST)./ 
/Ql 0264 

F-NT2RP2002475//CYSTEINE-RICH HEART PROTEIN (HCRHP) .//O. 91 :45: 35// 
HOMO SAPIENS (HUMAN) . //P502 38 

F-NT2RP2002479//ATP-B I NO I NG CASSETTE TRANSPORTER 7 PRECURSOR (ABC 
TRANSPORTER 7 PROTEIN) . //6. S*-96: 186: 94//H0M0 SAPIENS (HUMAN) . //O 7 
5027 

F-NT2RP2002498//HYPOTHET I CAL MERCURIC RESISTANCE PROTEIN MERC.//0. 
65: 37: 4 5// PSEUDOMONAS AERUGINOSA. //PD4 139 

F-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1 744) . //I. 3e-31 : 1 24: 59/ 
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/HOMO SAPIENS (HUMAN) . //Q02386 

F-NT2RP2Q02504//NUCLEAR PORE COMPLEX PROTEIN MUPtSS (NUCLEOPORIN N 
UP15S) (I SS KD NUCLEOPORIN) (P140).//1. 2e-123:240:92//RATTUS NORVE 
CICUS (RAT).//P37II9 

F-NT2RP200 2 520// ACIDIC PROUNE-RICH PROTEIN HP43A PRECURSOR. //O. S 
4:83:28/ /MESOCR I CETUS AURATUS (GOLDEN HAMSTER) . //P08680 
F-NT2RP2002S37//HYPOTHET ICAL 55.1 ICO PROTEIN B0416.S IN CHROMOSOME 
X. //4. 0*— 10:1 94 : 23//CAENORHABOITIS ELECANS.//Q1 1073 
F-NT2RP2002548 

F-NT2RP2002S49//G2/MI TOT IC-SPECIF 1C CYCLIN Cl 3-1 (A-LIICE CYCLIN) 
(FRACMENT) . //O. 88:85: 30//DAUCUS CAROTA (CARROT) . //P250I0 
F-NT2RP2002S91//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 
//2.6t-l 9:60:$! //HOMO SAPIENS (HUMAN). //P5 1 523 
F-NT2RP2002595// ANNEX IN VII (SYNEXIN).//1.2e-15: 121 :49//XEN0PUS U 
EVIS (AFRICAN CLAIED FROG) .//Q92 125 

F-NT2RP2002606//PROTE I N TRANSPORT PROTEIN SEC2.//0. 00034: 98: 31//SA 
CCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //PI 7065 
F-NT2RP2Q02609//HYP0THETICAL 52.0 KD PROTEIN IN CLB6-SPT6 INTERGEN 
1C REG ION. //0. 00022: 79: 39//SACCHAR0HYCES CEREVISIAE (BAKER'S YEAS 
T) . //P53264 

F-NT2RP20O2618//PROTE IN ARGININE N-NETHYLTRANSFERASE 1 (EC 2.1.1, 

-) . //6- 2e-37 : 1 80 : 44//RATTUS NORVEGICUS (RAT) . //Q63009 
F-NT2RP200262I//NADH-UBIQUINONE OX I DO REDUCTASE CHAIN 5 (EC 1.6.5. 

3) (FRAGMENT) . //O. 98:37:3 5// LEMUR CATTA (R I NG-TA I LED LEMUR) . //Q348 
79 

F-NT2RP2002643// INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACT 
OR ICP34. 5).//0.042:77:32//HERPES SIMPLEX VIRUS (TYPE I / STRAIN H 
GH-10) .//P373I9 

F-NT2RP2002672//PROTE IN 0100. //O. 0018:41 :43//MUS MUSCULUS (MOUSE). 
//Q02722 

F-NT2RP200270I//HYPOTHETICAL 72.5 KD PROTEIN C2F7. 10 IN CHROMOSOME 

l.//3.6«-!7: 100:42//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST). //O 
09701 

F-NT2RP2002706//IMEDIATE-EARLY PROTEIN 1E180.//0. 00027: 139:33//PS 
EUDO RABIES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 
F-NT2RP2002710//SH3-8 HIDING PROTEIN 3BP-I .//6. 9e-09:96:40//MUS NUS 
CULUS (MOUSE). //P55 194 

F-NT2RP2002727//TUBER I N (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN).// 
3. 6«-20 : 1 60 : 36//RATTUS NORVEGICUS (RAT).//P49816 
F-NT2RP2002736 
F-NT2RP2002740 

F-NT2RP2002741//RHOI GOP-GTP EXCHANGE PROTEIN 2.//2. Oe-07: 178: 28// 
SACCHAROMYCES CEREVISIAE (BAKER’S YEAST). //P5 186 2 
F-NT2RP2002750// ! ! ! ! ALU SUBFAMILY SB2 MAIMING ENTRY !!!!//1.6«-0 
9:43: 72//H0M0 SAPIENS (HUMAN) .//P39 191 

F-NT2RP20O2752//LOM CALCIUM RESPONSE LOCUS PROTEIN T.//0. 95:33:39/ 
/YERSINIA PSEUDOTUBERCULOS I S. //000932 

F-NT2RP2002753//ENOOGLUCANASE EC-1 PRECURSOR (EC 3.2. 1.4) (ENDO-1 , 
4-6ETA-GLUCANASE) (CELLULASE) . //0. 71 :78: 33//TRICHOOERMA LONGIBRACH 
IATUM.//Q12714 

F-NT2RP2002769//50 KD SPICULE MATRIX PROTEIN PRECURSOR. //O. 44: 76: 3 
2//STR0NGYL0CENTR0TUS PURPURA TUS (PURPLE SEA URCHIN) . //P1 1994 
F-NT2RP2002778 

F-NT2RP2002800//CRAMBIN. //O. 99:20: S0//CRAMBE AflYSSINICA (ABYSSINIA 
N CRAMBE) . //P01 S42 

F-NT2RP2002B39//SAL I VARY PROLINE- RICH PROTEIN PRECURSOR (CLONE CP 
7) [CONTAINS: BASIC PEPTIDE P-F] (FRAGMENT). //O. 01 0:87: 31//H0M0 SA 
PIENS (HUMAN).//P028I2 

F-NT2RP20028S7// ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP3 
3) . //0. 00018:57: 45//RATTUS NORVEC I CUS (RAT) . //P04474 
F-NT2RP2002862//HYP0THETICAL 27.1 KD PROTEIN UFD4-CAP1 INTERGENIC 
REGION. //7.2e-27: 140: 40//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 
//P3320I 

F-NT2RP200288D//ONA REPAIR PROTEIN RAD32. //O. 83:67: 28//SCHIZ0SACCH 
ARONYCES POMBE (FISSION YEAST) . //QO 968 3 

F-NT2RP2002891//HOMEO8OX PROTEIN 0LX-2 (DLX-5) (FRAGMENT) . //O. 99 : 7 
0:24//RATTUS NORVEGICUS (RAT) . //Q64204 

F-NT2RP2002925//ALPHA-1O ADRENERGIC RECEPTOR (ALPHA 1 O-AORENOCEPTO 
R) (ALPHA- 1 A ADRENERCIC RECEPTOR). //O. 31 : 48: 43//H0M0 SAPIENS (HUMA 
N).//P25lOO 

F-NT2RP2002928//CELL DIVISION CONTROL PROTEIN 40. //2. 8«-2S. 142 :42/ 
/SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P40968 
F-NT2RP2002929//HYP0THET I CAL 46.2 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN 02013.2 IN CHROMOSOME 1 1 . //2. 0e-31 : 186 : 35//CAEN0RHABDI T I S EL 
EGANS. //Q 1 8 964 

F-NT2RP2002 939// ADENYLATE CYCLASE. TYPE V (EC 4. 6. 1.1) (ATP PYROPH 
OSPHATE-LYASE) (CA(2+)-INHIBITABLE AOENYLYL CYCLASE) . //O. 0022 : 98: 3 
9//CANIS FAMILIAR IS (DOC) . //P30803 

F-NT2RP2002954//U2 SMALL NUCLEAR R I BOXUC LEO PROTEIN A* (U2 SNRNP-A 
’ ) . //O. 0019:107: 30//ARA8ID0PSIS THALIANA (MOUSE-EAR CRESS). //P433J 
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F-NT2RP2002959//U81 QUIT IN-CONJUGATING ENZYME E2-I7 KO 2 (EC 6.3.2. 
19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(l 
7) KB 2).//2.8e-ll : 33: 81 //HOMO SAPIENS (HUMAN). MUS MUSCULUS (MOUS 
E). RATTUS NORVEGICUS (RAT). AND XENOPUS LAEVIS (AFRICAN CUVEO FR 
OC). //PS 1669 
F-NT2RP2002979 

F-NT2RP2002980//30S RIBOSOMAL PROTEIN SI0.//1. 1e-09:98: 36//MYC0PLA 
SMA CAPR I COLUN. //PI 01 29 

F-NT2RP2002986//R INC CANAL PROTEIN (KELCH PROTEIN). //I. Ie-I9: 141 : 3 
9//DR0S0PH I LA MELANOGASTER (FRUIT FLY) . //004652 
F-NT2RP2002987//! ! ? ! ALU SUBFAMILY SC 1ARNING ENTRY ! ! ! !//l. 3e-07: 
78: 47//HOMO SAPIENS (HUMAN) . //P391 92 

F-NT2RP2002993//ONA-OIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE 
(EC 2.7. 7.6) (RNA POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE 
I 127 KO SUBUNIT).//8. 0e-77 : 1 65: 8S//RATTUS NORVEGICUS (RAT).//054 

888 

F-NT2RP2003000//!!!! ALU SUBFAMILY SQ MARNINC ENTRY ! ! ! !//2. 8e-l 9: 
62 : 64//HOMO SAPIENS (HUMAN).//P39I94 

F-NT2RP2003034//HYPOTHET ICAL PROTEIN H1 1458. //1 . 0 :42: 35//HAEMOPH I L 
US I NFLUENZAE. //P44204 

F-NT2RP2003073//! M! ALU SU8FAMILY SB VARNING ENTRY !m//0.0051:l 

6: 87//HOMO SAPIENS (HUMAN) . //P3 9 1 89 

F-NT2RP2003099 

F-NT2RP2003108//BASIC PROLINE-RICH PEPTIDE IB-1 . //O. 84 : 47 ; 34//H0M0 
SAPIENS (HUMAN) . //P0428I 
F-NT2RP20031 1 7 

F-NT2RP2003121//HYP0THETICAL 96.7 KO PROTEIN IN STE2-FRS2 INTERGEN 
1C REGION. //9.0«-08: 99: 29//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T) . //P43572 

F-NT2RP2003125//TRANSCRIPT ION REGULATOR PROTEIN BACH2 (BTB AND CMC 
HOMOLOG 2) . //9. 2e-G8 : 1 34 : 28//MUS MUSCULUS (MOUSE) . //P97303 
F-NT2RP2003I 29 

F-NT2RP20031 37//UB I QU IT IN. //3. 4*-0S : 70: 30//NEUROSPORA CRASSA. //PI 3 
117 

F-NT2RP20031S7//HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME 

I I. //7. Me— 1 3 : 84: 40//CAENOKHABD I T I S ELEGANS. //Q092 1 7 
F-NT2RP2003158//26S PROTEASO* REGULATORY SUBUNIT S3 (PROTEASOME S 
UBUNIT P58) . //3. I e-65 : 1 55 : 84/ /HOMO SAPIENS (HUMAN) . //043242 

F-NT 2RP2003 1 i 1 / /PROL I NE-R I CH PROTEIN MP-2 PRECURSOR. //0. 001 1 : 59: 42 
//MUS MUSCULUS (MOUSE).//POSI42 

F-NT2RP20031 64//ZYX I N. //O. 0037 : 85: 36//MUS MUSCULUS (MOUSE) .//Q6 25 2 
3 

F-NT2RP200316S//!!!! ALU SUBFAMILY SQ MARNINC ENTRY ! M !//l . 2e-24: 
77 : 64//HQM0 SAPIENS (HUMAN). //P3 9 1 94 

F-NT2RP20031 77//MALE SPECIFIC SPERM PROTEIN MST840B.//0. 55:38:39// 
DROSOPHILA MELANOGASTER (FRUIT FLY) . //Q01 643 

F-NT2RP2003194//HYP0THETICAL 12.5 KO PROTEIN ZK637. 2 IN CHROMOSOME 

III. //2. 3 •— T 4 : 87: 37//CAEN0RHABO1 TIS ELEGANS. //P30629 
F-NT2RP2003206//NADH-UBI QU INONE OX I DOREDUCTASE CHAIN 3 (EC 1.6.5. 
3).//1.0:100:28//DIDELPHIS MARSUPIALIS VIRGIN I ANA (NORTH AMERICAN 
OPOSSUM). //P4 13 06 

F-NT2RP2003228//DNA REPLICATION LICENSING FACTOR MCM4 (CDC21 HOMOL 
OC) (Pl-COC21).//9. 3«-82:211:81//H0M0 SAPIENS (HUMAN) . //P3 3 991 
F-NT2RP2003230//SEC14 CYTOSOLIC FACTOR (PHOSPHATIOYUNOSITOL/PHOSP 
HATIOYLCHOLIME TRANSFER PROTEIN) (PI/PC TP).//1. 0:51 :3I//CANOIOA G 
LAB RATA (YEAST) (TORULOPSlS GLABRATA). //P53989 
F-NT2RP2003237//! N ! ALU SUBFAMILY SQ MARNINC ENTRY ! 1M//5. le-44 
66:84//H0M0 SAPIENS (HUMAN). //P3 9 1 94 

F-NT2RP20D3Z43//M PROTEIN. SEROTYPE 5 PRECURSOR. //0. 027 : 204: 23//ST 
REPTOCOCCUS PYOGENES. //P02977 

F-NT2RP2003265//BP4A PROTEIN. //O. 95: 35: 34//BRASSICA NAPUS (RAPE)./ 
/P4IS0S 

F-NT2RP2003272//ANTER-SPECIFIC PROLINE-RICH PROTEIN APC (PROTEIN C 
EX) (FRACMENT) .//5. 5e-06 : 78 : 35//BRASS ICA NAPUS (RAPE) . //P40603 
F-NT2RP2003277//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 
1) (UP-FRAMESHIFT SUPPRESSOR 1) . //I . 9e-1 9: 145: 43//SACCHAR0MYCES C 
EREVISIAE (BAKER' S YEAST) . //P3077I 
F-NT2RP2003280 

F-NT2RP2003286//RNA 3’ -TERMINAL PHOSPHATE CYCLASE (EC 6.5. 1.4) (RN 
A-3' -PHOSPHATE CYCLASE) (RNA CYCLASE) . //2. le-32: 137:42//SACCHAR0MY 
CES CEREVISIAE (BAKER’S YEAST) . //Q08096 

F-NT2RP2003293//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFI). 
//7. 7 e— 12:175: 33//HOMO SAPIENS (HUMAN). //PS 1 522 
F-NT2RP2003295//PTB- ASSOCIATED SPLICING FACTOR (PSF) .//O. OSS: 44:45 
//HOMO SAPIENS (HUMAN). //P23246 
F-NT2RP2003297 

F-NT2RP2003307//K I NES IN LIGHT CHAIN (KLC) . //2. Oe-I 8:87: 49//RATTUS 
NORVEGICUS (RAT) .//P37285 

F-NT2RP2003308//CROOKED NECK PR0TEIN.//2. le-91 : 244: 67//DR0S0PHI LA 
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MELAMOGASTER (FRUIT FIT) . //PI 7886 

F-NT2RP2003329//WYPOTHETICAL S4. 9 KO PROTEIN C02F5. 7 IN CHROMOSOME 
III. //S. 8e-S7 : 181 : SS//CAENORHABOI T I S ELEGANS. //P34284 
F-NT2RP2003339//SHORT KEUROTOXIN 1 (KEUROTOXIN ALPHA) . //O. 98: 1 1 : 72 
//OENDROASPIS POLYLEPIS POLYLEPIS (BLACK MAMBA) .//PO 1 41 6 
F-NT2RP2003347//60S RIBOSOMAL PROTEIN L38.//0. 83:42: 33//OSTERTAGIA 
OSTERTAGl .//0S1570 

F-NT2RP2003367//SYNERG I ST I C-TYPE VENOM PROTEIN C9S3, CHAIN I.//I. 

0: 37 : 35//OENDROASPIS AUGUST I CEPS (EASTERN GREEN MAMBA) .//P0I4Q8 
F-NT2RP2003391//MRNA TRANSPORT REGULATOR MTR10.//3. 3a-l1 :229:24//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //Q9 9 189 . 
F-NT2RP20O3393//PROTOCHLOR0PHYLL IDE REDUCTASE CHLB SUBUNIT (EC I. 
3.1.33) (NAD PH- PROTOCHLOROPHYLL IDE OX IOOREDUCTASE CHLB SUBUNIT) 
(FRAGMENT) . //O. 94: 29: 34//ARAUCARIA HETEROPHYLLA. //P37843 
F-NT2RP2003394 

F-NT2RP200340I//60 KD CHAPERON IN (PROTEIN CPNfiO) (GROEL PROTEIN)./ 
/O. 95:I2S:28//THERMUS AQUATICUS (SU8SP. THERMOPHI LUS) . //P4S74S 
F-NT2RP2003433//PROTEIN TRANSPORT PROTEIN SEC6I ALPHA SUBUNIT. //9. 
8e-78 : 1 78 : 84//RATTUS NORVEGICUS (RAT) . //P38378 
F-NT2RP200344S 

F-NT2RP20O344S//HYP0THETICAL PROTEIN E-l 1 5.//0. 00030: 106: 33//HUMAN 
ADENOVIRUS TYPE 2.//P03230 

F-NT2RP2003456//PHOTOSYSTEM II REACTION CENTRE M PROTEIN. //I. 0:27: 
S1//MARCHANTIA POLYMORPHA (LI VERVORT) . //PI 2168 
F-NT2RP2003466//L I NOLEOYL-COA OESATURASE (EC I. 14.99. 2S) (DELTA (6 
) -OESATURASE) . //S. 7e-06 : 1 08 : 32//SYNECHOCYST I S SP. (STRAIN PCC 680 
3).//Q08871 

F-NT2RP2003480//TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) 
(CBF-2) (T-14-6) . //7. 2b-15: 38 : SO//GALLUS CALLUS (CHICKEN) .//Q9B937 
F-NT2RP2D03499//5E5 ANTIGEN. //O. 090: 1 14: 32//RATTUS NORVEGICUS (RA 
D.//Q63003 

F-NT2RP2003S06//NADPH-CYTOCHROME P4S0 REDUCTASE (EC 1.6. 2. 4) (CPR 
).//2. Qb-11 : 91 :43//SUS SCROFA (PIG) .//P04175 

F-NT2RP20035I 1 //PARAMYOS IN, SHORT FORM (MIMIPARAMYOSIN).//0.0020: 1 
08: 2S//DROSOPHILA MELANOGASTER (FRUIT FLY) .//P35416 
F-NT2RP2003 51 3//PT8-ASS0C r ATED SPLICING FACTOR (P$F).//1. 2 b-0S:96: 
36//H0M0 SAPIENS (HUMAN) . //P2 3246 

F-NT2RP2003517//HYPOTHET ICAL 12.9 KD PROTEIN CY49.27.//0.0059:22:3 
1 //MYCOBACTERIUM TUBERCULOSI S.//Q10696 

F-NT2RP2003522//HYPOTHETICAL 10.0 KD PROTEIN. //1. 0:65: 30//THERMOPR 
OTEUS TENAX VIRUS 1 (STRAIN KRAI) (TTV1) .//PI 9283 
F-NT2RP2003533//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG. //8. 7*-l 8: 94: 
54//H0M0 SAPIENS (HUMAN) . //P08547 

F-NT2RP2003 543//SYNAPS INS IA AND IB.//0. 045: 101 :35//RATTUS NOR VEG I 
CUS (RAT).//P09951. 

F-NT2RP2003559//ITBA2 PROTEIN (DXS9879E) .//O. 98: 37: 37//HOMO SAPIEN 
S (HUMAN). //Q 146 $7 

F-NT2RP2003S64//S2 KD RO PROTEIN (SJOCREN SYNDROME TYPE A ANTIGEN 
(SS-A)) (RO(SS-A)).//6.4e-3S:175:44//HOMO SAPIENS (HUMAN) .//PI 9474 
F-NT2RP2003567//HYPOTHETICAL 11.2 KD PROTEIN T 1803. 7 IN CHROMOSOME 
X . //O. 72 : 82 : 34//CAEN0RHABD 1 T I S ELEGANS. //Q22544 
F-NT2RP2003 581 //HOME 080X PROTEIN OTX1.//0. 90:61 : 37//MUS MUSCULUS 
(MOUSE) . //P80205 

F-NT2RP2003596//EL0NGAT1ON FACTOR P (EF-P) . //0. 83 : 61 : 32//MYCOPLASM 
A GEN I TALI UM. //P47272 

F-NT2RP2003604//ALPHA-CATENIN. //I . Se-1 1 : 1 52: 33//DROSOPHI LA NELANOG 
ASTER (FRUIT FLY). //P35220 

F-NT2RP2003629//PH0SPH0L I PASE A2 ALPHA (EC 3. 1.1.4) (PHOSPHATIOYLC 
HOLINE 2-ACYLHYDROLASE) . //0. 97:85: 27//CR0TALUS ADAMANTEUS (EASTERN 
0IAM0N08ACX RATTLESNAKE) . //P006 2 3 

F-NT2RP2003643//ACYLKEURAMINATE CYT I DYLYLTRANSFERASE (EC 2.7.7.43) 
(CMP-N- ACETYLNEURAN I N I C ACID SYNTHETASE) (CMP-NEUNAC SYNTHETASE) 
(CMP-SIALiC ACID SYNTHETASE) .//3. 9»-l 2: 84:40//NEISSERIA MENINGIT I 
DIS.//Q57385 

F-NT2RP2003668//1 !!! ALU SUBFAMILY SI IARNING ENTRY ! ! ! !//5. Ot-33 : 
74: 81 //HOMO SAPIENS (HUMAN) . //P391 95 

F-NT2RP2O03687//H ! ! ALU SUBFAMILY J IARNING ENTRY ! !!!//5. 7 e-OS: 4 
0:67//HOMO SAPIENS (HUNAN). //P 39 188 

F-NT2RP2003691//! ! ! ! ALU SUBFAMILY SQ IARNING ENTRY ! M !//2. 5e-37: 
56: 67//HONO SAPIENS (HUMAN). //P3 9 194 

F-NT2RP2003702//HYP0THET ICAL OX I DO REDUCTASE IN I NLA 5’ REGION (EC 
1.-.-.-) (ORFA).//J. 3e-07 : 98 : 37//L ISTERIA MONOCYTOGENES. //P251 45 
F-NT2RP2003704//GANMA-GLUTAMYL TRANSPEPT I DASE 5 PRECURSOR (EC 2.3. 
2.2) (GAMMA- GLUTAMYLTRANSFERASE 5) (CCT-REL) . //0. 66:23: 52//H0M0 $ 
APIENS (HUMAN) . //P36269 

F-NT2RP2003706//GLUTAMYL AMtNOPEPTIOASE (EC 3.4.11.7) (EAP) (AMINO 
PEPTIOASE A) (APA) (DIFFERENTIATION ANTIGEN GP1 60). //I. 2 •-22:187:3 
S//H0M0 SAPIENS (HUMAN) . //QO 70 7 5 

F-NT2RP200371 3//U8IQUI TIN CARBOXYL-TERMINAL HYDROLASE 6 (EC 3.1.2. 
15) (U8IQUITIN THIOLESTERASE 6) (UBIQUITIN-SPECIFIC PROCESSING PRO 
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TEASE 6) (DEUBIQUITINATINC ENZYME 6) (PROTO-ONCOGENE TRE-2).//2.7 
•-Q6 : 11 9 : 34//HOMO SAPIENS (HUMAN). //P351 25 

F -NT2RP20037 1 4//Z I NC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) 
(HPF7).//6. 7«-27:68: 75//H0M0 SAPIENS (HUMAN) .//Q0S481 
F-NT2RP2003727//HYPOTHETICAL PROTEIN MG007 HOMOLOC.//0. 64: 1 10: 30// 
MYCOPLASMA PtCUMONI AE. //P7510S 

F-NT2RP2Q03737//U8I QUIT IN-CONJUGATING ENZYME E2-17 KO 2 (EC 6.3.2. 
19) (UBIQUITIN- PROTEIN UGASE) (UBIQUITIN CARRIER PROTEIN) (E2(1 
7) KB 2). //I. 2e-72: 147 : 90//HQMO SAPIENS (HUMAN). MUS MUSCULUS (MOUS 
E). RATTUS NORVEGICUS (RAT). AND XENOPUS LAEVIS (AFRICAN CLAIED FR 
OG). //PS I 669 

F-NT2RP2003751 //EXTRACELLULAR GLOB IN PRECURSOR. //0. 67:68: 30//PSEUD 
OTERRANOVA DECIPIENS (COD NORM) . //P269I4 

F-NT2RP2QO376O//C0ATOMER GAMtA SUBUNIT (GAMMA- COAT PROTEIN) (GAMN 
A -COP) .//I . 0*-98: 235: 82//B0S TAURUS (BOV INE) . //P53620 
F-NT2RP20037 64//HYP0THET I CAL 29.3 KD PROTEIN (ORF92) . //O. 01 1 :69: 34 
//ORGY I A PSEUOOTSUCATA NULTICAPSID POLYIDROSIS VIRUS (OPMNPV) . //O 
10341 

F-NT2RP2D03769//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1 .0:3 
3 : 36//EQUUS CABALLUS (HORSE) . //P48663 

F-NT2RP2003770//PHOSPHATE REGULON SENSOR PROTEIN PHOR (EC 2.7.3.-) 
(FRAGMENT) . //0. 029: 35: 42//PSEUDOMOMAS AERUGINOSA. //P23621 
F-NT2RP20O3777//HTP0THET I CAL 82 KD AVIRULENCE PROTEIN IN AVRBS3 RE 
GION. //0. 041 :67 : 34//XANTHOMONAS CANPESTRIS (PV. VESICATORIA) . //P14 
728 

F-NT2RP200378I //HYPOTHETICAL 36.7 KO PROTEIN AH6. 2 IN CHROMOSOME I 
I.//4. 7e- S4: 204:4 7//CAEN0RHAB0I TIS ELEGANS. //QO 92 01 
F-NT2RP2003793//PSEUOO-HEVEIN (MINOR HEVEIN).//0. 61 : 30: 36//HEVEA B 
RASILIENSIS (PARA RUBBER TREE) . //P80359 

F-NT2RP20O3825//ENDOTHELIN-1 PRECURSOR (ET-1) (FRAGMENT) . //1 . 0: 3S: 
37//CANIS FAMILIAR IS (DOC). //PI 3206 

F-NT2RP2003840//HYP0THET 1 CAL 48.1 KD PROTEIN B0403. 2 IN CHROMOSOME 
X. //I. 5b- 05 : 80 : 38//CAENORHABDI Tl S ELEGANS. //Ql 1076 
F-NT2RP2003857//BACTER IOCIN HI CROC IN BJ7 PRECURSOR (MCBI 7) . //O. 54: 
28:S0//ESCHER1CHIA COLI.//P05834 

F-NT2RP20O38S9//DROSOCIN PRECURSOR. //I. 0: 37 : 35//DROSOPH I U NELANOC 

ASTER (FRUIT FLY).//P36193 

F-NT2RP2003871 

F-NT2RP2003885//CUTICLE PROTEIN 32 (LM-32) (LM-ACP 32) (FRAGMENT). 
//1 . 0 : 28 : SO//LOCUSTA MIGRATOR I A (MIGRATORY LOCUST). //P II 7 36 
F-NT2RP20O39I2//SERINE/THREONINE-PROTEIN KINASE NEKI (EC 2.7.1.-) 
(NIMA-RELATED PROTEIN KINASE D.//4. 8b- 1 1 0 : 268 : 80//MU5 MUSCULUS (H 
OUSE). //P51 954 

F-NT2RP2003952//AMINOPEPTIDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTI 
DASE) (ARGININE AM I NOPEPTIDASE) (CYTOSOL AMtNOPEPTIOASE IV) (AP-B 
) .//O. 00024: 92:31//RATTUS NORVEGICUS (RAT).//009175 
F-NT2RP2003968//SX IN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEI 
N).//9. 2e-05: 101 :36//XEN0PUS LAEVIS (AFRICAN CLAMED FROG) . //PI 7437 
F-NT2RP2003976//! ! !! ALU SUBFAMILY J IARNING ENTRY ! M !//1 . 7e-21 :6 
2 : 62//H0M0 SAPIENS (HUMAN) . //P3 9 188 

F-NT2RP 2003 981 //VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS8. / 
/2. 7b-08: 165: 22//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P39702 
F-NT2RP2003984//UNC-87 PROTE IN. //O. 75:71 : 28//CAEN0RHABDIT1S ELEGAN 
S.//P37806 

F-NT2RP2003986//! ! ! ! ALU SU8FAMILY SP IARNING ENTRY ! ! ! !//5. 3a-1 9: 
47 : 70//H0MO SAPIENS (HUMAN) .//P391 93 

F-NT2RP2003988//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY M ! !//2. 2«-18: 
80: S8//KOMO SAPIENS (HUMAN) . //P3 91 95 

F-NT2RP20040I 3//TRANSCRIPT ION FACTOR BTF3 (RNA POLYMERASE B TRANSC 
RIPTION FACTOR 3) . //I . Oe-S2: 141 : 77//HOMO SAPIENS (HUMAN) . //P20290 
F-NT2RP200401 4//NACR0PHAGE INFLAMMATORY PROTE IN- 2 -ALPHA (MIP2-ALPH 
A) (C INC- 2- ALPHA) .1/0. 99:45: 26//RATTUS NORVEGICUS (RAT). //Q 10746 
F-NT2RP2004041//SYNAPS I NS I A AND 18. //O. 0022: 51 : 37//BOS TAURUS (BO 
VINE). //PI 7599 

F-NT2RP2004042//CRUSTACEAN HYPERGLYCEMIC HORMONE PRECURSOR (CHH) 
(FRAGMENT). //I. 0:49: 2B//PENAEUS VANNANEI (PENOElO SHRIMP) (EUROPEA 
N VHITE SHRIMP) .//Q261 81 

F-NT2RP2004066/ /CALDESMON (C0M).//2. 9e-05: 1 75 : 21//GALLUS GALLUS <C 
HICKEN) .//P12957 

F-NT2RP200408 1 //CADM I UM-METALLOTH I ONE I N (CD-MT).//0. 93 : 59: 23//HELI 
X POMATIA (ROMAN SNAIL) (EDIBLE $MAIL).//P33187 
F-NT2RP2004098//RAS SUPPRESSOR PROTEIN I (RSUH) (RSP-1 PROTEIN) 
(RSP-1) .//4. 6b- 09: 121 : 30//H0M0 SAPIENS (HUMAN) . //Ql 5404 
F-NT2RP20041 24//N0NHI STONE CHROMOSOMAL PROTEIN «G-1 7. //O. 068: 63 : 3 
1 //CALLUS GALLUS (CH I CKEN) . //P02 3 1 4 

F-NT2RP20041 42//HYPOTHET ICAL 59.1 KO PROTEIN IN VPS15-YNC2 INTERCE 
NIC REGION.//?. 9b-05: 94 : 28//SACCHAR0MYCES CEREVISIAE (BAKER S YEAS 
T).//P38262 

F-NT2RP2004I 52//LAMIN L (l) . //O. 25: 1 67: 1 9//XEN0PUS LAEVIS (AFRICAN 
CLAIEO FROG) . //P0901 0 



9 3 0 



ffiSE# 2002-3046778 




#2000—1 18776 



[*3 6 5] 



F-NT2RP200416S//HYPOTHET ICAL 57.5 KO PROTEIN IN VMA7-RPS25A INTERG 
ENIC REG I ON. //0. 0014:124:31/ /SACCHARONYCES CEREVISIAE (BAKER' S TEA 
ST).//P532M 

F-NT2RP20041 70//PR0L INE-R ICH PROTEIN MP-3 (FRAGMENT) . //O. 012:125:3 
0//MUS MUSCULUS (MOUSE) . //POSI 43 

F-NT2RP20O4172//HYPOTKET ICAL 105.7 KO PROTEIN IN TPK3-PIRI IMTERGE 
NIC REGION. //4. Ie-26:214: 3S//SACCHAR0MYCES CEREVISIAE (BAKER’S YEA 
ST) .//P360S1 

F-NT2RP2004I87//ZINC FINGER PROTEIN 1 74. //3. 7e-1 2: 7S:47//HOMO SAPI 
ENS (HUMAN). //Q 156 97 

F-NT2RP2004I94//HYPOTHET I CA1: 10.S KD PROTEIN C3IA2.I3C IN CHROMOSO 
HE I.//0. OOI3:92:23//SCHIZOSACCHARONYCES POMBE (FISSION YEAST). //Q 
09730 

F-NT2RP20041 96//NETALLOTH I ONE IN 10-11 (MT-IO- 1 1) . //O. 92: 38 : 3S//NYT 
ILUS EDULIS (BLUE MUSSEL) . //P80247 

F-NT2RP2004207//MALE ACCESSORY GLAND SECRETORY PROTEIN 355A PRECUR 
SOR. //O. 92:62: 3S//DROSOPHILA SIMUUNS (FRUIT FLY). //P33737 
F-NT2RP200422S//66 KD STRESS PROTEIN (P66).//0.030: 1 13:26// PH YSARU 
M POLYCEPHALUM (SUME MOLD). //P90 587 

F-NT2RP2004232//PR0TEIN KINASE C. MU TYPE (EC 2.7.1.-) (NPKC-MU)./ 
/2. 00-48:211 : 51 //HOMO SAPIENS (HUMAN) .//Ql 51 39 
F-NT2RP2004239//GLUTEN I N. HIGH MOLECULAR VElGHT SUBUNIT P1212 PREC 
URS0R.//O. 00038: 11 t :36//TRITICUM AESTIVUM (NHEAT). //P08489 
F-NT2RP2004240//METALLOTHIONEIN-I I (MT-II) (NET ALLOTH I ONE IN-LIKE P 
ROTEIN) (MT-CE).//1. 0: 39: 28//CAEN0RHA8DITIS ELEGANS. //PI 751 2 
F-NT2RP20D4242//RAS-RELATED PROTEIN RGP1 (GTP-flINOING REGULATORY P 
ROTEIN RGPI) . //O. 0038:64: 28//0RYZA SAT1VA (RICE) .//P2 5768 
F-NT2RP200424S//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1. 0:2 
1 :42//PONGO PYGMAEUS PYGMAEUS (BORNEAN ORANGUTAN). //P92 896 
F-NT2RP2004270//SP IDRO IN 2 (ORAGLINE SILK FIBROIN 2) (FRAGMENT).// 
0.00023: 11 8: 33//NEPHIU CLAVIPES (ORB SPIDER). //P46804 
F-NT2RP2004300//PR08ABLE E4 PROTEIN.//0. 1 8 : 77 : 40//HUMAN PAPILLOMAV 
IRUS TYPE 8.//P06425 
F-NT2RP2004316 

F-NT2RP2004321 //HYPOTHETICAL 10.8 KD PROTEIN SSR2439. //I. 0:50:28// 
SYNECHOCYST I S SP. (STRAIN PCC 6803). //Q01 904 

F-NT2RP2004339//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY !!! !//5. 00-33 : 
84: 77//H0M0 SAPIENS (HUMAN) . //P39 195 

F-NT2RP2004347//HYPOTHETICAL 40.9 KO PROTEIN F33H1.3 FROM CHROMOSO 
ME 1 1 . //O. 78 : 96 : 30//CAEN0RHABD I T I S ELEGANS. //Q09556 
F-NT2RP2004364//MI NOR OUTER CAPSID PROTEIN (NS26) (NONSTRUCTURAL P 
ROTEIN VP9) . //O. 059: 143 : 30//B0VINE ROTAVIRUS (STRAIN UK).//P0451S 
F-NT2RP2004365//EAMZP30-47 PROTEIN (FRAGMENT) . //O. 27:38: 39//E I ICR I 
A ACERVUL I NA. //P2 1 9S9 

F-NT2RP2004366//GLYC0PR0TEIN L PRECURSOR. //0. 64: 71 28//MAREK’ S OIS 
EASE HERPESVIRUS (STRAIN GA) (MOHV) . //P525IO 

F-NT2RP2004373//H1 STIDI NE*RI CH GLYCOPROTEIN PRECURSOR (HISTIDINE-P 
ROL I NE RICH GLYCOPROTE I N) (HPRG) (FRAGMENT) . //O. 59 : 50 : 40//ORYCT0LA 
GUS CUNICULUS (RABBIT) . //Q28640 

F-NT2RP2004389//HYPOTHET ICAL 70.7 KO PROTEIN F09C8. 3 IN CHROMOSOME 
III. //A. Ot- 1 6 : 89 : 43//CAEN0RHAB0 1 T 1 S ELEGANS. //P 34 3 88 
F-NT2RP2004392 

F-NT2RP2004396//S INGLE- STRANDED NUCLEIC ACID-BINDING PROTEIN. //O. 4 
2:89: 29//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST) . //PI 0080 
F-NT2RP20O4399//SOMAT0TR0P IN PRECURSOR (GROMTH HOR«ONE).//1.0:72:3 
4//ME SOCR I CETUS AURATUS (GOLDEN HAMSTER) . //P37886 
F-NT2RP2004400 

F-NT2RP200441 2//SPERM PROTAMINE PI. //O. 24: 38: 3I//NOTORYCTES TYPHLO 
PS (MARSUPIAL MOLE). //P4 2 143 

F-NT2RP2004425//SUPPRESSOR PROTEIN SRP40. //0. 0087: 197: 22//SACCHARO 
MYCES CEREVISIAE (BAKER S YEAST) . //P32583 

F-NT2RP2004463//ALPHA-2A ADRENERGIC RECEPTOR (ALPHA- 2A ADRENOCEPTO 
R) (ALPHA-2AAR).//!. 3e-05: 121 :37//MUS MUSCULUS (MOUSE) . //Q01 338 
F-NT2RP2004476//N I CXEL-SENS I T 1 VE T-TYPE CALCIUM CHANNEL ALPHA- I SU 
BUNIT (RBE-ID.//0. 20: 68 : 36//RATTUS NORVEGICUS (RAT) .//Q07S52 
F-NT2RP2004490//FOS-RELATED ANTIGEN 1 .//O. 94:59: 33//HOMO SAPIENS 
(HUMAN). //PI 5407 

F-NT2RP200451 2//NADH-UBI QUf NONE OX I DOREDUCTASE CHAIN 4 (EC 1.6.5. 
3) (FRAGMENTS). //1. 0: 37: 32//P I SASTER OCHRACEUS (SEA STAR) . //P24998 
F-NT2RP2004523// ! f ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! !!//2. U-1S: 
57: 71 //HOMO SAPIENS (HUMAN) . //P391 94 

F-NT2RP2004538//K INES IN-LIKE PROTEIN KIF1A (AXONAL TRANSPORTER OF 
SYNAPTIC VESICLES).//!. 2 e-48: 121 :60//H0M0 SAPIENS (HUNAN) .//Q 127 56 
F-NT2RP2004551//HYPOTHETICAL 7.6 KD PROTEIN (ORF 6S) . //I . 0 : 20: SO// 
EUGLENA GRACILIS. //P32095 

F-NT2RP2004568//PUTAT I VE ATP-DEPENDENT RNA HELICASE C3001 1 . 03. //5. 
20-07 : 1 SO: 30//SCH1Z0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q09903 
F-NT2RP2 004580//!!!! ALU SUBFAMILY SC VARNINC ENTRY ! ! ! !//3. 70-37: 
100: 78//H0M0 SAPIENS (HUMAN) . //P3 91 92 

F-NT2RP20O4587//HYPOTHET ICAL 57.5 KD PROTEIN IN VMA7-RPS2SA INTERG 

[0 6 6 4] 



ENIC REGION. //8. 2e-06: 150: 32//SACCHAROMYCES CEREVISIAE (BAKER’S YE 
AST).//P532I4 

F-NT2RP2004594//HYPOTHETICAL 45.3 KD PROTEIN C09F5. 7 IN CHROMOSOME 
II. //O. 84:105: 24//CAENORHABOITIS ELEGANS. //Q 094 58 
F-NT2RP2004600//MYR 1 STOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MAR 
CXS) . I/O. 17:127: 29//RATTUS NORVECI CUS (RAT) . //P30009 
F-MT2RP2004602// ! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//l . 1 e-05: 5 
0 : S8//H0M0 SAPIENS (HUMAN) . //P39I88 

F-NT 2RP2004614/ /HYPOTHET I CAL 11.6 KD PROTEIN.//I.O:68:33//VACCINIA 
VIRUS (STRAIN COPENHAGEN) . //P20561 
F-NT2RP2Q046S5//CLYCINE-RICH RNA-BINDING PROTEIN 7.//7.0«-05:70 42 
//ARAB I OOPS IS THALIANA (MOUSE-EAR CRESS). //Q03250 
F-NT2RP2004664//HYPOTHET I CAL 104.0 KD PROTEIN C32A11.03C IN CHROMO 
SOME I. //O. 30:78: 38//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //Q 
10328 

F-NT2RP2004675 

F-NT2RP2004681 

F-NT2RP2004689//HYP0THET ICAL 78.3 KD PROTEIN IN RAN2-ATP7 INTERGEN 
1C REGION. //O. 021: 179: 24//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST 
). //P34243 

F-NT2RP2004709//HYP0TKET ICAL PROTEIN MJ0647. //O. 90: 39:43//METHANOC 
OCCUS JANNASCHI I.//Q58063 

F-NT2RP2004710//CAR2 PROTEIN. //O. 085:60: 30//SCHIZ0SACCHAR0MYCES PO 
MBE (FISSION YEAST). //P4 189 1 

F-NT2RP2004736//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! » !//4. 4e-1 5: 9 
• 7 : 49//H0M0 SAPIENS (HUMAN) . //P39I88 

F-NT2RP2004743//MALE SPECIFIC SPERM PROTEIN MST87F.//0.43:24:41//0 
ROSOPHIU MELANOGASTER (FRUIT FLY) . //P081 75 

F-NT2RP2004767//36. 4 KO PROLINE-RICH PR0TEIN.//0. 0051 : 88 : 27//LYCOP 
ERSICON ESCULENTUM (TOMATO) . //Q004 51 

F-NT2RP2004768//SERINE/THRE0N1NE-PR0TEIN KINASE NRK1 (EC 2.7.1.-) 
(N-RICH KINASE 1 ) . //9. Oe-29: 166: 43//SACCHAR0MYCES CEREVISIAE (BAKE 
R’S YEAST) . //P38592 
F-NT2RP2004775 

F-NT2RP2004791 //PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6. 1.1.4) (LEUC 
INE— TRNA LIGASE) (LEURS) . //7. 4«-60:226: 53//CAEN0RHABDIT IS ELEGAN 
S.//Q09996 

F-NT 2 RP2004 799/ /SUCC I NYL-COA LIGASE [GDP-FORMING], BETA-CHAIN PREC 
URSOR (EC 6. 2. 1.4) (SUCCINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BET 
A).//2. 2e-42: 133: S7//NE0CALLIMASTIX FRONTALIS (RUCN FUNCUS) . //P53 
587 

F-NT2RP2004802//HYP0THET I CAL 17.1 KD PROTEIN IN PURS 3* REGION. //O 
018:86: 32//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P38898 
F-NT2RP20048! 6//H<BETA>58 PR0TEIN.//1. 0e-68: 14S:93//MUS MUSCULUS 
(MOUSE). //P40336 

F-NT2RP2004841//DSRD PR0TEIM.//0. 83:33:39//ARCHAE0GL08US FULCIOUS. 
//P70742 

F-NT 2 RP200486 1 / /KERAT I N. H I GH-SUIFUR MATRIX PROTEIN. IIIA3A.//0.00 
72 : 41 : 39//0V I S AR I ES (SHEEP) . //P02443 

F-NT2RP2004897//METALL0TH I ONE IN-LIKE PROTEIN 1. //O. 99:41 : 41 //CASUA 
RINA GLAUCA (SVAMP OAK) . //Q3951 1 

F-NT2RP2004933/ /OEATH-ASSOC I ATEO PROTEIN KINASE 1 (EC 2.7.1.-) (OA 
P KINASE D.//B. 4#-34: 1 02 :67//HONO SAPIENS (HUMAN) . //P53355 
F-NT2RP2004936//HIGH POTENTIAL I ROM-SULFUR PROTEIN. ISOZYNE 2 (HIP 
IP 2).//0. 87:36: 33//ECTOTHIORHODOSPIRA VACUOLATA. //P38524 
F-NT2RP20049S9//STEN CELL FACTOR PRECURSOR (SCF) (MAST CELL CROVTH 
FACTOR) (MGF) (C-K IT LIGAND) . //1 . 0:69: 28//CANIS FAMI LI ARI S (DOG). 
//Q06220 

F-NT2RP2004961//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN KOX 3 
I) (KIAA00S5) (HA0946) (FRAGMENT). //2. 1 0-21 : 73: S8//H0M0 SAPIENS (H 
UMAN) . //Q06730 

F-NT2RP2004962//*!!! ALU SUBFAMILY SB VARNING ENTRY !!! !//0. 17:28: 
57//H0M0 SAPIENS (HUMAN) .//P39 189 

F-NT2RP2004967//HYPOTHETICAL 7.3 KD PROTEIN. //O. 76 : 41 : 31 //THERMOPR 
OTEUS TENAX VIRUS I (STRAIN KRAI) (TTVI) . //PI 9301 
F-NT2RP2004978//SPERMAT ID-SPEC IF 1C PROTEIN T2 [CONTAINS: SPERM PRO 
TAM INE SP2].//0. 44 :40: 4S//SEPIA OFFICINALIS (COMMON CUTTLEFISH) // 
P80002 

F-NT2RP2004982 

F-NT2RP2004985//HYPOTHETICAL PROTEIN KIAA0I44.//1. 2e-51 : 204: 57//HO 
MO SAPIENS (HUMAN). //Q 1 41 57 

F-NT2RP2004999//LONG NEUROTOXIN I (ALPHA-BUNGAROTOX I N) (BGTX).//0. 
23:73: 26//BUNGARUS MULT I C I NCTUS (MANY-BANDED KRAIT) . //POI378 ' 
F-NT2RP2005000//ATPASE STABILIZING FACTOR IS KD PROTEIN. //O. 12 : 37: 
32//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //PI 6965 
F-NT2RP2005001//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 
).//Q.90:S4:31//HOM0 SAPIENS (HUMAN) . //P 2 25 31 

F-NT2RP2005003//DQVN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. 

//I. 68-30:78: 56//MUS MUSCULUS (MOUSE) . //PI 5533 

F-NT2RP20050I 2//NPL1 PROTEIN (SEC63 PROTEIN) . //O. 00024: 94: 35//SACC 
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HAROMYCES CEREVISIAE (BAKER'S YEAST) . //PI 4906 

F-NT2RP2005018//GAG POLYPROTEIN (CORE POLYPROTEIN) (CONTAINS: CORE 
PROTEINS PI 9. PI 03 (FRAGMENT) .//l. 0:91 : 26// AVI AN ENOOCENOUS ROUS- 
ASSOC I A TED VIRUS-0 (EV-2) (AVIAN RETROVIRUS RAV-O). //P06937 
F-NT2RP2005020 

F-NT2RP2005022//VEGETAT I BLE I NCOMPAT I B I L I TY PROTEIN 1CT-E-1.//4. 9 

•-11:106: 35//PQOOSPORA ANSERINA.//Q00808 

F-NT2RP200S03I 

F-NT2RP2005037//ANT I -SILENCING PROTEIN I.//I. 2 8-3 2: 1 17:S5//SACCHAR 
ONYCES CEREVISI AE (BAKER'S YEAST) . //P32447 

F-NT2RP2005038//DNA NUCLEOTI DYLEXOTRANSFERASE (EC 2.7.7.31) (TERM) 
NAL ADDITION ENZYNE) (TERMINAL DEOXYNUCLEOTIDYLTRANSFERASE) (TERM I 
NAL TRANSFERASE). //9.3e-28:l 87 :40//AMBY STOMA MEXICANUM (AXOLOTL)./ 
/0S7486 

F-NT2RP20051 08//CUT I CLE COLLAGEN 2. //O. 33: 62: 38//CAENORHABOITI S EL 
EGANS. //PI 7656 

F-NT2RP20051 16//PUTATI VE EUKARYOTIC TRANSLATION INITIATION FACTOR 
3 ALPHA SUBUNIT (EIF-3 ALPHA). //4. 08-S4: 161 :63//CAEN0RHABDITIS ELE 
CANS. //P34466 

F-NT2RP2005 1 26//CHLOROPLAST SOS RIBOSOMAL PROTEIN L27 (FRAGMENT)./ 
/0. 23 : 46 : 39//PLEUROCHRYS I S KAPTONEMOFERA. //P41 5S2 
F-NT2RP20051 39//C0LLAGEN ALPHA I (XII) CHAIN (FRAGMENTS) . //O. 01 6: 4 
3 : 37//BOS TAURUS (BOVINE) . //P2 5 508 

F-NT2RP2D05140//HYP0THET I CAL 7.4 KD PROTEIN YCF33.//0. 96 : 51 : 39//CU 
ILLARDI A THETA (CRYPTOMONAS PHl).//078517 

F-NT2RP2005144//TUB8Y PROTEIN. //5. 6e-08: 66: 45//MUS NUSCULUS (MOUS 

E) . //P50586 

F-NT2RP2005147 

F-NT2RP200S159//PHOT0SYSTEM 1 1 4 KD REACTION CENTRE PROTEIN PRECUR 
SOR. //0. 94:57: Z9//N ICOT I ANA TABACUN (COMMON TOBACCO). AND SPINACIA 
OLERACEA (SPINACH). //PI 2 164 

F-NT2RP2005162//HYPOT1CT ICAL S4. 2 KD PROTEIN IN ERP5-ORC6 INTERGEN 
1C REGION. //1. 2«-33: 139: St //SACCHAROMYCES CEREVISIAE (BAKER’S YEAS 
T) .//P38821 

F-NT2RP20051 68//HETEROGENOUS NUCLEAR R I BO NUCLEO PROTEIN U (MRNP U 
).//2. 88-33:102:61 //HOMO SAPIENS (HUMAN) . //Q00839 
F-NT2RP200S204//DNA OAMAGE TOLERANCE PROTEIN RHC31 (RAD31 HOMOLOG 
).//3. 98-28: 141 : 42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //Q06 
624 

F-NT2RP2005227 

F-NT2RP2005239//TRNA SPLICING PROTEIN SPL1.//2. Oe-38: 1 17:64//CAN0I 
DA ALBICANS (YEAST) . //P87 1 85 

F-NT2RP20052 S4/ /OMEGA-ACATOX I N IB (OMEGA- AGA- IB) (FRAGttNT).//0. 2 
6: 29:48//AGELEN0PSIS APERTA (FUNNEL-NEB SPIDER) .//PI 5970 
F-NT2RP2OQ5270//HOMEO8OX PROTEIN H0X-A4 (CHOX-1 . 4). //O. 037: 82: 34// 
CALLUS CALLUS (CHICKEN) . //PI 7277 

F-NT2RP2005276//L0NC-CHA IN-FATTY -AC I D--COA LIGASE 4 (EC 6.2. 1.3) 
(LONG-CHAIN ACYL-CQA SYNTHETASE 4) (LACS 4) . //2. Oe-59: 174: 6I//RATT 
US NORVEGICUS (RAT) . //03 5547 

F-NT2RP2005287//ZINC FINGER PROTEIN 26 (ZINC FINGER PROTEIN K0X20) 
(FRAGMENT) . //1 . 58-05 : 27 : 70//HOMO SAPIENS (HUMAN) .//PI 7031 
F-NT2RP2005288//PROBABLE RUBREDOXIN HUPI.//1. 0:42:28//RHIZOBIUM LE 
GUM I NOS A RUM (BIOVAR VICIAE). //P2815I 

F-NT2RP2005289//1 ! ! ! ALU SUBFAMILY SP MANNING ENTRY •!!!//!. 1«-21: 
75:70//H0MO SAPIENS (HUMAN) . //P3 91 93 

F-NT2RP2005293//TRANSLATION INITIATION FACTOR IF-2.//0. 58: 170: 24// 
HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI) . //PS5972 
F-RT2RP200531 5//CUTICLE COLLAGEN 7 (FRAGMENT) . //0. 091 : 65: 38//CAEN0 
RHABOITIS ELEGANS. //PI 8832 

F-NT2RP2005325//CHROMOCRAMIN A PRECURSOR (CCA) (PITUITARY SECRETOR 
Y PROTEIN I) (SP-I) [CONTAINS: PANCREASTATIN; ME-14].//9. 58-09:98: 
39//HOMO SAPIENS (HUMAN) . //PI 0645 

F-NT2RP2005336//HYPOTHET I CAL 68.7 KO PROTEIN IN STB1-MCKI INTERGEN 
1C REG1 ON. //0. 00011: 124: 28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) .//P42846 

F-NT2RP2005344//PROBABLE CALCIUM-TRANSPORTING ATPASE 4 (EC 3.6. 1.3 
8) . //4. 78-21 : 92 : 52//SACCHAROMYCES CEREVISIAE (BAKER S YEAST). //Q1 2 
675 

F-NT2RP2005354 

F-NT2RP2005358//MYOSIN 1C l€AVY CHAIN. //O. 012:91 : 39// ACANTHANOEBA 
CASTELLAN II (AMOEBA) . //PI 0569 

F-NT2RP200S360//ACROS I N PRECURSOR (EC 3. 4. 21. 10).//0. 0022: 73 : 36//0 
RYCTOLACUS CUNICULUS (RABBIT) . //P480 38 

F-NT2RP200S393//HYPOTHET ICAL 25.9 KD PROTEIN AH6.3 IN CHROMOSOME I 
I . //0. 00085 : 1 35 : 28//CAENORHABO I T I S ELEGANS. //Q09202 
F-NT2RP2005407//SQUALENE MONOOXYGENASE (EC 1.14.99.7) (SQUALENE EP 
OXIDASE) (SE) . //O. 96:109: 26//SACCHAR0MYCES CEREVISIAE (BAKER' S YEA 
ST) .//P32476 

F-NT2RP2005436//EXTENS IN PRECURSOR (PROUNE-RICH GLYCOPROTEIN).// 
0. 001 1 : S4:42//ZEA MAYS (MAIZE) .//PI 491 8 



F-NT2RP200544 I //PROLINE-RICH PROTEIN MP-2 PRECURSOR. //O. 039 : 182 : 29 

//MUS NUSCULUS (MOUSE). //P05 142 

F-NT2RP20054S3 

F-NT2RP2005457//NADH-UBIQUIN0NE OX IOOREDUCTASE SUBUNIT B14. SB (EC 
1.6. 5. 3) (EC 1.6.99.3) (COMPLEX I-B14. 5B) (Cl -BI4. SB) . //4. 0e-10: 12 
*: 37//BOS TAURUS (BOVINE) . //Q0Z827 

F-NT2RP200S464//HYPOTHETICAL 9.5 KO PROTEIN.//0. 96:42 : 3 3//VACC I N I A 
VIRUS (STRAIN COPENHAGEN) . //PZ0S53 

F-NT2RP200S46S//MI TOCHONOR I AL CARRIER PROTEIN RIM2.//4. 6b- 09: 92: 42 
//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST). //P38 127 
F-NT2RP2005472//HYPOTHETICAL PROTEIN BB0129.//0. 76: 80 : 32//BORRELIA 
BURGDORFERI (LYME DISEASE SPIROCHETE) .//OSH 55 
F-NT2RP200S476//! !!! ALU SUBFAMILY SP MARRING ENTRY ! M !//l.0e-3l : 
39: 89//HOMO SAPIENS (HUMAN) .//P3 9 1 93 

F-NT2RP2005490//METALLOTH10NEIN-II (MT-I l).//0. 14:27: 33//SCYLLA SE 
RRATA (MUD CRAB) . //PO 2806 

F-NT2RP2005491//DNA-OIRECTED RNA POLYMERASE SUBUNIT I (EC 2.7.7. 6 
) . //O. 95 :4S; 31//METHANOCOCCUS J ANNAS CHI I . //QS8785 
F-NT2RP2005495//HYP0THETICAL 10.8 KO PROTEIN IN CP30-RMI INTERCEN 
1C REGION. //O. 99:68: 30//BACTERI0PHAGE T4.//Q02407 
F-NTZRP200S496//ZINC FINGER PROTEIN 135.// 1.48-54: 120: S9//HOMO SAP 
IENS (HUMAN). //P5 2742 

F-NT2RP2005498//PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNI 
T. ALPHA ISOFORM (PROTEIN PHOSPHATASE PP2A B SUBUNIT ALPHA ISOFOR 
M) (ALPHA-PR55) . //9. 58-76 : 1 46 : 86//RATTUS NORVEGICUS (RAT) . //P36876 
F-NT2RP2005501//GALECTIN-3 (GALACTOSE- SPEC IF 1C LECTIN 3) (MAC-2 AN 
TIGEN) (IGE-BINOING PROTEIN) (35 KO LECTIN) (CAR80HY0RATE BINOING 
PROTEIN 35) (C8P 35) (LAMININ-BINDING PROTEIN) (LECTIN L-29) (L-3 
1) (GALACTOS IDE -BIND INC PROTEIN) (CALBP) . //O. 025: 70: 40//HOMO SAPIE 
NS (HUMAN). //PI 793 1 

F-NT2RP2005509//PR0C0LLAGEN ALPHA 1(1) CHAIN PRECURSOR. //I . 0: 1 66 : 2 
7//GALLUS GALLUS (CH I CKER) . //P024S7 

F-NT2RP2O05S20//CHR0MOSO* ASSEMBLY PROTEIN XCAP-E. //7. 9e-45 : 1 1 8 : 7 
9//XEN0PUS LAEVIS (AFRICAN CLAMED FROG) . //P50533 
F-NT2RP2005525//50S RIBOSOMAL PROTEIN L1 1 . //1 . 0: 47: 27//BORRELI A BU 
RCD0RFER1 (LYME DISEASE SPIROCHETE). //05 13 54 

F-NT2RP2005531 //PROTEIN-TYROSINE PHOSPHATASE MEG1 (EC 3.1.3.48) (P 
TPASE-MEC1) (MEG) .//9. 8e->3 :84:45//H0M0 SAPIENS (HUMAN) . //P2 9074 
F-NT2RP2005539//RINC CANAL PROTEIN (KELCH PROTEIN). 7/4.98-10:90: 33 
//DROSOPHILA MELANOGASTER (FRUIT FLY) . //Q04652 
F-NT2RP2005S40//NUCLEOTIDE BINOING PROTEIN EXPZ.//0. 36: 1 1 9: 21//BAC 
ILLUS SUBTILIS.//P391 15 

F-NT2RP2005549//HYPOTHETICAL 32.0 KD PROTEIN C16C10. 10 IN CHROMOSO 
HE I 1 1 . //6. 08-39: 1 79: 46//CAEN0RHA80ITI S ELEGANS. //Q09253 
F-NT2RP2005555 

F-NT2RP2005557//HYPOTHETICAL 23.7 KD PROTEIN C13C6. 14 IN CHROMOSOM 
E I.//4. 9e-06:90: 35//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //Q 
09790 

F-NT2RP2005581 

F-NT2RP200S600//BASIC PROLINE-RICH PEPTIDE P-E ( IB-9) . //O. 01 4: 37 : 4 
0//H0M0 SAPIENS (HUMAN) . //P0281 I 

F-NT2RP2005605//G0NADOL IBERIN I PRECURSOR (LHRH I) (LUTEINIZING HO 
RHONE RELEASING HORMONE I) (GONADOTROPIN RELEASING HORMONE I) (GNR 
H I) (LUL IBERIN I) (FRAGMENT) . //O. 64:26: 42//MACACA MULATTA (RHESUS 
MACAQUE) . //PS5247 

F-NT2RP200 5620//HYPOTHETICAL 45.1 KD PROTEIN IN RPSS-ZMSl INTERCEN 
1C REGION. //8. 78-31: 1 38 :49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
D.//P47160 

F-NT2RP2O05622//NEUROTOX IN-LIKE PROTEIN STRI (ANATOXIN AAH STRI)./ 
/O. 39: 22 :4Q//ANOROCTONUS AUSTRALIS HECTOR (SAHARA SCORPION) . //P809 
SO 

F-NT2 RP2 00 56 3 5//H Y POTHET I CAL 80.7 KD PROTEIN IN ERC7-NMJ2 INTERCEN 
1C REGION. //S. 8a-43: 144: 5 6 //SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
T) . //P38795 

F-NT2RP2005637//VPU PROTEIN (U ORF PROTE IN) . //O. 91 : 33 : 45//CHIMPANZ 
EE l MMUNOOEF I C I EMCY VIRUS (SIV(CPZ)) (Cl V) . //PI 7286 
F-NT2RP2005640//METALL0TH I ONE IN-LIKE PROTEIN LSCS4. //O. 63:41 : 31 //B 
RASSICA NAPUS (RAPE) . //P43402 
F-NT2RP200S645 

F-NT2RP2005651 //OCTAMER-BI NO I NG TRANSCRIPTION FACTOR 3A (0CT-3A) 
(OCT-4). //0. 0023: SO :42//HOMO SAPIENS (HUMAN) . //QO 1 860 
F-NT2RP20O5654//HYPOTHETICAL 48.6 KD PROTEIN IN BETI-PAN1 INTERCEN 
1C REGION. //6. 18-16: 76: 44//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P40564 

F-NT2RP2005669//METALL0THIONEIN-I I (MT-II) .//O. 76: 1 6: 50//SCYLLA SE 
RRATA (MUO CRAB) . //P02806 

F-NT2RP2005675//PUTAT I VE ORAL CANCER SUPPRESSOR (DELETED IN ORAL C 
ANCER-D.//6. 58-26:1 16: 54//MESOCR I CETUS AURATUS (GOLDEN HAMSTER)./ 
/P49119 

F-NT2RP2005683//HYPOTHETICAL PROTEIN HI0275. //O. 1 7: S0:40//HAEMOPMI 
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LUS INFLUENZAE. //P43975 

F-NT2RP2005690//PYRROL I NE-5-CARB0XYLATE REDUCTASE (EC 1.5. 1.1) (PS 
CR) (P5C REDUCTASE). //». 3 0-1 6: 7S:30//P I SUN SATIVUM (CARDEN PEA).// 
Q04708 

F-NT2RP2005694//HYP0THETICAL PROTEIN KIAA0O32.//9. 60-11 :13S:34//H0 
■0 SAPIENS (HUMAN). //Q I SO 34 

F-NT2RP20O57O1//SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE H) [CONTA 
INS: PEPTIDE P-0) (FRAGMENT). //0. 084:1 SB: 3 Z//HOMO SAPIENS (HUMAN). 
//PI 0 1 S 1 

F-NT2RP200S71 2//METALL0THI0NEIN-I I (NT-1 l).//0. 19:14: SO//STENELLA 
COERULEOALBA (STRIPED OOLPHIN) . //PT442S 

F-NT2RP200571 9//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMENT) .//I . 0: 38 : 4 I// 
ORYCTOLAGUS CUN I OJLUS (RA88 1 T) . //P024S6 

F-NT2RP200S722//Z INC FINGER PROTEIN ZFP-3S (FRACMENT) . //7. 80-37: 1 3 
1 : 6 2 //HOMO SAPIENS (HUMAN). //PI 64 IS 

F-NT2RP2005723//! !!! ALU SUBFAMILY SC lARNING ENTRY ! ! ! !//0. 98: 23: 
60//H0M0 SAPIENS (HUMAN). //P39I92 

F-NT2RP2005726//HYPOTHETICAL PROTEIN TP0375. //O. 98: 30: 43//TREP0NEM 
A PALLIDUM. //083390 

F-NT2RP2005732//PERIOO CLOCK PROTEIN (FRAGMENT) . //O. 41:20: SS//DROS 
OPHILA R08USTA (FRUIT FLY) . //OO 3296 

F-NT2RP2005741//SMR1 PROTEIN PRECURSOR (VCS-ALPHA 1) .//O. 38:58: 36/ 
/RATTUS NORVEC I CUS (RAT) . //PI 34 32 

F-NT2RP200S748//Z INC FINGER PROTEIN KOX23 (FRAGMENT) . //O. 026 : 1 9 : 68 
//HOMO SAPIENS (HUMAN) . //PI 7034 

F-NT2RP20057S2//PROC0LLAGEN ALPHA 1(111) CHAIN PRECURSOR. //O. 90 : 1 0 
1 : 31//H0M0 SAPIENS (HUMAN) . //PO 2 461 

F-NT2RP200S753//DNA-BINDING P52/P100 COMPLEX. 100 KO SUBUNIT (FRAG 
NENTS).//0. SO: 22: S9//H0M0 SAPIENS (HUMAN) . //P 3 08 08 
F-NT2RP2005763//PUTAT I VE ATP-DE PENDENT RNA HELICASE STEI 3. //4. 7«-1 
4: 108: 37//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST) . //Q091 81 
F-NT2RP2005767//N0NHI STONE CHROMOSOMAL PROTEIN 6B.//4. 1 0-08:65:32/ 
/SACCHAROMYCES CEREVISIAE (BAKER* S YEAST) .//PI 1633 
F-NT2RP2005773//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5. 1.2) (PS 
CR) (P5C REDUCTASE). //I. 2e-U: 65: 61//H0M0 SAPIENS (HUMAN) .//P32322 
F-NT2RPZQ0577S//NEUROLYS I N PRECURSOR (EC 3.4.24.16) (NEUROTENSIN E 
KDOPEPT I OASE) (MITOCHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEP 
TIOASE) (MEP).//1 . 3e-l03: 199: 90//0RYCT0LAGUS CUNICULUS (RABBIT).// 
P4267S 

F-NT2RP2005781//SAL I VARY ACIDIC PROLINE-RICH PHOSPHOPROTE I N 1/2 PR 
ECURSOR (PRP-1 / PRP-3) (PRP-2 / PRP-4) (PlF-F / PIF-S) (PROTEIN A 
/ PROTEIN C) [CONTAINS: PEPTIOE P-C] .//O. 090: 73: 36//H0M0 SAPIENS 
(HUMAN). //PO 28 10 

F-NT2RP200S784//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (IMMEOIA 
TE-EARLY PROTEIN I El 10) (VMfllO) (ALPHA-0 PROTEIN).//3.50-O6:79:37 
//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN I7).//P08393 
F-NT2RP2QG5804//HYPOTHET I CAL PROLINE-RICH PROTEIN (FRACMENT) . //1 . 8 
e-07 : 43 : S5//0IEN I A FUS I FORM I S. //P2 1 260 

F-NT2RP200S8I2//HYPOTHETICAL 39.3 KO PROTEIN IN GCN4-V8P1 INTERGEN 
1C REGION. //«. 30-14: 143: 31 //SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
T). //P4Q004 

F-NT2RP20058IS//FERROCHELATASE (EC 4.99.1.1) (PROTOHEME FERRO-LTAS 
E) (HEME SYNTHETASE) . //O. 0017:123: 37//MYC0BACTERIUM AVIUM. //007401 
F-NT2RP2005835//SHP1 PROTEIN. //I. 20-08: 13S: 26//SACCHAROMYCES CEREV 
ISIAE (BAKERS YEAST). //P34223 

F-NT2RP200S841 //SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174 
N) . //O. 23:28: 53//H0M0 SAPIENS (HUMAN) . //P2 25 32 
F-NT2RP2005853//HYPOTHET I CAL 8.5 KD PROTEIN IN ASIA-MOTA INTERGENI 
C REGION. //O. 99: 33:48//BACTERI0PHAGE T4.//P229I7 
F-NT2RP2005857//CHR0MOS0ME ASSEMBLY PROTEIN XCAP-C.//8. 6t-84: 235:6 
6//XEN0PUS LAEVIS (AFRICAN CLAWED FROG) . //P50S32 
F-NT2RP20058S9//MALE SPECIFIC SPERM PROTEIN MST84D6.//0.017:60:40/ 
/DROSOPHILA ItLANOCASTER (FRUIT FLY).//Q01643 
F-NT2RP200S868//ATP SYNTHASE B’ CHAIN PRECURSOR (EC 3.6.1.34) (SUB 
UNIT I 0.//0. 28: 121 :28//SPINACIA OLE RACE A (SP I NACH) . //P3 1 8S3 
F -NT2RP2005886/ /M I CRONUCLEAR LINKER HISTONE POLYPROTE I N (NIC LH) 
(CONTAINS: LINKER HISTONE PROTEINS ALPHA. BETA. OELTA AND GAMMA]./ 
/O. 80 : 1 30 : 28//TETRAHYMENA THERMOPHI LA. //P40631 
F-NT2RP200S890 

F-NT2RP2005901//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 35: 
18: 44//DR0S0PHILA YAKUBA (FRUIT FLY).//P03933 

F-NT2RP2005908//! ! M ALU SUBFAMILY SQ lARNING ENTRY ! ! ! !//1. 0e-28: 
6I:65//HOMO SAPIENS (HUMAN) . //P39I 94 

F-NT2RP2005933//PER IOD CLOCK PROTEIN (P230) (FRAGMENT) .//I. 7 e- 1 1 : 8 
5:49//AC£TABULARIA MEDITERRANEA (MERMAID' S IINE GLASS) .//Pt 2347 
F-NT2RP2005942//P0LY (A) POLYMERASE (EC 2.7.7.11) (PAP) (POLTNUCLEO 
TIDE A0ENYLYLTRANSFERASE).//7. 2#-59:21 6: 58//B0S TAURUS (BOVINE).// 
P25500 

F-NT2RP2O0598O//HYPOTHET I CAL 11.5 KO PROTEIN IN RSP8A-ASTI INTERGE 
NIC REGION. //I. 0: 49: 34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)./ 
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/P3BI85 

F-NT2RP2006023//ONA REPAIR PROTEIN RECN (RECOMBINATION PROTEIN N) 
(FRAGMENT) . //1 . 0 : 40 : 4S//V 1 8R 1 0 CHOLERAE. //P52 1 1 8 
F-NT2RP2006038//HYPOTHET I CAL 30.2 KD PROTEIN C02FS. 4 IN CHROMOSOME 
1 1 1 . //4. Oe- 1 1 : 90 : 34//CAEN0RHABD I T I S ELEGAMS. //P34281 
F-NT2RP2006043//LAMININ BETA-1 CHAIN VARIANT (LAMININ BETA-1 -2 CHA 
IN) (FRAGMENT). //0. 00067: 73 : 38//GALLUS CALLUS (CHICKEN) . //Q0163S 
F-NT2RP20060S2//METALL0TH I ONE I N- 1 (MT-D.//0. 19:31 :38//CERCOPITHEC 
US AETHIOPS (GREEN MONKEY) (GRIVET).//P02797 

F-NT2RP2006069//COLUGEN ALPHA 2(1) CHAIN (FRAGMENTS).//!. 0:66:34/ 
/RATTUS NORVEC I CUS (RAT) . //P02466 

F-NT2RP2006071//RESTIN. //0. 40:156: 29//GALLUS CALLUS (CHICKEN). //04 
2184 

F-NT2RP2006098//HYPOTHET I CAL 21.7 KO PROTEIN IN TUP1-ABP1 INTERGEN 
1C REGION. //O. 99:9S:20//SACCHAR0NYCES CEREVISIAE (BAKER' S YEAST)./ 
/P2S651 

F-NT2RP2006 1 00//L0NG NEUROTOXIN 4 (ALPHA-NEUROTOX IN) . //O. 94:43: 34/ 
/OPHIOPHAGUS HANNAH (KING COBRA) (NAJA HANNAH) . //P 80 1 56 
F-NT2RP2006 103//50S RIBOSOMAL PROTEIN L32.//0. 40: 36 : 38//SYNECHOCYS 
TIS SP. (STRAIN PCC 6803) . //P73014 

F-NT2RP2006 106//CUTICLE COLUGEN 1 .//0. 28:85: 29//CAENORHABO I Tl S EL 
EGANS. //P08 124 

F-NT2RP2006 141//HYP0THETICAL 72.5 KD PROTEIN C2F7. JO IN CHROMOSOME 
I. //I. 90-08:57: 42//SCHIZOSACCHAROMTCES POMBE (FISSION YEAST). //QO 
9701 

F-NT2RP2006 166 

F-NT2RP2006 184//HYP0THETICAL 11.2 KO PROTEIN IN CSGC-MDOC INTERGEN 
1C REGION PRECURSOR. //0. 95: 87 : 26//ESOCRICH1A C0LI.//P75917 
F-NT2RP2006 1 86//MI CR0TU8U LE- ASSOC 1 ATEO PROTEIN 2.//0. 088: 124:33//M 
US MUSCULUS (MOUSE). //P20357 

F-NT2RP2006196//M! ! ALU SUBFAMILY SP WARNING ENTRY !! M//4. 00-05 : 
49: 61 //HOMO SAPIENS (HUMAN). //P391 93 

F-NT2RP20062O0//PROC0LLAGEN ALPHA 2 (V) CHAIN PRECURSOR. //O. 001 3: 20 
5 : 32/ /HOMO SAPIENS (HUMAN) . //PO 5997 

F-NT2RP2006 2 1 9//G0NADAL PROTEIN GDI. //3. 50-18: 1 58: 37//DROSOPHI LA M 
ELAMOGASTER (FRUIT FLY) .//P22468 

F-NT2RP2006237//F I BR IMOGEN- AND IC-BINDINC PROTEIN PRECURSOR (MRP 
PROTE I N) . //O. 79:103: 2 8// STREPTOCOCCUS PYOGENES. //P301 41 
F-NT2RP2006 238//PR0L I NE-R I CH PROTEIN HP-3 (FRACMENT). //4. 70-07 : 1 2 
7 : 39//MUS MUSCULUS (MOUSE). //PO 5 1 43 

F-NT2RP2006258//PROBABLE ES PROTE IN. //O. 78:47: 34//R1CSUS PAPILLOMA 
VIRUS TYPE 1 (RHPV D.//P24834 

F-NT2RP2006261//PENAE I0IM-3A PRECURSOR (P3-A).//0. 61 : 3S:40//PENAEU 
S VANNAMEI (PENOEID SHRIMP) (EUROPEAN WITH SHRIMP). //P8 10 58 
F-NT2RP2006275//ELECTROMOTOR NEURON- ASSOC 1 ATED PROTEIN 2 (FRAGMEN 
T). //I. 20-28:59: S7//T0RPED0 CAL (FORMICA (PACIFIC ELECTRIC RAY).//P 
14401 

F-NT2RP20063 1 2//H I O+-N0B I L I TY-CROUP PROTEIN (NONHISTONE CHROMOSOMA 
L PROTEIN). //I. 60-06: 53: 35//TETRAHYMENA PYRIFORM I S. //P4062S 
F-NT2RP2006320//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) 
(FRAGMENT). //O. 90:24: 41 //HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BHS 
ISOUTE) (HIV-I) .//P046I2 

F-NT2RP200S321//M!! ALU SUBFAMILY SP lARNING ENTRY ! f ! !//0. 0051 : 2 
5 : 76//HOMO SAPIENS (HUMAN). //P391 93 

F-NT2RP2006323//IISKOTT- ALDRICH SYNDROME PROTEIN (IASP) . //O. 84: 33 : 
39//HOMO SAPIENS (HUMAN). //P4 2 768 

F-NT 2RP2006 333//MYOTOX I N 3 PRECURSOR (CROTAMINE 3) . //O. 56 : 37: 40//C 
ROTALUS OURISSUS TERR I FICUS (SOUTH AMERICAN RATTLESNAKE). //P243 3 3 
F-NT2RP2006334//SUCCINYL-COA LI CASE [GDP-FORMING] , ALPHA-CHAIN 3 P 
RECURSOR (EC 6.2. 1.4) (SUCCINYL-COA SYNTHETASE. ALPHA CHAIN 3).// 
0.00097: 46 .41//TRICH0M0NAS VAGINAL I S.//P53401 
F-NT2RP2006 365//N0NSPEC I F I C LIPID-TRANSFER PROTEIN 4.3 PRECURSOR 
(LTP 4.3).//0. IB:7S:29//K0RDEUM VULCARE (BARLEY) . //Q42842 
F-NT2RP2O06393//0MEGA-CONOTOXIN MV 1 1C PRECURSOR (FRAGMENT). //O. 82: 
IS.66//C0NUS MAGUS (MAGUS CONE) . //P3730O 

F-NT2RP2006436//ANTERI0R-RESTRICTED HOMEOBOX PROTEIN (RATHKE POUCH 
HOMEO BOX) .//I. 40-08 : 50 : SO//MUS MUSCULUS (MOUSE) . //Q6 l 658 
F-NT2RPZ006441//METALL0THIONE IN-LIKE PROTEIN 1 ,//0. 99:22: 54//MIMUL 
US GUTTATUS (SPOTTED MONKEY FLOIER) (YELLOW MONKEY FLOWER). //P2023 

8 

F-NT2RP2006454//SPERM PROTAMINE PI. //O. 60:47 : 36//TACHYGL0SSUS ACUL 

EATUS ACULEATUS (AUSTRALIAN ECHIDNA) .//P353 1 1 

F-NT2RP2006456 

F-NT2RP2006464//PH0TOSYSTEM I IRON-SULFUR CENTER (PHOTOSYSTEM I SU 
BUNIT VII) (9 KD POLYPEPTIDE) (PS l-C). //O. 91 : 79: 30//SYNECHOCOCCUS 
SP. (STRAIN PCC 7002) (AGMENELLUM QUADRUPLICATUN).//P31087 
F-NT2RP2006467//PUTATI VE CUTICLE COLLAGEN F55C10. 3.//0. 15:53: 35//C 
AENORHABOI T I S ELEGANS.//Q21 184 

F-NT 2RP2006472//HYP0THET I CAL 19 KO PROTEIN (ORF 167). //O. 33:98:26/ 
/MARCHANTIA POLYMORPHA (LI VERWORT) . //PI 2202 
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F-NT2RP2006534 

F-NT2RP20Q6554//ANTI-S IGMA F FACTOR ANTAGONIST (STACE II SPORULATI 
ON PROTEIN AA) .//O. 91 : SO: 34//BACILLUS SPHAERICUS. //032723 
F-NT2RP20Q656S//SECRET0RY CARRIER-ASSOCIATED NEMBRANE PROTEIN I (S 
CANP 37) . //I. Oe-66 : 93 : 96/ /RATTUS NORVEGICUS (RAT) . //P56603 
F-NT2RP20O6571//CYTOCMRONE P450 2BI0 (EC 1.14.14.1) (CVPIIBIO) (TE 
STOSTEHONE IS- ALPHA HYDROXYLASE) (P4S0- 16-ALPHA) (CLONE PF3/4S).// 
4. S»-40 : 1 38 : 57//MUS MUSCULUS (HOUSE) .//PI 279 1 

F-NT2RP20Q8573//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE). //O. 5 
3:4S: 39//B0S TAURUS (BOVINE) . //P0231 8 

F-NT2RP20Q6598//H!! ALU SUBFAMILY SX VANNING ENTRY ! ! ! !//! . 3«-l2 : 
44.77//H0M0 SAPIENS (HUMAN) . //P 311 9$ 

F-NT2RP30000Q2//MH ALU SUBFAMILY SC WARNING ENTRY * ! ! !//1 . 4e-19 : 
60: 63//HONO SAPIENS (HUMAN) . //P39 192 

F-NT2RP3000031 //HYPOTHETICAL 89.8 KD PROTEIN F4IH10. 6 IN CHROMOSOM 
E IV.//Z. U-39:21O:42//CAEN0RNABOITIS ELEGANS.//Q20296 
F-NT2RP3000046//P0SS IBLE THIOPHENE AND FURAN OXIDATION PROTEIN TIC 
F. //1 . 4e-2S .149: 44//PSEUD0MCNAS PUT I DA. //P2S7S5 
F-NT2RP3000047//NPL4 PROTE IN. //4. 7c-48: 275: 38//SACCHAROMYCES CEREV 
ISIAE (BAKER'S YEAST). //P33755 

F-NT2RP3000050//Z I NC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFI). 
//3. 2 *-72:232: 59//HOMO SAPIENS (HUMAN) . //P51 $22 
F-NT2RP3000055//MALE SPECIFIC SPERM PROTEIN HST840B. //O. 26: 57: 36// 
DROSOPHILA NELANOGASTER (FRUIT FLY) . //Q0 1643 

F-NT2RP3DOOOS8//HYPOTHET I CAL 182.0 KD PROTEIN IN NMD5-H0M6 INTERGE 
NIC REGION. //0. 0014:66: 34//SACCHAROMYCES CEREV ISIAE (BAKER'S YEAS 
T).//P47I70 

F-NT2RP3000072//HYPOTHET I CAL 6.7 KD PROTEIN IN NOHA-CSPI INTERGENI 
C REGION. //O. 95: 49: 30//ESCHERICHIA COLI. //P77695 
F-NT2RP3000080//*!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//5. 1e-1 7: 6 
4:68//HOMO SAPIENS (HUMAN). //P3 9 188 

F-MT2RP300008S//B I OT I N CARBOXYLASE (EC 6.3.4.14) (A SUBUNIT OF ACE 
TYL-COA CARBOXYLASE (EC 6. 4.1. 2)) (ACC) . //4. 4e-43: 169: 51 //BACILLUS 
SU8T1LIS. //P49787 

F-NT 2 RP3000 092//CELL DIVISION CONTROL PROTEIN 1.//0. 00016: 103:31// 

SACCHARCMYCES CEREV ISIAE (BAKER'S YEAST) . //P40986 

F-NT2RP3000 109// ACYL CARRIER PROTEIN HOMOLOG (ACP) . //O. 76: 83: 28//N 

Y COPLASMA GENITALIUM.//P47529 

F-NT2RP3000134 

F-NT2RP3000 1 42//GAR2 PROTEIN. // 0. 00098:241 : 20//SCH I ZOSACCHAROMYCES 
POMBE (FISSION YEAST) .//P41 891 

F-NT2RP3000 1 49//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //0. 001 
4: 33: 36//POKGO PTGMAEUS ABEL 1 1 (SUMATRAN ORANGUTAN) . //P92694 
F-NT2RP3000I86//! ! ! ! ALU SUBFAMILY i VANNING ENTRY ! ! ! !//B. 3*-l 5: 3 
6: 83//HOMO SAPIENS (HUMAN) .//P3 9 1 88 

F-NT 2 RP3000 1 97//HVPOTHET I CAL 6.0 KO PROTEIN IN THII2 S' REGI0N.//0. 
91:21: 52/ /SACCHARONYCES CEREV ISIAE (BAKER'S YEAST) . //PS3820 
F-NT2RP3C00207//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2. 1.3) (CLUCAN 
1,4-ALPHA- GLUCOSIDASE) (1 . 4-ALPHA-O-GLUCAN GLUCOHYDROLASE) . //O. 02 
6:209: 27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
F-NT2RP3000220//ONA-BINDING P52/P100 COMPLEX, 100 KO SUBUNIT (FRAG 
NENTS) . // 1 . 0 : 26 : 42//K0M0 SAPIENS (HUMAN) . //P 30808 
F-NT2RP3000233//R1NC CANAL PROTEIN (KELCH PR0TEIN).//2. 1e-42: 249: 3 
9//DR0S0PHILA NELANOGASTER (FRUIT FLY). //Q046S2 
F-NT2RP3000235//HOME080X PROTEIN H40 (FRAGMENT) . //O. 55 : 45:40//APIS 
MELLIFERA (HONEYBEE) . //PI 5858 

F-NTZRP3O0O247//HYPOTHET ICAL PROTEIN KIAA0218.//I. 7*-82: 123:69//HO 
■0 SAPIENS (HUMAN) . //Q93075 

F-NT2RP3000251//SERINE PROTEINASE STUBBLE (EC 3.4.21.-) (STUBS LE-S 
TU8BL0ID PROTE I N) . //1 . 0 : S3 : 3 3//DR0S0PH I LA MELANOGASTER (FRUIT FLY 
). //Q0S3I 9 

F-NT2RP3000252//HYPOTHETICAL 40 KD CTP-BINDING PROTEIN IN RIBOSOMA 
L PROTEIN GENE CLUSTER S' REG10N.//2. 2e-06:96: 32//HAL0BACTERIUM CUT 
IRUBRUM.//P17103 

F-NT2RP30002 55/ /H I STONE HI . I (FRACMENT) . //O. 95: 71 : 33//BOS TAURUS 
(BOVINE). //P02 2 S3 

F-NT2RP3000267//HYPOTHETICAL 21.1 KO PROTEIN IN SSR-SERA INTERGENI 
C REGION (OI82).//0.38:77:33//ESCHERICHIA COLI . //P09160 
F-NT2RP3Q00299//MYOS I N 1C HEAVY CHAIN.//1 . 2«-l1 : 147:34//ACANTHAM0E 
BA CASTELLAN 1 1 (AMOEBA) . //PI 0569 

F-NT2RP3O0O312//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERC 
ENIC REGI0N.//0. 64: 2I6:29//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) .//P53214 

F-NT2RP300032Q//TRANSLATION INITIATION FACTOR IF-2.//5. 2*-QS: 1 84: 2 
2//AQUIFEX AEOL I CUS . //067825 

F-NT2RP3000324/ /HYPOTHET I CAL PROTEIN HM036.//0. 69:64: 3S//HAEM0PHI 
LUS I NFLUENZAE. //P44097 

F-NT2RP3000333//VIR1A PROTEIN. //O. 35:51 :41//TRITICUM AESTIVUM (VHE 
AT).//Q0148Z 

F-NT2RP3000341//! MI ALU SU8FAMILY SB WARNING ENTRY M!!//2. le-30: 
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57: 80//H0MO SAPIENS (HUMAN) . //P391 89 
F-NT 2RP3000 348 

F-NT2RP3000350//HYPOTHET ICAL 40 KO CTP-BINDING PROTEIN IN RIBOSOMA 
L PROTEIN GENE CLUSTER S' REG I ON. //0. 001 1 : 77: 35//HALOBACTERIUM CUT I 
RUBRUM.//PI7I03 

F-NT2RP3000359//CTP: ANP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 
4.10) (AX 3). //I. 2o-97: 222: 84//B0S TAURUS (BOVINE) . //P08760 
F-NT 2RP3000 36 1 / /PRE-MRNA SPLICING FACTOR PRP6. //2. 2t-08: 1 28: 28//SA 
CCHAROMYCES CEREVISIAE (BAKER’ S YEAST). //PI 973 5 
F-NT2RP3000366//RAS-RELATED PROTEIN RAB-1 8. //2. 1 *-107:206 :99//MUS 
MUSCULUS (MOUSE) . //P35293 

F-NT2RP3000393//H0MEOBOX PROTEIN H0X-C4 (H0X-3E) (CPI 9) . //O. 0023: 1 
6: 52//HOMO SAPIENS (HUMAN) . //PO 90 17 

F-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (06 
AH BOX PROTEIN 13) . //S. 5*-27 : 116: 44//MUS MUSCULUS (MOUSE) . //03S286 
F-NT2RP3000403//PRE-MRNA PROCESSING PROTEIN PRP40.//0. 00044:67: 34/ 
/SACCHAROMYCES CEREVISIAE (BAKER' S YEAST) . //P3 3203 
F-NTZRP30004I 8//RETR0V I RUS-RELATED POL POLYPROTEIN [CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE) .//2. 2 e-16 : 228: 3 4//M 
US NUSCULUS (MOUSE). //P1 1369 

F-NT2RP3000433//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! M J//1 . 7e- 17:7 
9:55//HOMO SAPIENS (HUMAN) . //P391 88 

F-NT2RP30OQ439//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENI 
C REGION. //9. 8e-10: 201 : 26//ESCHERICHI A COLI.//P37908 
F-NT2RP3000441 //PROTE IN-EXPORT NEMBRANE PROTEIN SECG HOMOLOG. //O. 9 
I ; 48 : 35//MYC06ACTER IUM LEPRAE. //P3 8 388 

F-NT2RP3000449//HOME0BOX PROTEIN H0X-B8 (CHOX-2. 4) (FRAGKNT) . //I 
0:42 : 33//GALLUS GALLUS (CHICKEN) . //P236B1 
F-NT 2 RP 300045 I 

F-NT2RP30004S6//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT S).//0. 00018: 1 7 
8: 36//RATTUS NORVEGICUS (RAT) .//P02454 

F-NT2RP3000484//METALLOTHIONEIN-1 1 1 (MT-III) (GROWTH INHIBITORY FA 
CTOR) (CIF) .//O. 098:40 : 27//BOS TAURUS (BOVINE) .//P37359 
F-NT2RP3000487//SULFATED SURFACE GLYCOPROTEIN 185 (SSC 1 85). //O. 00 
037:16: 81 //VOLVO! CARTER I . //P2 1 997 
F-NT2RP300051 2 

F-NT2RP3000526//HYPOTHETICAL NtN REGION PROTEIN ORF56. //O. 51 : 37 43 
//BACTERIOPHAGE LAMBDA. //P03769 

F-NT2RP30005Z7//Z INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl). 
//1 . 0e-l6: 234: 30//H0M0 SAPIENS (HUMAN). //P5 152 2 
F-NT2RP300053 1//P0L 10V I RUS RECEPTOR PRECURSOR (CD155 ANTIGEN) .//3. 
4«-IS:l92:30//H0MO SAPIENS (HUMAN). //PI 51 51 
F-NT2RP3000542//CYT0CHR0ME C OXIDASE POLYPEPTIDE II (EC 1.9.3. I ) 
(FRACMENT). //O. 60: 51 :39//ASTER I NA PECTINIFERA (STARFISH).//P!1958 
F-NT2RP3000561//HYPOTHETICAL ATP-BINDING PROTEIN NJ0423. //O. 79: 53: 
3 2//ME THANOCOCCUS J ANNAS CH 1 1 . //Q57866 

F-NT 2RP3000S6 2/ / ACCE SSORY GLAND PEPTIDE PRECURSOR (PARAGON IAL PEPT 
IDE B) . //O. 99 : 26 : 34//DROSOPH I LA MAURITIAN A (FRUIT FLY). ANO DROSOP 
HI LA SIHULANS (FRUIT FLY) . //01 8666 

F-NT 2RP3000578/ /HYPOTHET I CAL 49.8 KD PROTEIN IN RPL14B-GPA1 INTERG 
ENIC REGION.//!. 5e-26: 127: 37//SACCHAR0MYCES CEREVISIAE (BAKER’S YE 
AST) . //P38755 
F-NT2RP3000582 

F-NT2RP3000S84//METALLOTHIONEIN-I I (NT- II ) . //O. 28: 27:29//MUS NUSCU 
LUS (MOUSE) . //P02798 

F-NT2RP3000590//UVS-2 PR0TEIN.//4.8*-l0: 1 1 3 :33//NEUROSPORA CRASSA. 
//P33288 

F-NT2RP3O0O592//TRANSCRIPTION INITIATION FACTOR TFIIO 135 KO SUBUN 
IT (TAFI 1-135) (TAFIM35) (TAFII-130) (TAFI 1130) .//O. 00087: 178: 31/ 
/HOMO SAPIENS (HUMAN) . //000268 

F-NT2RP3000596//YEMANUCLE I N- ALPHA. //I . 8«-05 : 98 : 34//DR0S0PH l LA MELA 
NOGASTER (FRUIT FLY) . //P25I92 

F-NT 2RP3000S99//SPL I CEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A6 
6) . //O. 00095: 90: 37//HONO SAPIENS (HUMAN). //Q1S428 
F-NT2RP3000603//5E5 ANTIGEN. //I. 0*-09: 181 :34//RATTUS NORVEGICUS (R 
AT) . //Q63003 

F-NT 2RP300060S/ /STEROL REGULATORY ELEMENT BINDING PROTE IN- 1 (SREB 
P-1) (STEROL RECULATORY ELEMENT-6 1 NO I NG TRANSCRIPTION FACTOR 1).// 
0.00098: 76 :34//H0M0 SAPIENS (HUMAN) .//P 36 95 6 

F-NT2RP3000622//HYPOTHETICAL PROTEIN MC096 HOMOLOG S (P02_0RF427) . 
//O. 15:52: 36/ /MYCOPLASMA PNEUMONIAE.//P75277 

F-NT2RP3000624//HYPOTHETICAL PROTEIN K I AA0256. //5. 4«-16: 222: 31//H0 

MO SAPIENS (HUMAN). //Q9 307 3 

F-NT2RP3000628 

F-NT 2RP3000632//Z INC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTE 
IN NKIO) .//2. Oe-1 6: 52 : 63//MUS MUSCULUS (MOUSE) . //Q6 196 7 
F-NT2RP3000644//! !! ! ALU SUBFAMILY SO WARNING ENTRY ! ! ! !//6. 7e-40: 
102: 79//HONO SAPIENS (HUNAN). //P39 194 

F-NT 2 RP3 00066 1 //HYPOTHET I CAL 139.1 KD PROTEIN C08811.3 IN CHROMOSO 
ME 1 1 . //6. 0e-08: 83: 36//CAENORHABOI T I S ELEGANS. //Q09441 
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F-NT2RP3QQO665//HQMEO0OX PROTEIN PROPHET OF PIT-1 (PROP-1) (PITUIT 
ARY SPECIFIC HOMEODOMAIN FACTOR). //0. 1 3: 48: 3S//H0M0 SAPIENS (HUNA 
N). //O75360 

F-NT2RP3OO068S//HYPOTHET I CAL 33.5 KO PROTEIN IN CATl S' REGION (ORF 
Y) . //0. 26 : 202 : 23//CLOSTR I01UH KLUYVER I . //P38943 
F-NT2RP3000690// INORGANIC PYROPHOSPHATASE (EC 3. 6. 1.1) (PYROPMOSPH 
ATE PHOSPHO- HYDROLASE) (PPASE) . //O. 99:131: 26//SACCHAROMYCES CEREV 
ISIAE (BAKER'S YEAST) . //POOS 1 7 

F-NT2RP30G0736//HYP0THET I CAL 28.7 KD PROTEIN IN RNR3-ARC1 5 INTERGE 
NIC REGION. //3. 5*-27 : 211 : 34//SACCKAR0MYCES CEREV ISIAE (BAKER' S YEA 
ST) .//P405I6 

F-NT2RP3000739//HYP0THET 1 CAL 33.5 KD PROTEIN C1D4. 02C IN CHROMOSON 
E l.//6.0t-23: 114: 42//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
Q10149 

F-NT2RP3000742//I -PHOSPHATIDYL INOSITOL-4. 5-BlSPHOSPHATE PHOSPHODIE 
STERASE DELTA 1 (EC 3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELT 
A-l) (PLC-I I l).//S. 7e-1 2: 85: 36//RATTUS NORVEGICUS (RAT) .//PI 0688 
F-NT2RP3000753//CELL SURFACE CLYCOPROTEIN I PRECURSOR (OUTER UYER 
PROTEIN B) (S-LAYER PROTEIN 1) .//O. 0001 1 : 208: 28//CLOSTRIDIUM THER 
B0CELLUM.//Q06852 

F-NT2RP3000759//ADP-RIB0SYLAT ION FACTOR S.//8. 1e-28: 141 : 38//GALLUS 
GALLUS (CHICKEN). //P26990 

F-NT2RP3000815//CYT0CHROME C-SSI (C551) (CYTOCHROME C8) . //O. 24: 45: 
3 7// PSEUDOMONAS DENI TRIFI CANS. //P00103 

F-NT2RP3 00082 5//ALPHA-LACTALBUM IN (LACTOSE SYNTHASE B PROTEIN (EC 
2. 4. 1 . 22) ) . //O. 82 : 51 : 39//NACROPUS RUFOGR I SEUS (RED-NECKED NALLABY 
) . //P07458 

F-NT2RP3000826//COLLAGEN ALPHA 1 (XI I) CHAIN (FRAGMENTS) . //O. 025: 7 
9: 37//BOS TAURUS (BOVINE) .//P2 5 508 

F-NT2RP3000836//HVPOTHET I CAL PROTEIN IN KSGA 3' REGION (ORF LS) (FR 
AGMENT) . //O. 85: 36: 47//MYC0PLASMA CAPRI COLUM. //P43040 
F-NT2RP300084 1 //UDP-GLUCUSONOSYLTRANSFERASE 1-7 PRECURSOR. NICROSO 
HAL (EC 2.4.1.17) (UDPCT) (UCT147) (XT1-07) (UGT1.7) (UGT1A7) (UG 
TP4) (FRAGMENT) . //1 . 0 : 70 : 34//MUS MUSCULUS (MOUSE) . //Q624S2 
F-NT2RP3000845//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 
2.7. 1.-).//5.2e-72:247:61//HOMO SAPIENS (HUMAN) . //P27448 
F-NT2RP3000847//HYPOTHET I CAL PROTEIN KIAA0161.//0. 037:55: 30//H0MO 
SAPIENS (HUMAN). //P50876 

F-NT2RP3000850//! ! ! ! ALU SUBFAMILY SQ IARN1NG ENTRY ! ! ! !//7. 4e-3l : 
90: 7S//HOMO SAPIENS (HUMAN) . //P39 194 

F-NT2RP3000852//HYDROPH08IC SEED PROTEIN (HPS).//0. 33:23:69//GLYCI 
NE MAI (SOYBEAN). //P24337 

F-NT2RP3000859//IIMIEO 1 ATE-EARLY PROTE I N. //3. St-07 : 189: 25//HERPESV I 

RUS SAIMIRI (STRAIN 1D.//Q01042 

F-NT2RP3000865 

F-NT2RP3000868//MY0S IN HEAVY CHAIN. CARDIAC MUSCLE ISOFORM (FRAGME 
NT). //1 . 4t-09: 232: 28//GALLUS GALLUS (CHICKEN) . //P2 961 6 
F-NT2RP300Q8S9//CUTICLE COLLAGEN 2.//4. 5e-08: 58: 46//CAEN0RHABDITIS 
ELEGANS. //PI 7656 

F-NT2RP3 00087 5//H0ME0B0I PROTEIN COX-2 (CAUOAL-TYPE HOME 080 X PROTE 

IN 2) ,//0. 90: 62: 37//HUS MUSCULUS (MOUSE) . //P4324I 

F-NT2RP3 000901 //COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS). //O. 99: 124:3 

3//B0S TAURUS (BOVINE) . //P02453 

F-NT2RP3000904 

F-NT2RP300091 7//DHP1 PROTE IN. //6. Se-60: 229: 55//SCH I ZOSACCHAROMYCES 
POMBE (FISSION YEAST).//P40848 

F-NT2RP300091 9//HYP0THET ICAL 33.5 KD PROTEIN C1D4. 02C IN CHROMOSOB 
E I. //2. 4t-19: 159: 34//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
Q10I49 

F-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A.//3. 7t-48:73:98//H0M0 S 
APIENS (HUMAN), AND RATTUS NORVEGICUS (RAT) .//P3 902 7 
F-NT2RP300098Q//COPA/INCA PROTEIN (REPA3 PROTEIN). //O. 24: 19: 47//ES 
CHERICHIA COL I. //PI 3946 

F-NT2RP3000994//MATERNAL EFFECT PROTEIN STAUFEN.//1.4e-l0:78:48//0 
ROSOPHILA IE LAN OCAS TER (FRUIT FLY) . //P2S1 59 

F-NT2RP3001004//HYPQTHETICAL 7.6 KD PROTEIN B0563.8 IN CHROMOSOME 

X. //O. 70:50: 3 2//CAEN0 RHABD I T I S ELEGANS. //Ql 1084 

F-NT2RP3Q01007 

F-NT2RP3001055//N- TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT 
HONOLOG. //I . 3e-05: 1 38: 28//DICTYOSTELIUM DISCOIDEUM (SLIME BOLD).// 
P36416 

F-NT2RP3001 057//ZINC FINGER PROTEIN 45 (BRC1744).//4. Oe-28: 141 : 51/ 
/HOMO SAPIENS (HUMAN) . //Q02386 

F-NT2RP300 1 081//HYP0THET I CAL 46.4 KO PROTEIN T16H12.5 IN CHROMOSON 
E III. //3. 8t-08 : 1 44 : 29//CAEN0RHA8D I T I S ELEGANS. //P34568 
F-NT2RP3001084//SPIOROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT).// 
3.4e-06: 21 7 : 32//NEPHILA CLAVIPES (ORB SPIDER) . //P46804 
F-NT2RP300 1 096//SYNAPTONEMAL COMPLEX PROTEIN SC6S. //1 . 1 1-30: 244:33 
//RATTUS NORVEGICUS (RAT) . //Q64375 

F-NT2RP3001 107//ARYLSULFATASE F (EC 3.1.6.-) (ASF) (FRAGMENT) . //O. 



041 : 47 : 44//HOMO SAPIENS (HUMAN) . //P54793 
F-NT2RP3001 109 

F-NT2RP3001 1 1 (//MALE SPECIFIC SPERM PROTEIN BST84DC.//0. 17:28:39// 

DROSOPHILA MELANOGASTER (FRUIT FLY) . //QO 1 644 

F -NT2RP300 1 1 1 3// i NVOLUCR I N. //0. 00036:192: 23//MUS MUSCULUS (MOUSE). 

//P48997 

F-NT2RP3001 115 

F-NT2RP3001116//AM I NOPEPTIDASE G (EC 3.4.11.-) (FRAGMENT) . //O. 99: 2 
9: SI//STREPTOMYCES LIVIDANS.//Q54340 

F-NT2RP3001 1 19//C0LLAGEN ALPHA 4 (IV) CHAIN (FRAGMENT) .//O. 0015:73: 
39//BOS TAURUS (BOVINE). //Q29442 

F-NT2RP3001 I20//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT) . //I . 3e-57: 22 
9.52//HOMO SAPIENS (HUMAN) . //PI 641 5 

F-NT2RP30O1126//HYPOTHETICAL 91.2 KO PROTEIN IN RPS48-SCH9 INTERGE 
NIC REGION. //2. 8t-07 : 83: 34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P38888 

F-NT2RP3001 1 33//CALC I UM BINDING PROTE IN. //2. 0e-08: 1 71 : 32//DICTYOST 
EL I UN DISCOIDEUM (SLIME MOLD) . //P35085 

F-NT2RP3001 140//F-SPONDIN PRECURSOR. //2.0e- 147: 244 :97//RATTUS NORV 
ECICUS (RAT) . //P3S446 

F-NT2RP300I I47//TR0P0MY0S IN 2 (TMI I) . //O. II : 1 59: 23//SCHI STOSOMA MA 
NSONI (BLOOD FLUKE) . //P42638 

F-NT2RP300 1 150//XTAPEPT I DE-REPEAT PROTEIN T2. //6. 2e-09: 163: 25//MU 

5 MUSCULUS (MOUSE).//Q06666 

F-NT2RP300I 155//DNA POLYMERASE ALPHA-BINDING PROTEIN (P08I/CTF4 PR 
OTEIN) (CHROMOSOt REPLICATION PROTEIN CHLI 5) . //4. 1 1-05: 244: 23//SA 
CCHARONYCES CEREVISIAE (BAKER'S YEAST) . //QO I 454 
F-NT2RP3001 I76//LEUKOSIALIN PRECURSOR (LEUCOCYTE SIALOGLYCOPROTEI 
N) (SIALOPHORIN) (CD43) (LY 48) (B CELL DIFFERENTIATION ANTIGEN L 
P-3J.//0. 21 : 136: 26//MUS MUSCULUS (MOUSE) . //PI 5702 
F-MT2RP3001 2I4//SAPI PROTEIN. //O. 058: 133: 30//SACCHAR0MYCES CEREVIS 
IAE (BAKER'S YEAST). //P39955 

F-NT2RP3001 21 6//CYLI Cl N I (MULTIPLE-BAND POLYPEPTIDE I) (FRAGMENT 
) . //2. 1 e-OB : 1 37 : 33//HOMO SAPIENS (HUMAN) . //P35663 
F-NT2RP300! 221//GAMMA-BUTYR0BETAINE, 2-OXOGLUTARATE DIOXYGENASE (EC 
1.14.11.1) (GAMMA-BUTYROBETAIKE HYOROXYUSE) . //4. 2®-05: 1 31 : 26//PS 
EUDOMONAS SP. (STRAIN AK-1) .//P80193 

F-MT2RP3001 232//HYPOTHET1CAL PROTEIN PRECURSOR IN CSS 3' REGION (FR 

AGMENT) . //0 . 75 : 57 : 3 1 //ESCHER I CH I A COL I . //P3 3792 

F-NT2RP3001 236//TRANSFORMING PROTEIN MAF.//0. 017: 136: 30//AVIAN HUS 

CULOAPONEUROTIC FIBROSARCOMA VIRUS AS42.//P23091 

F-NT2RP3001 239//ELECTROMOTOR NEURON- ASSOCIATED PROTEIN 1 (FRAGMEN 

T).//4.2t-55:22l:49//TORPEDO CAL I FORMICA (PACIFIC ELECTRIC RAY).// 

PI 4400 

F-NT2RP300I 245 

F-NT2RP3001 253//TROPONYOSIN 2. MUSCLE THORACIC ISOFORM (TROPOMYOSI 
N I) . //O. 0042 : 142 : 24//DROSOPHI LA MELANOGASTER (FRUIT FLY) . //P09491 
F-NT2RP3001 260//COLLAGEN ALPHA 4(1 V) CHAIN PRECURSOR. //O. 0011 : 89: 4 
3//HOMO SAPIENS (HUMAN) . //PS 3420 

F-NT2RP3001 268//Z INC FlNCER PROTEIN 45 (BRC1 744) .//9. Oe-29: 194:44/ 
/HOMO SAPIENS (HUMAN) . //Q02386 

F-NT2RP3001 272//HYPOTHETICAL 75.2 KD PROTEIN C13F4. 08C IN CHROMOSO 
NE I . //8. 2e~1 7 : 1 83 : 26//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST)./ 
/Ql 01 99 

F-NT2RP3Q0! 274//SER I NE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3. 1.3.1 
6) (PP5) (PROTEIN PHOSPHATASE T) (PPT) (FRAGMENT). //I. 7e-Q9: 78: 39/ 
/HUS MUSCULUS (MOUSE) .//Q6 06 7 6 

F-NT2RP3001 281//! ! ! ! ALU SUBFAMILY J RARNINC ENTRY ! ! ! !//7. 7e-08: 3 
8: 71//H0M0 SAPIENS (HUMAN) . //P3 91 88 

F-NT2RP3001297//HVPOTHETICAL PROTEIN KIAA0281 (HA6725) . //2. 2e-57 :1 
59: 70//HOMO SAPIENS (HUMAN) . //Q92 556 

F-NT2RP3001 307//SPERN PROTAMINE P1.//0. 21:46: 39//0RNITK0RHYNCHUS A 
NATINUS (DUCKBILL PLATYPUS) . //P35307 
F-NT2RP3001 318 

F-NT2RP3001 32S//ENHANCER OF RUDIMENTARY HOMOLOG. //1 . 0:73: 24//BRACH 
YDANIO RERIO (ZEBRAFISH) (ZEBRA DAN 10) . //Q98874 
F-NT2RP3001 338//ZINC FlNCER PROTEIN 29 (ZINC FINGER PROTEIN KOX26) 
(FRAGMENT) . //O. 002 1:56: 3S//H0MQ SAPIENS (HUNAN) . //PI 7037 
F-NT2RP3001339//CITRON PROTEIN. //3. 6 e-06: 90: 33//MUS MUSCULUS (MOUS 
E).//P49025 

F-NT2RP3001 340//HYPOTHETICAL PROTEIN UL6 1 . //7. 2e- 1 1 : 202 : 34//KUMAN 
CYTOMEGALOVIRUS (STRAIN ADI69) . //P168I8 

F-NT2RP3001 355//TRI CARBOXYLATE TRANSPORT PROTEIN PRECURSOR (CITRAT 

6 TRANSPORT PROTEIN) (CTP) (TR I CARBOXYLATE CARRIER PROTEIN). //7. 7 
e-16: I29:33//HOMO SAPIENS (HUMAN) .//PS3007 

F-NT2RP300I 356//RAS-RELATED PROTEIN RABA (FRAGMENT) .//O. 00041 : 66: 2 
8//DICTY0STELIUN DISCOIDEUM (SLIME MOLD) . //P3414I 
F-NT2RP3001 374 

F-NT2RP3001 383//PTB-ASSOCI ATED SPLICING FACTOR (PSF) . //2. Se-06 : 1 9 
0: 32//H0M0 SAPIENS (HUMAN) . //P23246 
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F-MT2RP300 1 384//CH0R 1 ON PROTEIN $15.//O.0O079:94:37//DROSOPHILA VI 
R I L I S (FRUIT FLY). //PI 3424 

F-NT2RP30OI 392//VPU PROTEIN (ORF-X PROTEIN) (UP* PROTEIN). //1. 0:2 
2:45//CAPRINE ARTHRITIS ENCEPHALITIS VIRUS (CAEV). //P31834 
F-NT2RP30O13I6//HYPOTHETICAL 8.1 KD PROTEIN <ORF4).//I.O:37:32//ST 
RAI6ERRY MILD YELLOi EOCE-ASSOC I ATED VIRUS (SNYEAV) . //Q00848 
F-NT2RP30O1398//KRUEPPEL -RELATED ZINC FINGER PROTEIN 2 (HKR2 PROTE 
IN) (FRAGMENT).//!. 99-08:45: 37//HONO SAPIENS (HUNAN). //PI 007 3 
F-NT2RP3001 399//SSU72 PROTEIN. //7. 39-1 8:84: 52//SACCHAR0MYCES CEREV 
ISIAE (BAKER'S YEAST). //P53538 

F-NT2RP3001407//SCY1 PROTEIN. //1 . 5e-08: 143: 25//SACCHAROMYCES CEREV 
ISIAE (BAKER’S YEAST). //P5300I 

F-NT2RP300 1 420//HYPOTFET I CAL 7.9 KD PROTE 1N.//0. 25:41 .26//YACC I MIA 
VIRUS (STRAIN COPENHAGEN) . //P20542 
F-NT2RP3001 426//DNAJ PR0TEIN.//7. 5e-l 5: 78:43//HAEM0PHI LUS INFLUENZ 
AE.//P43735 

F-NT2RP3001427//1ERNER SYNOROME HELICASE. //3. 6e-1 3 : 159: 33//H0N0 SA 
PIENS (HUMAN). //Q1 41 91 

F-NT2RP3001 4Z8//NUCLEOPROTE I N TPR. //I . 8«-53: 1 17 :99//HOMO SAPIENS 
(HUMAN). //PI 2270 

F-NT2RP3001432//NAOH-UBIQUINONE 01 I DOREDUCTASE CHAIN S (EC 1.6.5. 

3) (FRAGMENT) .//O. 96:52: 2I//TARSIUS SYRICHTA (TARSIER) .//Q361S1 
F-NT2RP300 1 447//HYP0THET I CAL 5.5 KD PROTEIN IN REPLICATION ORIGIN 
REGION (0RFD.//0. 96:45:3S//ESCHERICHIA C0LI.//P14505 
F-NT2RP3Q01 449//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) . //O. 004 
3:53:43//GALLUS GALLUS (CHICKEN). //PI 960 1 

F-NT2RP3001 453//MALE SPECIFIC SPERM PROTEIN MST840B. //O. 0048:65: 40 
//OROSOPHILA MELANOGASTER (FRUIT FLY).//Q01643 
F-NT2RP3001 4S7//VACU0LAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS28. 
//0. 55: 1 21 : 20//SACCHAR0MYCES CEREV ISIAE (BAKER' S YEAST) . //QO 2 76 7 
F-NT2RP3001 459//NY0S I N 1C HEAVY CHAIN.//0. 1 0: 126: 34//ACAMTHAMOEBA 
CASTELLAN 1 1 (AMOEBA) . //PI 0569 

F-NT2RP300 1 47 2//N0NH1 STONE CHROMOSOMAL PROTEIN 6A. //3. 0e-14:87 :43/ 
/SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P1 1 632 
F-NT2RP3001490//METALL0TH I ONE IN-LIKE PROTEIN LSC54. //!. 0: 39: 35//BR 
ASSICA NAPUS (RAPE) . //P43402 

F-NT2RP300I495//UBIQUI TIN— PROTEIN LIGASE RSPS (EC 6. 3. 2. -) . //3. 3 
e-14: 148: 35//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P39940 
F-NT2RP300I497//C0LLAGEN ALPHA l(XII) CHAIN (FRAGMENTS) . //0. 13 : 44: 
38//B0S TAURUS (BOVINE). //P2 5508 

F-NT2RP3001 527//SPERN PROTAMINE P1.//0. 35:29 :37//D I DELPHI S MARSUPI 
ALIS VIRGIN I ANA (NORTH AMERICAN OPOSSUM). AND HONOOELPHIS DOMESTIC 
A (SHORT-TAILED GREY OPOSSUM). //P353QS 

F-NT2RP3001 529//HYPOTHETICAL 43.3 KD GTP-81NDINC PROTEIN IN DACB-R 
PMA INTERGENIC REGION. //3. 39-21 : 1 25: 37//ESCHERICHIA COLI .//P42641 
F-NT2RP3001 538//HNF3/FH TRANSCRIPTION FACTOR GENESIS (IINGED HELIX 
PROTEIN CNH-3) . //0. 1 3 : 53 : 39/ /GALLUS GALLUS (CHICKEN) . //P7 97 72 
F-NT2RP3001 554//ELECTROMOTOR NEURON-ASSOCIATED PROTEIN 2 (FRACMEN 
T) ,//2. 3e-48: 137 : 52//TORPEDO CAL I FORMICA (PACIFIC ELECTRIC RAY).// 
PI 440 1 

F-NT2RP3001 580//GERM CELL-LESS PR0TEIN.//8. 2»-18: 100:42//DR050PHIL 
A MELANOGASTER (FRUIT FLY) .//Q01 820 

F-NT2RP3001 587//U8 1 QU I T I N-ACT I VAT I NG ENZYIC El -LIKE (POLYMERASE- IN 
TERACTINC PROTEIN 2). //2. Oe-47: 188: 51 //SACCHAROMYCES CEREVISIAE (B 
AKER’S YEAST). //P52488 

F-NT2RP3001 589//! ! ! ! ALU SUBFAMILY SP MARN INC ENTRY ! ! M//7. 4*-4l : 
87:80//KOMO SAPIENS (HUMAN) . //P391 93 

F-NT2RP3001 607//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //1 . 0:4 
9: 32//DICENTRARCHUS LABRAX (EUROPEAN SEA BASS). //036362 
F-NT2RP3001 608//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN).// 
0.0013:1 77: 25//ZEA MAYS (MA1ZE).//P14918 

F-NT2RP300 1621 //MALE SPECIFIC SPERM PROTEIN MST84DD.//0. 84: 29: 37// 
DROSOPHILA MELANOGASTER (FRUIT FLY) . //Q0U45 

F-NT2RP3001629//RAS-RELATED C3 BOTUUNUM TOXIN SUBSTRATE I (P2I-RA 
Cl) (FRAGMENTS) . //O. 91:57: 24//CAV! A PORCELLUS (GUINEA PIC).//P8023 
6 

F-NT2RP3001 634//! ! ! ! ALU SUBFAMILY SB MA RUING ENTRY ! ! ! !//8. 9e-l 1 : 
73: S4//H0M0 SAPIENS (HUMAN) . //P391 89 

F-NT2RP3001 642//HYPOTHET I CAL PROTEIN KIAA0210.//1 . 1e-12: 1 17:29//H0 
MO SAPIENS (HUMAN). //Q92609 

F-NT2RP3001646//HYPOTHETI CAL 29.3 KO PROTEIN (0RF92).//0. 0092: 69: 3 
4//0RGYIA PSEUOOTSUGATA MULT I UPS ID POLYKEDROSIS VIRUS (OPMNPV).// 
010341 

F-NT2RP3001671//RING CANAL PROTEIN (KELCH PROTE I N).//0. 0042:55:41/ 
/DROSOPHILA MELANOGASTER (FRUIT FLY) . //Q046S2 
■ F-NT2RP3001672 

F-NT 2 RP300 1 6 76/ /GT P-B I ND I NG PROTEIN LEPA (FRAOOT) .//l . 29-15: 56:6 
2//PSEUOOMONAS FLUORESCENS. //P26843 

F-NT 2RP 300 1 678//SP I DRO I N 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT).// 
0. 054: 187:3I//NEPHILA CUVIPES (ORB SP I DER) . //P46804 



F-NT2RP3001 679//HYP0THET I CAL 68.7 KD PROTEIN ZK757. 1 IN CHROMOSOME 
II I . //I . Se-07.63 : 44//CAEN 0 RHABO IT1 S ELEGANS. //P34679 
F-NT2RP300 I 688//GLUC0AMYLASE SI PRECURSOR (EC 3.2. 1.3) (GLUCAN I. 
4- ALPHA-GLUCOS I DASE) (1 . 4-ALPHA-O-aUCAM CLUCOHYDROLASE) (GA I ) . // 

1 . 0 . 83 : 28//SACCHAR0MYCES 0 1 ASTAT I CUS (YEAST) . //P04065 
F-NT2RP3D01 690//MY0S IN TCAVY CHAIN. CARDIAC MUSCLE BETA ISOFORM.// 
0.021. 247 :24//H0M0 SAPIENS (HUMAN). //PI 2883 
F-NT2RP3001 698 

F-NT2RP3001 708//TII STED GASTRULATION PROTEIN PRECURSOR. //7. 7«-l 2: 7 
3 : 43//DR0S0PH I LA MELANOGASTER (FRUIT FLY). //PS4356 
F-NT2RP3001 7I2//CEC-1 PR0TEIM.//1 . 9e-07: 121 :29//CAEN0RHABDITIS ELE 
CANS. //P34618 

F-NT2RP300 1 7 1 6//SAL I VARY GLUE PROTEIN SGS-3 PRECURSOR. //O. 89:54: 40 
//DROSOPHILA SIMULANS (FRUIT FLY) . //PI 3729 

F-NT2RP3001 724//CHROMOOOMA I N-HEL I CASE-OMA-B I ND I NG PROTEIN I (CHD- 
1). //7. 5e-4l : 164: 48//H0M0 SAPIENS (HUMAN) . //0 14 646 
F-NT2RP3001727//HYPOTHETICAL 37.7 KD PROTEIN ZK686. 3 IN CHROMOSOME 
III . //1 . 5e-S1 : 240: 4 1 //CAENORHABO I T I S ELEGANS. //P34669 
F-NT2RP3Q01 730//SEPT I N 2 HOMOLOG (FRAGMENT). //2. 4e- 122: 267: 86//H0M 
0 SAPIENS (HUMAN). //Q1 4 141 

F-NT2RP3001 739// 1 NTEST I NAL SX t UM/D I CARBOXYLATE COTRANSPORTER (NA 
(+)/D I CARBOXYLATE COTRANSPORTER) . //O. 99:63: 34//RATTUS NORVEGICUS 
(RAT) . //P70545 

F-NT2RP3001 752//! ! ! ! ALU SUBFAMILY SP MARN I NG ENTRY ! ! ! !//4. Oe-21 . 
60: 85//HOMO SAPIENS (HUMAN) . //P39I93 

F-NT2RP3001 753//HYPOTHETICAL PROTEIN KIAA0127.//7. 9e-12:83:44//H0M 
0 SAPIENS (HUIAN) . //01 4 1 40 

F-NT2RP3001764//0UAL SPECIFICITY PROTEIN PHOSPHATASE 6 (EC 3. 1.3.4 
8) (EC 3.1.3.16) (DUAL SPECIFICITY PROTEIN PHOSPHATASE PY$T1).//7. 
7 9-25: 146: 36//H0M0 SAPIENS (HUMAN) . //016828 

F-NT 2RP3 00 1777//SER I NE/THREON IKE-PROTEIN KINASE STE20 HOMOLOG (EC 
2.7. 1.-L//0. 0096: 204: 25//CANDIDA ALBICANS (YEAST).//Q922I2 
F-NT2RP3001782//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 91 : 
34:44//P0KG0 PYGMAEUS ABEL 1 1 (SUMATRAN ORANGUTAN). //P926 94 
F-NT2RP3001 792//HETEROCENEOUS NUCLEAR RIBOKUCLEOPROTEIN M (KNRNP 

M) . //I. 89-33:1 59 :53//H0M0 SAPIENS (HUMAN) . //P52272 

F-NT2RP3001 799//L I GHT -HARVESTING PROTEIN B800/830/I 020. ALPHA- 2 CH 
AIN (EHS-ALPHA-2) (ANTENNA PIGMENT PROTEIN. ALPHA-2 CHAIN). //0. 14: 
46 : 28//ECT0TH I ORHOOOSP I RA KALOCHLOR I S. //P80 1 03 
F-NT2RP30018I9//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR. //O. 00030: 7 
7 : 3 6 //HOMO SAPIENS (HUMAN) . //PQ8I23 

F-NT2RP3001 844//0CTAMER-B I ND I NG TRANSCRIPTION FACTOR 1 (OTF-I) (N 
F-AI) (FRAGMENT). //O. 99: 43: 34//MACR0PUS EUGENI I (TAMAR iALLABY) . / 
/Q28466 

F-NT2RP30018S4//FIBRINOGEN- AND IG-8IN0ING PROTEIN PRECURSOR (NRP 
PROTE IN).//9. 39-10:213: 24//STREPT0C0CCUS PYOGENES. //P301 4 1 
F-NT2RP3001855//HOMEOBOX PROTEIN PKN0X1 (HOMEOBOX PROTEIN PREP-1 ). 
//2. 69-61: 220 :60//HOMO SAPIENS (HUMAN) .//P55347 
F-NT2RP3001 8S7//VEGETAT IBLE INCOMPATIBILITY PROTEIN HET-E-l. //1 . 0 
9-13:213: 24//P000SP0RA ANSER I NA. //Q008QS 

F-NT2RP3001 896//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A6 
6) . //O. 074: 1 24: 34//HOMO SAPIENS (HUMAN). //Q1 5428 
F-NT2RP30018I8//REGULATORY PROTEIN E2. //O. 36 : 1 31 :29//CANINE ORAL P 
APILLOMAVIRUS (COPY) . //Q8 9420 

F-NT2RP3001 91 S//CH I TIN BIOSYNTHESIS PROTEIN CHS5 (CALS PROTEIN).// 
0.0021: 237 : 23//SACCHARONYCES CEREVISIAE (BAKER’S YEAST). //Ql 21 14 
F-NT2RP3001926//HYPOTHETICAL 14.0 KO PROTEIN IN RPLI5B-GCR3 INTERG 
ENIC REGION. //I . 0 : 63 : 3 4// SACCHAROMYCES CEREV ISIAE (BAKER'S YEAST). 
//Q03680 

F-NT2RP3001929//!!!! ALU SUBFAMILY SX IARNING EMTRY !!! !//1 . 49-14 : 
35:60//H0M0 SAPIENS (HUMAN). //P3 91 9 5 

F-MT2RP300I931//HYPOTHETICAL 59.3 KD PROTE I M IN TAP42-ARP9 INTERCE 
NIC REGI0N.//0. 86: 162 : 24//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST 
) .//Q05040 

F-NT2RP3001 938//GLYCOPROTEIN GP50.//0. 0036: 54:40//PSEUOORABIES VIR 
US (STRAIN RICE) (PRV) . //P0764S 

F-NT2RP300I 943Z/33. 2 KD PROTEIN IN DIND-RPH INTERCENIC REGION (ORF 
X) . //1 . 0: 1 1 3: 27//ESCHER ICHI A COLL //P23839 
F-NT2RP30O1 944//HYP0THET I CAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOM 
E III. //4. 1 9-56: 208:4 7//CAEN0RHAB0ITIS ELEGANS. //QO 92 5 1 
F-NT2RP3001969//PUFF H/9-2 PROTEIN PRECURSOR. //O. 0078: 149: 2 6//SC1 
ARA COPROPHILA (FUNGUS GNAT) . //P2231 2 

F-NT2RP3001 989//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE).//!. 
0:4t:3t//MUS MUSCULUS (MOUSE) .//P0231 9 

F-NT2RP3002002//! !!! ALU SUBFAMILY SX VARNING EMTRY ! ! ! !//l . 2e-44 : 
69: 79//HOMO SAPIENS (HUMAN). //P39 195 

F-NT2RP3002004//TRANSCRIPTI0M FACTOR 8F-2 (BRAIN FACTOR 2) (BF2) . / 
/O. 00024: 45 :40//MUS MUSCULUS (MOUSE) . //Q61 345 
F-NT2RP3002007//TENASC IN PRECURSOR (TN) (HEXABRACHION) (CYTOTACTI 

N) (NEURONECTIN) (GMEM) (j I) (M I OTEND I NOUS ANTIGEN) (GLIOMA- ASSOC I 
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ATED-EXTRACELLULAR MATRIX ANTIGEN) (CP 150-225) (TENASCIN-C).//0. 2 
1 : 11 5 : 28//HOMO SAPIENS (HUMAN) . //P24B21 

F-NT2RP3002014//HYPOTHET ICAL 32.0 KD PROTEIN C09F5. 2 IN CHROMOSOME 
II I . //1 . 7e-2S : 1 39 : 48//CAEMORHABO I T I S ELEGANS. //Q09232 
F-NT2RP3002033//ACT1VATOR OF APOPTOSIS HARAKI Rl (NEURONAL DEATH PR 
OTEIN OPS). //0. 14:65 :41//K0M0 SAPIENS (HUMAN) . //0001 98 
F-NT2RP3Q02045//ALPHA-ADAPT IN C (CUTHRIN ASSEMBLY PROTEIN COMPLEX 
2 AlPHA-C URGE CHAIN) (100 KD COATED VESICLE PROTEIN C) (PLASMA 
MEMBRANE ADAPTOR HA2/AP2 ADAPT IN ALPHA C SUBUN I T) . //8. t*-1 08: 192:9 
8//MUS MUSCULUS (MOUSE) . //P 17427 

F-NT2RP3002054//HYPOTHETICAL 35.5 KO PROTEIN IN TRANSPOSON TN4S56. 
//0. 046:176 : 31//STREPT0MYCES FRADI AE. //P201 86 

F-NT2RP3DQ2056//1 40 KD NXLEOLAR PHOSPHOPROTEIN (NOPP14O).//1.4«-0 
7 : 245 : 25//RATTUS NORVEGICUS (RAT).//P41 777 

F-NT2RP3002057//SMALL HYDROPHOBIC PROTEIN. //I . 0 : I2:6S//SIM1 AN VIRU 
S 5 (STRAIN M3) (SV5) . //P07577 

F-NT2RP3002062//PR0TEASE A INHIBITOR 3 (PROTEINASE INHIBITOR 1(A) 

3) . //1 . 0: 49: 3Z//SACCHAR0MYCES CEREVISIAE (BAKER S YEAST) .//PO 1 094 
F-NT2RP3002063//ACYL CARRIER PROTEIN <ACP).//0. 99: 38: 31//HAEM0PHIL 
US INFLUENZAE. //P43709 

F-NT2RP3002081//HYPOTHETICAL 100.5 KD PROTEIN C1B9.04 IN CHROMOSOM 
E I . //5. Se-35 : 253 : 37//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
Q10429 

F-NT2RP3002097//HYPOTHETICAL 98.1 KO PROTEIN IN SPX19-GCR2 INTERCE 
NIC REGION. //6. 2e-06: 99: 31//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAS 
T) .//P40164 

F-NT2RP3002102//HYPCTHETICAL 7.4 KD PROTE IN.//0. 6B: 34: 47//THERM0PR 
OTEUS TENAX VIRUS I (STRAIN KRAI) (TTV1) . //PI 1302 
F-NT2RP3002I 08//HYPOTHET ICAL 105. S KD PROTEIN R13F6. 10 IN CHROMOSO 
HE 1 1 1 .//7. 9«-1 9: 179: 34//CAEN0RHABDI TIS ELECANS. //Q21986 
F-NT2RP3002142//! ! ! ! ALU SUBFAMILY J HARMING ENTRY f ! ! !//2. 6e-17: 3 
7 : 7S//HOMO SAPIENS (HUMAN). //P3 9 188 

F-NT2RP3002 1 46/ /CUT I CLE COLLAGEN 40. //O. 00034: 90: 37//CAENORHABO I Tl 
S ELECANS. //P34804 

F-NT2RP3002147//SALI VARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE 
S) . //O. 011:166: 28//HOMO SAPIENS (HUMAN) . //PI 01 63 
F-NT2RP30OZI S1//G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOC (CTP-BI 
NDING PROTEIN GSTI-HS) . //4. 8e-1 1 :60: 53//HOMO SAPIENS (HUMAN). //PIS 
170 

F-NT2RP30021 63//TRAMSCR I PT I ON INITIATION FACTOR TFI 10 135 KD SUBUN 
IT (TAFI 1-135) (TAFI 1 1 35) (TAF 1 1-130) (TAFI 1130). //0. 028: 191: 29//H 
OMO SAPIENS (HUMAN) . //OO0268 

F-NT2RP30021 65/ARANSCR I PT I ORAL REGULATOR PROTEIN HCNGP. //2. 3e-l3. 

1 :223:91//NUS MUSCULUS (MOUSE) . //Q026 14 

F-NT2RP30021 66//D-ALANYL CARRIER PROTEIN (DCPJ.//I. 0 : 65 : 33//LACT06 
ACILLUS CASEI.//P5S1S3 

F-NT2RP30021 73//! ! ! ! ALU SUBFAMILY SQ MARKING ENTRY ! ! 1 !//2. 4e-26: 

1 14: 62//HOMO SAPIENS (HUMAN). //P391 94 

F-NT2RP3002 181 //MALE SPECIFIC SPERM PROTEIN MST84D0. //O. 2S: 31 : 38// 
OROSOPHILA MELANOGASTER (FRUIT FLY) . //DO 1645 

F-NT2RP3002244//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE). //O. 0 
69: 16 :62//OV IS ARIES (SHEEP). AND CAPRA HIRCU5 (GOAT) .//P04 102 
F-NT2RP3002248//N I CROF I Bfl I LLAR- ASSOCIATED PROTEIN 1 (ASSOCIATED Ml 
CROFIBRIL PROTEIN) (ANF) . //O. 0079: 187: 24//GALLUS CALLUS (CHICKEN). 
//P55080 

F-NT2RP3002255//PROLINE-R ICH PROTEIN MP-3 (FRAGMENT) ,//4. 6e-10: !6 
8 : 34//MUS MUSCULUS (MOUSE) . //POS 143 

F-NT2RP3002273//SCD6 PROTEIN. //I . 5t-l 1 : 1 60: 33//SACCHAROMYCES CEREV 
I SIAE (BAKER' S TEAST).//P4S978 

F-NT2RP3002276//PRO8ABLE E4 PROTEIN. //O. 91 :54: 29//HUMAN PAPILLOMAV 
IRUS TYPE 16.//P06922 

F-NT2RP30O2303//HYPOTHET I CAL 30.2 KO PROTEIN C407. 04C IN CHROMOSOM 
E I.//1. 7e-42: 191 : 43//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
014171 

F-NT2RP3002304 

F-NT2RP3002330//NNP-1 PROTEIN. //O. 52: 140: 18//MUS MUSCULUS (MOUSE). 
//P56183 

F-NT2RP3002343//5E5 ANTIGEN. //O. 0056: 189: 30//RATTUS NORVEGICUS (RA 
T).//Q63003 

F-NT2RP3002351//NAD-DEPENOENT METHYLENETETRAHYDROFQLATE DEHYOROCEN 
AS6 (EC 1.5.1.15) / METHENYLTETRAHYDROFOLATE CYCLOHYOROLASE (EC 3. 
5.4.9) MITOCHONDRIAL PRECURSOR. //I . Oe-66 : 1 96 : 68//H0M0 SAPIENS (HUM 
AN). //PI 3995 

F-NT2 RP3002 352//PRESYNAPT I C PROTEIN SAP102 (SYNAPSE-ASSOCIATED PRO 
TEIN 102) (NEUROENDOCR I NE-DLG) .(NE-DLG) . //O. 79: 173:27//HOMO SAPIEN 
S (HUMAN). //Q92796 

F-NT2RP3002377//PUTATIVE HELICASE YGR2711.//I. Oe-56: 216:44//SACCHA 
ROMYCES CEREVISIAE (BAKER'S YEAST). //P53327 

F-NT2RP3002399//MINI CHROMOSOME MAINTENANCE PROTEIN 6.//1. 4e-l9: 13 
6:31 //SACCHAROM YCES CEREVISIAE (BAKER'S YEAST) .//PS3091 
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F-NT2RP3002402//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B). //O. 74: 
107: 36//EPSTE IN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).// 
P03204 

F-NT2RP3002455//DNAJ PROTEIN (FRAGMENT) . //S. 6«-06: 57 : 42//ACR0BACTE 
RtUM TUMEFAC IENS. //P5001 8 

F-NT2RP30024I4//HYP0THETICAL 46. S KD PROTEIN C12BI0.04 IN CHROMOSO 
ME I.//0. 00032: 52: 48//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST).// 
Q10438 

F-NT 2RP3002 50 1 / /HYPOTHET I CAL 34.9 KO PROTEIN IN FRE2-JEN1 INTERGEN 
1C REG I ON. //9. 4e-42 : 209: 42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P36007 

F-NT2RP300251 2//HYP0THET ICAL 37.4 KD PROTEIN IN GPM1-MCR1 INTERGEN 
1C REG I ON. //7. 7e-32: 152: 37//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T).//P36059 

F-NT2RP3002529//PUTAT I VE VACUOUR PROTEIN SORT I NG-ASSOC I ATED PROTE 
IN C2G1 1. 03C.//2. I e-45: 241 :43//SCHl ZOSACCHAROMYCES POMBE (FISSION 
YEAST) . //Q09S05 
F-NT2RP3002545 

F-NT2RP3O02549//HYPOT1CTICAL 26.6 KO PROTEIN T19C3.4 IN CHROMOSOME 
1 1 1 . //2. Be-4t : 161 ;52//CA£NORHABDITI S ELECANS. //Ql 00 10 
F-NT2RP3O02566// IMMEDIATE -EARLY PROTEIN I El 80. //O. 56: 1 30: 24//PSEUD 
0 RABIES VIRUS (STRAIN KAPLAN) (PRV). //P33479 
F-NT2RP3O02587 
F-NT2RP3002590 

F-NT2RP3002602//PROTE IN Di SULFIDE 1S0MERASE PRECURSOR (PDI) (EC S. 
3.4.1) (THIOREDOX IN- RELATED GLYCOPROTEIN 1). //O. 00091 : 111 : Z8//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //PI 7967 
F-NT2RP3002603//HYPOTHETICAL 14.2 KD PROTEIN IN BLAB 3' REGION. //I . 
0:65: 40//STREPT0MYCES CACAO I . //P 3 36 54 

F-NTZRP3002628//DNAJ-LIKE PROTEIN SLR0093.//2. 4e-J7: 101 :44//SYNECH 
OCYSTIS SP. (STRAIN PCC 6803) . //P50027 

F-NT2RP3002631//METALL0THIONEIN-I8 (MT-1B) . //O. 092 : 36 : 33//HOMO SAP 
IENS (HUMAN). //P07438 

F-NT2RP3002650//DUALIN.//3. Oe-21 : 1 84: 3 7// CALLUS CALLUS (CHICKEN)./ 
/Q90830 

F-NT2RP3O02659//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR. //O. 00016:2 
23: 33//HOMO SAPIENS (HUMAN) .//P08I 23 

F-NT2RP3002660//40S RIBOSOMAL PROTEIN S27A. //0. 16: 72: 31//CAEN0RHAB 
OITIS ELECANS. //P37165 

F-NT2 RP300 2663//OX YSTEROL-B I NO I KG PROTE IN. //S.4e-23: 168: 41 //HOMO S 
AF IENS (HUMAN) . //P22059 

F-NT2RP300267 1 //HYPOTHET I CAL 124.5 KD PROTEIN IN SK01-RPL44A INTER 
GENIC REGION. //6. Oe-38: 203 : 43//SACCHAR0MYCES CEREVISIAE (BAKER' S Y 
EAST) . //P53893 

F-NT2RP3002682//NAOH-UB I QU I NONE OX IDOREDUCTASE CHAIN 4L (EC 1.6.5. 
3).//0. 25:63:31//ARTEMIA SALIMA (BRINE SHRIMP) . //PI 9049 
F-NT2RP3002687//HYPOTHET I CAL 30.4 KD PROTEIN IN LEF3-IAP2 INTERGEM 
1C REGION. //O. 029:60: 36//AUTOGRAPHA CAL I FORMICA NUCLEAR POLYHEDROS 
IS VIRUS (ACNNPV) . //P41 469 

F-NT2RP3002688//K I NES IN-LIKE PROTEIN KIF1B.//S. 3e-61 : 130:88//MUS M 
USCULUS (MOUSE) . //Q60575 

F-NT2RP3002701//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (NCS).// 
7. 4e-0S : 1 09 : 33//MUS MUSCULUS (MOUSE) .//PI 5265 

F-NT 2RP3 0027 13//PR0BABLE ATP-DEPENOENT RNA HELICASE 00X10 (OEAH BO 
X PROTEIN 10) . //O. 77:70: 32//HOMO SAPIENS (HUMAN). //Ql 3206 
F-NT 2RP3002763//HYPOTHET ICAL 11.3 KD PROTEIN C2C6. 07 IN CHROMOSOME 
I.//6. 7e-11: 66 :40//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST). //Ot 
4QS6 

F-NT2RP 30027 70//C0LLACEN ALPHA l(IX) CHAIN (FRAGMENT) . //O. 33 : 87: 34 
//MUS MUSCULUS (MOUSE) . //Q05722 

F-NT2RP300278S//LETHAL (2) DENTICLELESS PROTEIN (DTL83 PROTEIN) . //9. 
7«-36: 187: 39//DROSOPH I LA MELANOGASTER (FRUIT FLY) . //Q24371 
F-NT2RP3002799//! !•! ALU SUBFAMILY J • ARMING ENTRY ! ! ! !//5. 6 e-OS: 4 
I : 73//HOMO SAPIENS (HUMAN) .//P39 188 

F-NT2RP30028I0//! ! ! ! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//0. 0034 : 3 
5: 65//H0M0 SAPIENS (HUMAN) . //P391 93 

F-NT2RP30028 I8//MAJ0R CENTROMERE AUTOANTIGEN B (CENTROMERE PROTEIN 
B) (C£NP-B).//3. 2e-1 7: 148: 37//MUS MUSCULUS (MOUSE) . //P2 7 7 90 
F-NT2RP300Z861 //HYPOTHET I CAL 70.2 KD PROTEIN IN GSH1-CHS6 INTERCEN 
1C REGION. //I. 7e-0S: 95: 31 //SACCHAROM YCES CEREVISIAE (BAKER'S YEAS 
T) . //P42951 

F-NT2RP3002869//TRYPS IN INHIBITOR II (8DT I -I I) . //O. 97: 23 : 39//BRY0N 
IA OtOICA (RED BRYONY). //PI 1968 

F-NT2RP3002876//AC 1 0 1 C PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP3 
3).//0. 00017: 1 40:3 1//RATTUS NORVEGICUS (RAT) . //P04474 
F-NT2RP3002877//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY HH//2. Se-06 
55: 60//H0MO SAPIENS (HUMAN) . //P3 91 94 

F-NT2RP3002909//P53-BINOING PROTEIN 538P2 (BCL2-BINDINC PROTEIN) 

(BBP). //4. 6e-08: 129: 38//HOMO SAPIENS (HUMAN). //Ql 362 5 

F-NT 2RP300291 1 //HYPOTHET I CAL PROTEIN Cl B. //O. 99: 26 : 50//SVINEP0X VI 
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RUS (STRAIN KA5ZA) (SPV) . //P32217 

F-NT2RP3002948//R I NG CANAL PROTEIN (KELCH PROTEIN). //I. 20-23: 1 13:4 
7//DR0S0PHILA MELAMOGASTEH (FRUIT FLY) .//Q04652 
F-NT2RP30029S3//CADHER IN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT P 
ROTE IN) . //O. 55 : 1 16:27//DROSOPHI LA NEIANOGASTER (FRUIT FLY).//P334S 
0 

F-NT2RP30O2955//HYPOTHET I CAL I6.S KD PROTEIN IN BLTR-SPOIIIC INTER 
GENIC REGI ON. //O. 87 :.S7: 37//BACI LLUS SUBTILIS. //P5444S 
F-NT2RP3002969//LONG-CHA IN-FATTY-ACID — COA LIGASE 4 (EC 6. 2. 1.3) 
(LONG-CHAIN ACYL-COA SYNTHETASE 4) (LACS 4).//6. 7t-56: 1 89 : S9//HONO 
SAPIENS (HUNAN) . //0S0488 

F-NT2RP30O2972//HYPOTHET I CAL 73.0 KD PROTEIN IN CLA4-MID1 INTERGEN 
1C REGION. //0. 0028: 1 47 :27//SACCHAR0NYCES CEREVISIAE (BAKER'S YEAS 
D.//P48566 

F-NT2RP30O2978//PROBABLE E5 PR0TEIN.//0. 15:55:36//HUNAN PAPILLOMAV 
I RUS TYPE 51.//P26SS3 

F-NT2RP30O2985//ICTALLOTH I ONE I N (NT) . //0. 0031 : 49 : 42//PLEURONECTES 
PUTESSA (PLAICE) . //P07Z1 6 

F-NT2RP30O2988//NEUROGEN I C LOCUS NOTCH HONOLOG PROTEIN I PRECURSOR 
(NOTCH PROTEIN). //I. 0: 111 :29//«US NUSCULUS (HOUSE) . //Q01 70S 
F-NT2RP30D3008//HYPOTHET I CAL S4. 7 KO PROTEIN F37A4. 1 IN CHRONOSONE 
III. //0. 9S : 1 1 2 : 2S//CAEN0RHAB0 1 T I S ELECAMS . //P41 879 
F-NT2RP3003032 

F-NT2RP30O3O59//HYPOTHETICAL S2.3 KD PROTEIN CS6F8. 06C IN CHROMOSO 
HE I PRECURSOR. //9. 7«-27: 216: 37//SCHIZOSACCHAROMYCES POHBE (F1SSI0 
N YEAST). //Ql 02 S4 

F-NT2RP3003061//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKY 
R IN) . //3. 7e-2S: 1 67 : 34//HOHO SAPIENS (HUMAN) . //PI 6 1 57 
F-NT2RP3003068//SERYL-TRNA SYNTHETASE (EC 6.1.1.11) (SERINE— TRNA 
LIGASE) (SERRS) (FRAGMENT). //O. 074:82: 39//SULFOLOBUS SOLFATARICUS. 
//033780 

F-NT2RP30O3O71//VASOOILATOR-STIHULATED PHOSPHOPROTEIN (VASP).//0.0 
085 : 1 28 : 30//H0N0 SAPIENS (HUNAN) . //P50 552 

F-NT2RP3003078//SPERM ACROSOMAL PROTEIN FSA-ACR. 1 PRECURSOR (FRAGM 
ENT). //0. 028: 165:3 1//YULPES VULPES (RED FOX) . //P53353 
F-NT2RP3003I01//TETRACYCLINE RESISTANCE PROTEIN, CLASS C (TETA(C) 

) . //I . Oe-1 4: 243: 25//ESCHER ICH I A COL I . //P02981 

F-NT2RP30031 21//5UPPRESSOR PROTEIN SRP40.//7. 4a-05: 1 43 : 27//SACCHAR 
ONYCES CEREVISIAE (BAKER'S YEAST) . //P3 2 583 

F-NT2RP3003I 33//6S KO YES-ASSOCIATED PROTEIN (YAP65).//0. 024:61 .42 
//CALLUS CALLUS (CH I CKEN) . //P46936 

F-NT2RP30031 38//K I NES IN-LIKE PROTEIN K IF4. //I. la-118: 151: 93//MUS H 
USCULUS (HOUSE) . //P331 74 

F-NT2RP3003I 39//ATP-6INDING CASSETTE TRANSPORTER ABC1.//1.Q:7O:30/ 
/SCHIZOSACCHAROMYCES POHBE (FISSION YEAST) . //Q9Z 337 
F -NT2 RP300 3 1 4S//N I LK FAT GLOBULE-EGF FACTOR 8 PRECURSOR (MFG-E8) 
0*FG) (BREAST EPITHELIAL ANTIGEN BA46) (MFGN).//2. Oe-12: 121 : 37//H 
OHO SAPIENS (HUMAN). //Q08431 
F-NT2RP30O31 50 

F-NT2RP30031 S7//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1) . 
//4. Oa-79: 260: 54//H0M0 SAPIENS (HUMAN) . //P51 522 
F-NT2RP30031 85//TROPOMYQS1N. //O. 077 : 122: 27//SCHI ZOSACCHAR ONYCES PO 
HBE (FISSION YEAST). //Q02088 

F-NT2RP30031 93//Z INC FINGER PROTEIN 1 35. //7. 2a-91 : 239:6 5//H0M0 SAP 
IENS (HUMAN). //P52742 

F-NT2RP30O3197//HYPOTHETICAL 28.1 KD PROTEIN IN 5IPU-PBPC INTERGEN 
1C REGION. //I. 3«-07: 11 7: 34//BACI LLUS SUBTILIS.//P42966 
F-NT2RP30O3203//HYPOTHET ICAL 33.5 KO PROTEIN C104.02C IN CHROMOSOM 
E I .//9. 9e-23: 1 32: 39//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST).// 
Q10149 

F-NT2RP3003204//RAS-LIKE PROTEIN RASB. //O. 92: 1 03 : 27//0ICTY0STEL I UN 
0 1 SC0 1 DEUM (SLIME MOLD) . //P32252 

F-NT2RP3003210//VERY HYPOTHETICAL 13.2 KO PROTEIN IN PTC3-SAS3 INT 
ERGENIC REGION. //O. 23: IQ6:33//SACCHAROMYCES CEREVISIAE (BAKER'S YE 
AST) . //P381 90 

F-NT2RP300321 2//SUPPRESS0R PROTEIN SRP40. //O. 01 9: 171 : 23//SACCHAR0M 
YCES CEREVISIAE (BAKER’S YEAST). //P 3 2583 

F-NT2RP3DO3230//CORON I N- L IKE PROTEIN P57.//8. 3e-74: 183: 73//BOS TAU 
RUS (BOVINE) .//Q921 76 

F-NT2RP3003242//STANN I OCALC I N PRECURSOR. //1 . 4«-21 : 1 27: 37//H0M0 SAP 
IENS (HUMAN) .//P52823 

F-NT2RP30O325I//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. 
//3. le-SI: 198: 52//MUS NUSCULUS (HOUSE) .//Pi 5533 
F-NT2RP30O3264//E6 PR0TEIN.//1. 0: 31 :41//HUMAN PAPILLOMAVIRUS TYPE 
48.//Q80920 

F-NT2RP30O3278//45. 8 KD PROTEIN IN SHM1 -HRPL37 INTERGENIC REGION./ 
/8. 60-07:80: 33//SACCHAROHYCES CEREVISIAE (BAKER' S YEAST). //P38344 
F-NT2RP30O3282//DYNAHIN 2 (DYNAMIN UDNH) ,//8. 00-108: 226: 88//HUS HU 
SCULUS (HOUSE). //P39054 

F-NT2RP30O3290//BIOH PROTEIN. //O. 0055: 107: 30//ESCHER I CHI A COLI.//P 
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F-NT2RP3003301 //MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR (EC 
3.4.21.-). //I. 30-69:200: 55//ARAB 100PS IS THALIANA (MOUSE-EAR CRES 

S) .//064948 

F-NT2RP3003302//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//6. 4e-69: 10 
2:66//HOMO SAPIENS (HUMAN). //P08 547 

F-NT2RP300331 1//MY0SIN II HEAVY CHAIN. NON MUSCLE. //O. 18: 225: 26//A 
CANTHAMOEBA CASTELLAN 1 1 (AMOEBA) . //P056S9 

F-NT2RP3003313//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-D] (FRAGMENT). //0. 0014: 142: 33//HOMO SAPIENS (HUMAN 
).//P10162 

F-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN 
(SS-A)) (RO(SS-A)) (R0S2) .//8. 8t-18: 94: 43//MUS NUSCULUS (MOUSE).// 
Q62191 

F-NT2RP30O333O//HYPOTHET1CAL PROTEIN KIAAO 176 (FRAGMENT) . //I. 3©-2 
0: I 23:44//HOMO SAPIENS (HUMAN). //Q14681 

F-NT2RP3003344//HYPOTHETICAL 8.8 KD PROTEIN IN ICDC-MINE INTERGENI 
C REGION. //! . 0:28: 42//ESCHERICHIA COL I .//P75991 
F-NT2RP3D03346//1 ! ! ! ALU SUBFAMILY SB2 WARNING ENTRY !!'!//6. 9e-2 
6; 74: 78//H0M0 SAPIENS (HUMAN) .//P391 91 

F-NT2RP3003353//HYPOTHETICAL 52.4 KD PROTEIN R08D7. 2 IN CHROMOSOME 
III. //3. 70-10:1 18: 33//CAENORHABO I T I S ELECANS. //P30641 
F-NT2RP3003377//PUTAT I VE CUTICLE COLLAGEN F09GS. 6.//1. Se-05: 102:37 
/ /CAENORHABD I T I S ELECANS. //P34391 
F-NT2RP3003384 

F-NT2RP3003365//SKD3 PR0TEIN.//5. 1 0-83: 210: 69//MUS HUSCULUS (MOUS 

E).//Q60649 

F-NT2RP3003403 

F-NT2RP3003409//SQX-22 PROTE IN. //O. 042 : 1 73 : 28//HOMO SAPIENS (HUMA 
N) . //01 5370 

F-NT2RP300341 1//PR0BABLE E3 PROTEIN. //0. 1 7: 91 : 31 //BOVINE PAPILLOMA 
VIRUS TYPE 2. //PI 1 300 

F-NT2RP30O3427//H0L0TRICIN 3 PRECURSOR. //0. 01 2: 36 :41//H0L0TRICHIA 

OlOMPHAL I A. //Q250SS 

F-NT2RP3003433 

F-NT2RP3003464//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERG 
ENIC REGION. //O. 0042: 1 10:4O//SACCHAR0MYCES CEREVISIAE (BAKER’S YEA 
ST) . //P53214 
F-NT2RP3003490 

F-NT2RP3003491//10 KO CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) 
(HEAT SHOCK 10 KD PROTEIN) . //O. 99:49 :34//LEPT0SP IRA INTERROGANS.// 
P35472 

F-NT2RP3OO350Q//SCY1 PROTE IN. //6. 8a-t4: 1 92 : 26//SACCHAR0HYCES CEREV 
I S I AE (BAKER’ S YEAST) . //P53009 

F-NT2RP3003543//C0LLAGEN ALPHA 5(1V) CHAIN PRECURSOR. //O. 0026: 1 75 : 
30//K0MO SAPIENS (HUMAN) . //P29400 

F-NT2RP30035S2//ANNEX IN VII (SYNEXIN) (FRAGMENT) . //0. 1 9: 21 : 47//B0S 
TAURUS (BOVINE). //P20072 

F-NT2RP30O3555//HYP0THET I CAL 32.6 KD PROTEIN IN MET30-PIG2 INTERGE 
NIC REGION. //7. 30-27: 159: 43//SACCHAR0MYCES CEREVISIAE (BAKER' S YEA 
ST) . //P40S29 

F-NT2RP3003S64//RNA REPLICASE POLYPROTEIN (EC 2. 7. 7. 48) . //1 . 0 99: 3 
0//TURNI P YELLOW MOSAIC VI RUS. //PI 0358 

F-NT2RP3003S72//PUTATI VE CUTICLE COLLAGEN F09G8. 6. //O. 33: 1 28 32//C 
AENORHABOITIS ELECANS. //P34391 

F-NT2RP3003576//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! H//7. 1 a-28: 
58: 77//HOMO SAPIENS (HUNAN) .//P3 91 95 

F-NT2RP30O3589//RAS-RELATED PROTEIN RAB-I0.//5. 40-54: H4:94//CANI S 
FANILIARIS (DOC). //P2 4409 

F-NT2RP30O362I//COAGULAT ION FACTOR XII PRECURSOR (EC 3.4.21.38) (H 
AGE HAN FACTOR) (HAF) . / /2. O0- 15:89: 40//H0MO SAPIENS (HUMAN). //PO074 
8 

F-NT2RP3003625//MALE SPECIFIC SPERM PROTEIN MST84DD. //O. 99: 22 SO// 
DROSOPHILA NEIANOGASTER (FRUIT FLY) . //QO I 64S 

F-NT2RP30O3656//H0HE0BOX PROTE I N 0TX3 (Z0TX3) . //O. 30:111: 25//BRACH 
YOANIO RERIO (ZEBRAFISH) (ZEBRA 0ANI0K//Q90267 
F-NT2RP3003659//HYPOTHETICAL 49.8 KD PROTEIN IN RPL14B-GPAI INTERG 
ENIC REGI0N.//1. 10-20: I2737//SACCHAROMYCES CEREVISIAE (BAKER'S YE 
AST).//P38755 

F-NT2RP3003665//PENAE I DIN-3C PRECURSOR (P3-C) .//O. 34:52: 34//PENAEU 
S VAKNAMEI (PENOEIO SHRIHP) (EUROPEAN WHITE SHRIMP) . //P81 060 
F-NT2RP3003672//T-CELL SURFACE GLYCOPROTE I N E2 PRECURSOR (E2 ANTIC 
EN) (C099) (HIC2 PROTEIN) (l2E7).//8. 70-15: I4642//H0M0 SAPIENS (H 
UMAN) . //PI 4209 

F-NT2RP300368D//HYPOTHET I CAL 55.1 KO PROTEIN IN FABI-PES4 INTERGEN 
1C REGION. //4.3e-25:1 59: 40//SACCHAR0NYCES CEREVISIAE (BAKER'S YEAS 

T) . //P4360I 

F-NT2RP3003686//NONHI STONE CHROMOSOMAL PROTEIN WG-1 7. //O. 067 63: 3 
1 //CALLUS CALLUS (CHICKEN) . //P023I4 

F-NT2RP3003701//F-SP0NQIN PRECURSOR. //1 . 80- 13:193: 27//RATTUS NORVE 
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CICUS (RAT). //P3 5446 

F-NT2RP30037 1 6//5L I T PROTEIN PRECURSOR. //1 . 3e-12: 1 50: 34//DROSOPHIL 
A ttLAKOCASTER (FRUIT FLY).//P240I4 

F-NT2RP3003726// 1 NSERT I ON ELEMENT I SI 36 HYPOTHETICAL 16.9 KD PROTE 
I N. //0. 47:109: Z8//AGR0&ACTER I UN TUNEFAC I ENS. //P05680 
F-NT2RP30O3746//HYP0THET I CAL 7.7 KO PROTEIN IN FIXX 3’ REGION (ORF 
1 ) . //O. 57 : 34 : 38// AZORH I Z08 1 UN CAUL INOOANS. //P26486 
F-NT2RP3003795//!!!! ALU SUBFAMILY SI WARNING ENTRY ! * ! !//4. 3e-lO: 
40: 90//H0N0 SAPIENS (HUNAN). //P 391 9 S 

F-NT2RP3003799//MATING-TYP6 PHERONONE B8P1 (3) PRECURSOR. //0. 75:60: 
36//SCHI ZOPHYLLUN COMMUNE (BRACKET FUNGUS) . //P78744 
F-NT2RP3OQ38G0//PROTO- ONCOGENE TYROSINE- PROTE IN KINASE SRC (EC 2. 
7.1.112) (P60-SRC) .//4. 2e-S1 : 72: 95//GALLUS GALLUS (CHICKEN) .//POOS 
23 

F-NT2RP3003805//HYPOTHET ICAL 32.1 KO PROTEIN IN DBP7-GCN3 INTERGEN 
1C REG1ON.//0. 00069: 160: 25//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T). //P36121 

F-NT2RP3003809//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENTS). //O. 028: 1 3 
5: 35//CALLUS GALLUS (CHICKEN) .//PI 2105 

F-NT2RP3003819//C-H0ROEIN (PCP387) (FRAGMENT) . //O. 0026: 90: 33//HORO 
EUM VULCARE (BARLEY) . //P06472 

F-NT2RP30O3825//PHOSPHAT IDYLCHOLINE TRANSFER PROTEIN (PC-TP). //5. 6 
e-20: 174: 31//B0S TAURUS (BOV I NE) . //P02720 

F-NT2RP3003828//ADENYLATE CYCLASE. TYPE V (EC 4.6. 1.1) (ATP PYROPH 
OSPHATE-LYASE) (CA(2+)-INHlBITABLE ADENYLYL CYCLASE) . //O. 0017 : 1 1 1 : 
38//CANIS FAMILIAR IS (DOG). //P30803 

F-NT 2 RP30Q38 3 t //ENDONUCLEASE C PRECURSOR (EC 3.1.30.-) (ENDO C).// 
1 . 1 8-37 : 1 87 : 42//MUS MUSCULUS (MOUSE) . //008600 

F-NT2RP3003833//HYP0THET I CAL 6.4 KO PROTEIN IN INTE-PIN INTERGENIC 
REGION. //I . 0: 38: 39//ESCHERICHIA C0LI.//P75979 
F-NT2RP3003842 

F-NT2RP3003846//RETINAL DEGENERATION B PROTEIN (PROBABLE CALCIUM T 
RANSPORTER ROG8).//0. 61 ; 54: 35//DROSOPHILA MELANOGASTER (FRUIT FLY 
) . //P43125 

F-NT2RP3003870//1ALE SPECIFIC SPERM PROTEIN MST84DB.//0. 83 : 51 : 37// 
DROSOPHILA MELANOGASTER (FRUIT FLY). //Q01643 

F-NT2RP3003876//PROTEIN TRANSPORT PROTEIN SEC2.//0. 0017: 151 :27//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST). //PI 706 5 
F-NT2RP3003914//UDP-GLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSF ERASE PRECU 
RSOR (EC 2.4.1.-) (0UGT).//3. 3«-23 : 76: 54//DR0S0PH I U MELANOGASTER 
(FRUIT FLY). //Q09 332 

F-NT2RP3003 9 1S//VES I CLE- ASSOCIATED MEMBRANE PROTE I N/SYNAPT08REV I N 
BINDING PROTEIN (VAP-33) . //5. 5e-45 : 1 27: 69//APLYS I A CAL I FORMICA (CA 
LIFORNIA SEA HARE) .//Q 16 94 3 
F-NT2RP3003932 

F-NT2RP3003989//PREPR0TE IN TRANSLOCASE SECE SUBUNIT.//0. 96:46: 32// 
THERMOTOGA MAR I TIMA. //P35874 

F-NT2RP3003992//NUCLEAR LOCALIZATION SEQUENCE BINDING PROTEIN (P6 
7) . //0. 001 1 : 170: 26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P27 
476 

F-NT2RP3004013//DOU8LE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-. 
-) (DSRNA ADENOSINE DEAMINASE) (RNA EDITING ENZYME I) .//3. 6«-21 : 1 3 
4:45//RATTUS NORVECICUS (RAT) .//P5 I 400 

F-NT2RP300401 6//HYP0THET ICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENI 
C REGION. //O. 00021 : 64: 40//AUT0GRAPHA CAL I FORM I CA NUCLEAR POLYHEDRO 
SIS VIRUS (ACMNPV) , //P41 479 

F-NT2RP3004041 //SPERM PROTAMINE PI . //O. 0028 : 43 : 46//0RN I THORHYNCMUS 
ANATINUS (DUCKBILL PLATYPUS). //P35307 
F-NT2RP30Q40S1 //MICROS I AL COLUGENASE PRECURSOR (EC 3.4.24.3) (120 
KO COLLAGENASE) . //O. 0079: 1 94: 24//CL0STRIDIUM PERFR I NGENS . //P43 1 S3 
F-NT2RP3004070//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! I//3. 4e-1 1 : 5 
1 : 72//HOMO SAPIENS (HUNAN). //P391 88 

F-NT2RP3004078//DNA BINDING PROTEIN RFX2.//2. 7«-l 14: 243 :87//MUS HU 
SCULUS (MOUSE). //P4B379 

F-NT2RP3004093//HYP0THETICAL 32.3 KO PROTEIN IN RHSE-NARV INTERGEN 
1C REGION (0RFB).//8. 08-13:111:41 //ESCHERICHIA COLI . //P37757 
F-NT2RP3004095//! ! ! ! ALU SUBFAMILY J WARNING ENTRY !!! !//l. 58-17:7 
2:65//H0M0 SAPIENS (HUMAN). //P39 188 

F-NT2RP30041 10//! I ! ! ALU SUBFAMILY SI WARNING ENTRY !!! I//2. 68-10: 
SI : 72//HOMO SAPIENS (HUMAN) .//P39 195 

F-NT2RP300412S//ZINC FINGER PROTEIN 75. //I. le-28: 118:47//H0M0 SAP I 
ENS (HUMAN).//P51815 

F-NT2RP3004 1 4S//AER0LYS I N RECULATORY PROTE I N.//0. 012:45: 33//AEROMO 
NAS SOBRI A. //P09165 

F-NT2RP300414B//METALLOTHIONE1N-I (MT-I) .//0.055: 1 8 : SO//COLUMBA LI 
VIA (DOMESTIC PIGEON) . //PI 5786 

F-NT2RP3004155//U8IQUINONE BIOSYNTHESIS PROTEIN C0Q7 HOMOLOG. //I . 7 
e-82 : 1 78 : 89//RATTUS NORVECICUS (RAT) .//Q6 36 19 
F-NT2RP3004189//VEGETATI BLE INCOMPATIBILITY PROTEIN HET-E-1.//1.7 
8-11:215: 24//P0D0SP0RA ANSER I NA. //Q00808 



F-NT2RP30O42O6//CROOKED NECK PROTE IN. //3. 8e- 101 :24t : 73//DROSOPHI LA 
MELANOGASTER (FRUIT FLY). //PI 7886 

F-NT2RP3004207//CUTICLE COLUGEN 12 PRECURSOR. //0. 1 3: 1 30: 33//CAENO 
RHABDIT IS ELEGANS. //P20630 

F-NT2RP3004209//UB I QU I T I N CAR80XYL-TERM I NAL HYDROUSE 4 (EC 3.1.2. 
15) (UBIQUITIN THIOLESTERASE 4) (U8IQUI TIN-SPECIFIC PROCESSING PRO 
TEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN H 
OMOLOC).//6.58-16:207:29//HOMO SAPIENS (HUMAN). //Q1 3107 
F-NT2RP300421 5//PR0TE IN TRANSPORT PROTEIN SEC61 GAMMA SUBUNI T.//1. 
0:69: 31//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST). //P3 5 179 
F-NT2RP3004242//HYP0THETICAL 30.2 KD PROTEIN ZK632. 12 IN CHROMOSOM 
E 1 1 1.//I. 1 8-64: 191 :63//CAEN0RHABDITIS ELEGANS. //P346S7 
F-NT2RP3004246//RING3 PROTEIN (KIAA9001) .//0.060: 101 : 28//HOMO SAPl 
ENS (HUMAN). //P2 5440 

F-NT2RP3004253//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS).//!. 1 e-07 18 
4: 35//BOS TAURUS (BOVINE). //P02 45 3 

F-NT2RP3004258//SUPPRESSOR PROTEIN SRP40. //4. 9e-08: 98: 39//SACCHARO 
NYCES CEREVISIAE (BAKER’S YEAST) . //P32583 

F-NT2RP30O4262//DNAJ PROTEIN HOMOLOC 1 (HDJ-1) (HEAT SHOCK PROTEIN 
40) (HSP40). //1. 6e-63:210:61//H0MO SAPIENS (HUMAN) . //P2 5685 
F-NT2RP3004282//HYPOTHET ICAL PROTEIN F44G4. 1 IN CHROMOSOME It (FRA 
GMENT) . //1 . 68-29 : 1 77 : 3 8//CAEN0RHABD I T I S ELEGANS. //P54073 
F-NT2RP30O4332//DNA-OI RECTED RNA POLYMERASE II URGEST SUBUNIT (EC 
2.7.7 6) (RPB1) (FRAGMENT). //0. 030:1 18 : 36//CR ICETULUS GR I SEUS (CH 
INESE HAMSTER). //PI 1414 
F-NT2RP3004334 

F-NT2RP3004341 //ALPHA- INTERNE! IN (ALPHA-INX) .//O. 91 : 1 10: 26//MUS MU 
SCULUS (MOUSE) . //P46660 

F-NT2RP3004348//HYP0THET ICAL 105.3 KD PROTEIN C01G6.5 IN CHROMOSOM 
E III. //O. 60:198: 24//CAEN0RHA&D I T I S ELEGANS. //P4601 2 
F-NT2RP3004349//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY !!!!//!. Oe-37 : 
60: 76//WJM0 SAPIENS (HUNAN) . //P 391 93 

F-NT2RP3004378//HYPOTHETICAL 18.8 KD PROTEIN IN CNTR-CGT INTERGENI 
C REGION (0162). //O. 0026:76 :28//ESCHERICHI A COLI . //P46854 
F-NT2RP30O4399//LEUC INE-R I CH PRIMARY RESPONSE PROTEIN 1 (FOLUCLE- 
STIMULATING HORMONE PRIMARY RESPONSE PROTE IN) . //4. 4e-l09: 21 2: 96//H 
(HO SAPIENS (HUMAN). //Q926 74 

F-NT2RP3004424// JTV-1 PROTE IN. //4. S8-1 8:60: 70//H0MO SAPIENS (HUMA 
N). //Q131S5 

F-NT2RP3004428//METALLOTH I ONE I N-A (NT A) . //O. 00 1 0 : 36 : 47//STR0NCYL0C 
ENTROTUS PURPURA TUS (PURPLE SEA URCH I N) . //P04734 
F-NT2RP300445I //MYOSIN 1C HEAVY CHAIN. //O. 00072: 113: 34//ACANTHAM0E 
BA CASTELLAN 1 1 (AMOEBA). //PI 0569 

F-NT2RP3004454//VERPROL I N. //3. 38-07: 1 56 : 29//SACCHAR0MYCES CEREV I S I 
AE (BAKER’S YEAST) . //P37370 

F-NT2RP3004466//HYPOTHET ICAL PROTEIN F-21 5. //O. 001 3: 1 25: 32//HUMAN 
ADENOVIRUS TYPE 2.//P03291 

F-NT2RP3004470//HYP0THET ICAL 15.4 KD PROTEIN C16C10. 11 IN CHROMOSO 
ME I II. //I. 0:33: 51//CAEN0RHABDITIS ELEGANS. //Q09 2 54 
F-NT2RP3004472//CERM CELL-LESS PROTE I N. //7. 3*-33 : 1 70 : 40//DR0S0PH I L 
A MELANOGASTER (FRUIT FLY) . //QO 1820 

F-NT2RP300447S//RH0-GAP HEMATOPOIETIC PROTEIN Cl (PH 5) (KIAA0131 
). //8.4a- 54: 2l4:46//HOMO SAPIENS (HUMAN) .//P 981 71 
F-NT2RP3004480//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS35. 
//3.9»-47:199:49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P34H 
0 

F-NT2RP3004490//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEC PROTE I 
N).//0, 0013: 121 33//XENOPUS LAEVIS (AFRICAN CUBED FROG) . //PI 7437 
F-NT2RP3004498//HYPOTHETICAL 43.5 KO PROTEIN IN COTO-KOUO INTERGEN 
1C REGION PRECURSOR. //O. 066: 87 :35//BAC ULUS SUBTIL IS. //PS 0840 
F-NT2RP3004503//H!! ALU SUBFAMILY SQ WARNING ENTRY !! M//2. 08-34: 
102:69//H0MO SAPIENS (HUMAN). //P3 9 194 

F-NT2RP3004504//SUPPRESSOR PROTEIN SRP40. //O. 64: 93: 34//SACCHAR0MYC 
ES CEREVISIAE (BAKER'S YEAST) .//P3 2583 

. F-NT 2 RP3004507//M08 1 PROTEIN (MPS1 BINDER 1).//2. 2«-16: 90:42//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40484 
F-NT2RP3004527 

F-NT 2 RP30045 34/ /S- PHASE ENTRY CYCL1N 6. //O. 38: 148: 22//SACCHAROMYCE 
S CEREVISIAE (BAKER' S YEAST) . //P32943 

F-NT2RP3004539// INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 1 PRECU 
RSOR (IGFBP-1) (IBP-1) (IGF-BINOING PROTEIN D.//0. 38: 89: 38//RATTU 
S NORVECICUS (RAT). //P2 1743 

F-NT2RP3O04S44//CYTAOHERENCE HIGH MOLECUUR WEIGHT PROTEIN 2 (CYTA 
DHERENCE ACCESSORY PROTEIN 2) . //O. 0024: 200 : Z4//MYC0PLASMA PNEUMONI 
AE.//P75471 

F-NT2RP3004566//GASTRUU ZINC FINGER PROTEIN XLCGF1 7. I (FRAGMENT) 
//4. 6e-25: 1 26: 43//XEN0PUS LAEVIS (AFRICAN CUBED FROG) . //PI 871 3 
F-NT2RP3004569//ANKYR I N.//8. 3e-07:l SO :28//MUS MUSCULUS (MOUSE). //Q 
02357 

F-NT2RP3004572//TRANSCR I PT I ON INITIATION FACTOR TFI ID 150 KD SUBUN 
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IT (TAFI 1-150) (TAFI I 1 SO) . //1. 6e-70: 247: S4//DR0S0PHILA MELANOGASTE 
R (FRUIT FLY).//Q24325 

F-NT2RP3O04S78//CENTROMERIC PROTEIN E (CEMP-6 PROTEIN).//!. Se-I 0:2 
IQ: 26//HONO SAPIENS (HUMAN). //Q022 24 

F-NT2RP3004594//PS4 PROTEIN PRECURSOR. //0. 0044: 230 : 24//ENTER0C0CCU 
S FAECIUM (STREPTOCOCCUS FAECIUM).//P13692 

F-NT2RP3004S 1 7//D0IN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. 

//!. Sa-14: 1 13:34//MUS IMJSCULUS (MOUSE). //PI 553 3 

F-NT2RP3004S 1 1//HYPOTHET I CAL 115.4 KD PROTEIN ZK757. 3 IN CHROMOSOM 

E I II.//4. 58-08: 149: 30//CAEN0RHASOITIS ELEGANS. //P34681 

F-NT2RP3004669//ETHAN0LAMINE KINASE (EC 2.7.1.82) (EASILY SHOCKED 

PROTEIN) .//I . 0e-24:75: 49//DR0S0PHILA NELANOGASTER (FRUIT FLY).//P5 

4352 

F-NT2RP3Q0467O//CUTICLE COLLAGEN 2.//0. 00090: 159. 29//CAEN0RHA80ITI 
S ELEGANS. //PI 7556 

F-NT2RP4000008//CHLORINE CHANNEL PROTEIN P«4. //4. 0«-79: 243 :62//BOS 
TAURUS (BOVINE). //P35528 
F-NT2RP4000023 

F-NT2RP400D035//! ! ! ! ALU SUBFAMILY $Q IARNING ENTRY H!!//3.fi«-06: 
4$: 67//HOMO SAPIENS (HUMAN) .//P39 194 

F-NT2RP4000049//CALDESMON (COM) . //O. 41 S3: 34//GALLUS CALLUS (CHICK 
EN). //PI 2957 

F-NT2RP4000051//DUALIN.//2. 3e-23: 195: 37//GALLUS CALLUS (CHICKEN)./ 
/Q90830 

F-NT2RP4000078//RING CANAL PROTEIN (KELCH PROTEIN) . //I . 2®-24: 1 82: 3 

t //DROSOPHILA NELANOGASTER (FRUIT FLY) .//Q046S2 

F-NT2 RP4000 1 02//IPAR7 PROTEIN.//1.0:54:33//BACILLUS LIOCNIFORMIS. 

//Q991S6 

F-NT2RP40001 09//SLIT PROTEIN PRECURSOR.//! . 9e-60:230: 46//DR0S0PHIL 
A NELANOGASTER (FRUIT FLY) . //P240I4 

F-NT2RP40001 1 (//CLEAVAGE AND POLYADENYLAT I ON SPECIFICITY FACTOR. 1 
00 KO SUBUNIT (CPSF 100 KD SUBUNIT) . //I. 4e-91 : 157: 100//BOS TAURUS 
(BOV I N£) . //Ql 0558 

F-NT2RP40D01 29//5E5 ANTIGEN.//0. 00072: 124: 37//RATTUS NORVEGICUS (R 
AT) .//Q63003 

F-NT2RP4000147//Z I NC FINGER PROTEIN GCS1.//1. 5e-26: 1 19: 43//SACCHAR 
OMYCES CEREVISIAE (BAKER’ S YEAST) . //P3S 197 
F-NT2RP40001 50 

F-NT2RP40001 51//HYP0THETICAL 31.0 KD PROTEIN R107.2 IN CHROMOSOME 
III. //4. 2e-31 : 1 80 : 47//CAEN0RHA8D I T I S ELEGANS. //P32740 
F-NT2RP40001 59//SP0RE COAT PROTEIN SP9S. //O. 84: 107 : 28//DICTY0STELI 
UN OISCOIOEUM (SLIME HOLD) . //PI 4328 

F-NT2RP4000167//HYPOTHETICAL 98.1 KD PROTEIN IN SPX19-CCR2 INTERGE 
NIC REGION. //2.4«-08: 133 :32//SACCHAROMYCES CEREVISIAE (BAKER’ S YEA 
ST) .//P40164 

F-NT2RP40Q01 85//TRANS-ACT I NG TRANSCRIPTIONAL PROTEIN ICPO (VMI118 
PROTE IN) .//5. 4e-05: 143:32//HERPES SIMPLEI VIRUS (TYPE 2 / STRAIN H 
G52) . //P28284 

F-NT2RP4000210//PAI RED ANPHIPATHIC HELIX PROTEIN. //I. 8e-40: 258: 35/ 
/SACCHARONYCES CEREVISIAE (BAKER' S YEAST) . //P2 25 7 9 
F-NT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA) . // 
1.48-20:1 04 :40//APLYSJ A CAL I FORK I CA (CALIFORNIA SEA HARE) . //PI 5287 
F-NT2RP4000214//FERREDOX I N. //1 . 0: 1 9 : 42//M00RELLA THERIKJACETICA (CL 
OSTRIOIUM THERNOACET I CUM) . //P00203 

F-NT2RP4000218//! ! ! ! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//1 . 7e-1 5:4 
8 : SO//HOMO SAPIENS (HUMAN) . //P39 188 

F-NT2RP4000243//DUALIN. //5. 8«-78: 192: 70//CALLUS GALLUS (CHICKEN)./ 
/Q90830 

F-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 (NDPP-1) .//3. 1 
•-83 : 207 : 7S//MUS MUSCULUS (MOUSE). //Q03173 

F-NT2RP4000259//GLUTATHI ONE PEROXIDASE 2 (EC 1 . 1 1 . 1 . 9) . //S. 5«-2§: 1 
53 : 43//HEL I AN THUS ANNUUS (COMMON SUNFLOVER) . //023968 
F-NT2RP4000253/ / ANNEX I N VII (SYNEXIN) (FRAGICNT) . //O. 98:42 :40//B0S 
TAURUS (BOVINE) . //P20072 

F-NT2RP4000290//HYPOTHETICAL 116.5 KD PROTEIN C20C8.09C IN CHROMOS 
ONE l.//3.5«-71 : 209: 66//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST). 
//P871I5 

F-NT2RP400031 2//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) 
(RSP-I) .//8.9e-22: 166: 37//HOMO SAPIENS (HUMAN) . //Ql 5404 
F-NT2RP400032 1//VERPR0L I N. //0. 0001 8 : 260 : 28//SACCHAROMYCES CEREV I S I 
AE (BAKER’ S YEAST) . //P37370 

F-NT2RP4000323/ / ANTHOPLEUR I N B (TOXIN AP-B) . //0. 42 : 1 5 : 48//ANTH0PLE 
URA XANTHOGRAMM I CA (GIANT GREEN SEA ANEMONE) . //POI S3! 
F-NT2RP4000355//HYPOTHETICAL 90.9 KD PROTEIN IN GCN20-CMK1 INTERCE 
NIC REG I ON. //O. 75:125: 29//SACCHAROMYCES CEREVISIAE (BAKER’ S YEAST 
) .//P43S96 

F-NT2RP4000360//ACIOIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP2 
5) (FRAGMENT). //0. 27: 92 : 33//RATTUS NORVEGICUS (RAT). //PI 01 64 
F-NT2RP4000367//HYPOTHETICAL 7.3 KO PROTEIN IN 100 KD PROTEIN REG I 
ON.//0. 99: S2:32//MJNAN ADENOVIRUS TYPE 41.//P23691 



F-NT2RP4000370//MI TOCHONDR I AL PEPTIDE CHAIN RELEASE FACTOR l PRECU 
RSOR (MRF-1). //4. 1«-40: 163: S2//H0M0 SAPIENS (HUMAN) . //07S570 
F-NT2RP4000376//PHOSPHOLI PASE A-2-ACTIVATING PROTEIN (PLAP).//4.2 
8-59:1 25 :80//RATTUS NORVECICUS (RAT).//P54319 

F-NT2RP4000381 //NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAM 
ENT PROTEIN) (NF-H) .//0. 00058: 194: 30//MUS MUSCULUS (MOUSE) . //PI 924 
6 

F-NT2RP40003 98/ /ZINC FINCER PROTEIN 184 (FRAGMENT). //1. 2e-45: 153:3 
9//H0M0 SAPIENS (HUMAN). //Q99676 

F-NT2RP4000415//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-OAL5 INTERGE 
NIC REGION PRECURSOR. //O. 00066: 201 : 27//SACCHAROMYCES CEREVISIAE (B 
AKER’S YEAST). //P47 179 

F-NT2RP400041 7//PR0CESS I NG ALPHA-1. 2-MANNOS IDASE (EC 3.2.1.-) (ALP 
HA- 1 . 2-MANNOS I DASE 1B).//1. 8®-2S: 196:40//MUS MUSCULUS (MOUSE). //P3 
9098 

F-NT2RP4000424//! ! ! ! ALU SUBFAMILY SX VARNINC ENTRY ! ! ! !//l . Oe-1 5: 
72: 61//H0M0 SAPIENS (HUMAN). //P39 195 

F-NT2RP4000448//M ! ! ALU SUBFAMILY SC IARNING ENTRY ! ! • !//7. Oe-23 : 
63 : 8 2 //HOMO SAPIENS (HUMAN) . //P391 92 

F-NT2RP4000449//REGULATORY PROTEIN SIR2 (SILENT INFORMATION RECULA 
TOR 2).//1.3e-41 :102:45/ALUYVER0MYCES LACT1S (YEAST). //P33294 
F-NT2RP40O04SS//H0ME0BOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) . //O. 000 
14:92: 30/ /GALLUS GALLUS (CH I CKEN) . //PI 9601 

F-NT2RP4000457//U8 1 QU I T I N CARBOXYL- TERM INAL HYDROLASE 7 (EC 3.1.2. 
15) (UBIQUITIN THIOLESTERASE 7) (U8IQUITIN-SPECIFIC PROCESSING PRO 
TEASE 7) (OEUB I QUIT I NAT INC ENZYME 7) OCRPESVIRUS ASSOCIATED U8IQU 
I TIN-SPEC IF 1C PROTEASE). // l.0e-29:21 8 :38//HOMO SAPIENS (HUMAN). //Q 
93009 

F-NT2RP4000480//TRANSCRIPT IONAL REGULATORY PROTEIN AlGP (ALGINATE 
REGULATORY PROTEIN ALGR3) . //O. 049 : 1 1 7: 2 9// PSEUDOMONAS AERUGINOSA./ 
/PI 5276 

F-NT2RP400048 I //HYPOTHETICAL HE LI CASE C28H8. 3 IN CHROMOSOME III.// 
2 . 3e-05 : 1 52 : 23//CAEKORHABD I T I S ELEGANS. //Q09475 
F-NT2RR4000498//NOB1 PROTEIN (MPS1 BINDER 0.//2. 3e-48: 172:52//SAC 
CHAROMYCES CEREVISIAE (BAKER’ S YEAST) . //P40484 
F-NT2RP4C00500//HYPOTHETICAL 83.6 KD PROTEIN R0S03.2 IN CHROMOSOME 
III. //I. 38-23: 165: 3S//CAEN0RHABDITIS ELEGANS. //P 34 S3 5 
F-NT2RP4OO0515//PHOSPHOD I ESTERASE I (EC 3. 1.4. 1) (S’ -EXONUCLEASE) 
(S’ -NUCLEOTIDE PHOSPHODIESTERASE) (FRACMENT).//1.0:48:37//B0S TAUR 
US (BOVINE). //PI S3 96 

F-NT2RP40O0517//ttTALLOTH I ONE IN-LIKE PROTEIN TYPE 2. //I . 0:41 : 36//V 
1C I A FABA (BROAD BEAN) . //Q41 657 

F-NT2RP40Q05I 8//ATP-DEPENDENT RNA HELICASE R0K1.//1. Ie-I1 : 93: 36//S 
ACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P458 18 
F-NT2RP4Q0051 9//C0LLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS) .//O. 68:55: 
40//BOS TAURUS (BOVINE) . //P25508 

F-NT2RP4000S24//IGA FC RECEPTOR PRECURSOR (BETA ANTIGEN) (B AMT ICE 
N) . //O. 37:187: 24//STREPT0C0CQJS ACALACTIAE.//P27951 
F-NT2RP4000528//NPL4 PROTE IN. //2. 1e-45: 305: 36//SACCHAR0MYCE3 CEREV 
1SIAE (BAKER’ S YEAST). //P3375S 

F-NT2RP400054 1 / /HOKEOBOX PROTEIN CHOX-1 (FRAGMENT) . //O. 23 : 28: 50//G 
ALLUS GALLUS (CHICKEN) . //PI 3 S44 

F-NT2RP4000556//HYPOTHET I CAL 34.1 KD PROTEIN C40HI.4 IN CHROMOSOME 
1 1 1.//4. 38-14: 1 74: 34//CAENORHABOITI S ELEGANS. //QO 3 574 
F-NT2RP4000560//HYPOTHETICAL 68.7 KD PROTEIN ZK757. 1 IN CHROMOSOME 
III. i/1, la-19: 1 55 : 36//CAENORHABD I T I S ELEGANS. //P 346 7 9 
F-NT2RP4000588//HYPOTHETICAL PROTEIN E-l I5.//0. 014: 64: 35//HUMAN AD 
ENOVIRUS TYPE 2.//P03290 

F-NT2RP400061 4//SPL ICING FACTOR. ARGININE/SERINE-RICH 2 (SPLICING 
FACTOR SC3S) (SC-35) (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN)./ 
/2.7e-27:!88:44//GALLUS GALLUS (CHICXEN).//P303S2 
F-NT2RP4000638//EARLY NOOULIN 55-1 PRECURSOR (N-55-1) (FRAGMENT)./ 
/O. 55:40: 40//CLYC I NE MAX (SOYBEAN). //QO 5 544 

F-NT2RP4000648//MM ALU SUBFAMILY J VARNING ENTRY ! ! ! !//2. 4e-06: 3 
1 : 74//H0M0 SAPIENS (HUMAN) .//P39 188 

F-NT 2RP4Q006S7//HYPOTHET I CAL PROTE I i MJI065.//2. Sa-40: 237 : 40//METH 

ANOCOCCUS JANNASCH 1 1 . //Q58465 

F-NT2RP4000704 

F-NT2RP4000713//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556. 
//4. 0e-07 134: 40//STREPT0MYCES FRAD I AE. //P201 86 
F-NT2RP4000724//RETROVI RUS-RELATED POL POLYPROTEIN (CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE] . //I . 1 e-62: 109: 88//H 
OMO SAPIENS (HUMAN). //P10266 

F-NT2RP4000728//A-ACGLUT IN I N ATTACHMENT SUBUNIT PRECURSOR. //O. 003 
3:190: 25//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST) . //P32323 
F-NT2RP400O737//PT8-ASSOCIATED SPLICING FACTOR (PSF) . //I . Oe-OS: 1 1 
4: 34//K0M0 SAPIENS (HUMAN) . //P2 3246 

F-NT2RP4000739//ATP SYNTHASE PROTEIN 6 (EC 3.6.1.34) (A6D.//I.0 2 
0: SO//ANAS PUTYRHYNCHOS (DOMESTIC 0UCK).//P50655 
F-NT2RP4000781//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGE 
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NIC REGION. //0. 0013:67: 31 //SACCHAROMYCES CEREVISIAE (BAKER'S TEAS 
T).//P53915 

F-NT2RP4000787//POLLEN SPECIFIC PROTEIN SF3.//I.3e-I3:79:39//I€L!A 
NTHUS AKNUUS (COMKW SUNFLOWER) . //P2967S 

F-NT2RP400081 7//SUPPRESS0R PROTEIN SRP40. //I. 3i-05: 255: 21//SACCHAR 
ONYCES CEREVISIAE (BAKER' S YEAST). //P32S83 
F-NT2RP4000833 ( 

F-NT2RP4000837//1ALE SPECIFIC SPERM PROTEIN MST840B. //0. 18: 38: 44// 
DROSOPHILA MELANOGASTER (FRUIT FLY) .//001643 

F-NT2RP40Q0839//TRANSCR I PT I ON INITIATION FACTOR TFIIO SO KD SUBUNI 
T (TAF 1 1-90) . //0. 026 : 38 : 44//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T).//P38129 

F-NT2RP40Q0855// AM I NOPEPT I OASE 8 (EC 3.4. II. S) (ARGINYL AMINOPEPTl 
OASE) (ARGININE All I NOPEPTIDASE) (CYTOSOL AM I NOPEPT I BASE IV) (AP-fi 
).//2. 89-64: 229: 53//RATTUS NORVECICUS (RAT).//00917S 
F-NT2RP40008SS//Z INC FINGER PROTEIN ZFP-36 <FRACMENT).//3. 69-84: 17 
4: 54//H0M0 SAPIENS (HUMAN) . //P 1 64 1 5 

F-NT2RP4000878//MYELO I D UPREGULATEO PROTEIN. //8. 29-88: 227: 74//MUS 
MUSCULUS (MOUSE). //03 5682 

F-NT2RP4O00879//UBI0UIT IN-ACTIVATING ENZYME El (A1S9 PROTE I N) . //9. 
la-55: 268: 43//H0M0 SAPIENS (HUMAN) . //P223I4 

F-NT2RP4OOO9O7//B0NF / NT-3 GROWTH FACTORS RECEPTOR PRECURSOR (EC 
2.7.1.112) (TRKB TYROSINE KINASE) (CP145-TRKB) (TRK-B) . //S. 4#- 10:2 
20: 25//HOMO SAPIENS (HUMAN). //Q 166 20 

F-NT2RP400091S//60S ACIDIC RIBOSOMAL PROTEIN P2 (FRAGMENT) . //O. 46 : 
23:60//ARABID0PSIS T HAL I ANA (MOUSE-EAR CRESS). //P5 1407 
F-NT2RP40009 1 8//METHYL- ACCEPTING CHEMOTAXIS PROTEIN TLPB. //O. 0001 
0:148: 32//BAC I LLUS SUBT1LIS.//P39217 

F-NT2RP4Q0Q925//FI BROMOOUL IN PRECURSOR (FM) (COLLAGEN-BINDING 59 K 
D PROTEIN). //3. 5e-27:220: 36//HOMO SAPIENS (HUMAN) . //006828 
F-NT2RP4000927//TRANS- ACTING TRANSCRIPTIONAL PROTEIN ICPO (PUS PR 
OTEIN) (IER 2.9/ER2.6).//0.64:75:37//B0VINE HERPESVIRUS TYPE 1 (ST 
RAIN JURA). //P29 128 

F-NT2RP4000928//PHOSPHAT I OATE CYTIDYLYLTRANSFERASE (EC 2.7.7.41) 
(CDP-0 I GLYCERIDE SYNTHETASE) (COP-O (GLYCERIDE PYROPHOSPHORYLASE) 
(COP-OIACYLGLYCEROL SYNTHASE) (CDS) (CTP: PHOSPHAT (DATE CYTIDYLYLTR 
ANSFERASE) (COP-OAG SYNTHASE) . //3. I «-104: 263: 66//HOHO SAPIENS (HUH 
AN).//092903 

F-NT2RP4000929//HYPOTHET I CAL 22.2 KO PROTEIN IN NSR1-TIF4631 INTER 
GENIC REG I ON. //O. 93: 107:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
0.//PS3288 

F-NT2RP4000955//PUTATIVE CUTICLE COLLAGEN F09C8.6.//2. 0«-05: 102: 37 
//CAENORKABD I T I S ELEGANS. //P34391 

F-NT2RP4000973//HYPOTHET I CAL 48.6 KO PROTEIN IN BET 1 -PAN 1 INTERGEN 
1C REGION. //2. 3®-1 7: 78 : S6//SACCHAR0NYCES CEREVISIAE (BAKER’S YEAS 
T) . //P40564 

F-NT2RP4000975//SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-0] (FRAGMENT) .//O. 0041 : 142: 33//H0M0 SAPIENS (HUMAN 
). //PI 01 62 

F-NT2RP400O979//HYP0THET I CAL 14.5 KO PR0TEIN.//0. 77: 106 : 33//VACCIN 
IA VIRUS (STRAIN COPENHAGEN) . //P2051 7 

F-NT2RP4000984//HYPOTHET I CAL 124.8 KD PROTEIN C29E4.4 IN CHROMOSOM 
E 1 1 1.//0. 90:94: 25//CAEMORHABOI TIS ELEGANS. //P34343 
F-NT2RP4000989//ANTHOPLEURIN B (TOXIN AP-B) . //O. 76: 41 :41//ANTH0PLE 
URA XANTHOCRAIMI I CA (GIANT GREEN SEA ANEMONE) . //P0 1531 
F-NT2RP4000996//PROTE I N Q 300. //0. 00024:41 : 53//MUS MUSCULUS (MOUSE 
).//Q02722 

F-NT2RP4000997//DNA-OIRECTEO RNA POLYMERASE I 135 KO POLYPEPTIDE 
(EC 2. 7. 7. 6) (RNA POLYMERASE I SUBUNIT 2) (RPAI35) (RNA POLYNERASE 
I 127 KO SUBUNI T). //8. 79-115:261 :82//RATTUS NORVECICUS (RAT) . //05 

4888 

F-NT2RP4001 D04//EC PROTE 1 1 HOMOLOG 2 (FRAGMENT). //0. 50: 61 :34//ARAB 
IDOPSIS THAU ANA (MOUSE-EAR CRESS) . //Q42 377 

F-NT2RP4001006//HYP0THETICAL 43.5 KD PROTEIN IN COTD-KDUD INTERGEN 
1C REGION PRECURSOR. //O. 010: I S2:29//BACI LLUS SUBTI LIS.//P50840 
F-NT2RP4001 0 1 0//GLUCOAMYLASE SI/S2 PRECURSOR (EC 3. 2. 1.3) (GLUCAN 
1 . 4-ALPHA- GLUCOS I OASE) ( 1 . 4-ALPHA-D-CLUCAN GLUCOHYOROLASE) . //9. 9 
9-05: 247: 25//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P0B640 
F-NT2RP40O1O29//PROTE IN GRAINY-HEAD (DNA-B I NO I NG PROTEIN ELF-1) (E 
LEMENT l-BINDING ACTIVITY) (TRANSCRIPTION FACTOR NTF-l) . //1 . 1 9-14: 
175: 31//DR0S0PHI LA MELANOGASTER (FRUIT FLY) . //PI 3002 
F-NT2RP400 I 041 //PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6. 1.1.4) (LEUC 
INE — TRMA LI CASE) (LEURS) .//1 . 59-74: 272: S5//CAEN0RHAB0I TIS ELEGAN 
S.//Q09996 

F-NT2RP4001 057//HYPOTHET I CAL 62.2 KO PROTEIN ZK652. 6 IN CHRONOSOME 
III. //O. 0064 : 76 : 38//CAEN0RHAB0 1 T I S ELEGANS. //P34664 
F-NT2RP400I064//DUALIN. //2. 5e-24: 199: 38//GALLUS CALLUS (CHICKEN)./ 
/Q90830 

F-NT2RP400 I 078//TRANSCR I PTI ON INITIATION FACTOR TFI ID 135 KO SU8UN 
IT (TAFI 1-135) (TAF 1 1 1 35) (TAFI 1-130) (TAF 1 1 1 30) . //0. 11:139: 38//HO 



MO SAPIENS (HUMAN) . //000268 

F-NT2RP4Q01 079//CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1.38) (GOLGI 
CA2+-ATPASE) . //1 . 59-22: 242: 31 //SACCHAROMYCES CEREVISIAE (BAKER' S 
YEAST) . //PI 3586 

F-NT 2RP400 1 080//PCL YPYR I > I D I KE TRACT-BINDING PROTEIN (PTB) (HETERO 
GEMEOUS NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP D.//1. 79-82: 178:69//S 
US SCROFA (PIG) . //Q29099 

F-NT 2RP4001 086//LEUC I NE-R I CH ACIDIC NUCLEAR PROTEIN. //O. 00039: 141 : 
26//RATTUS NORVEGICUS (RAT) . //P49911 

F-NT2RP4001 095//DOU8LE- STRANDED RNA-SPEClFlC EDITASE 1 (EC 3.5.-. 

-) (DSRNA ADENOSINE DEAMINASE) (RNA EDITING ENZYME 1) .//9. 99-07: 7 
9:43//HOMO SAPIENS (HUMAN) . //P78 563 

F-NT2RP400I100//HYPOTHETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERCEN 
1C REGION. //4. 4«-16:207 : 3 5// SACCHAROMYCES CEREVISIAE (BAKER’S TEAS 
T) .//P40032 

F-NT2RP4001 117//PR0TEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNI T.//8. 
19-115: 224 : 99//RATTUS NORVEGICUS (RAT) . //P38378 
F-NT2RP4001 122//TIPD PR0TEIN.//7. 59-11 : 129:31 //DICTYOSTEL I UM DISCO 
IOEUM (SLIME HOLD). //Ot 57 3 6 

F-NT2RP4001 1 26//TRICHOHYALIN. //I .49-19: 257:28//0VI S ARIES (SlCEP). 
//P22793 

F-NT2RP4001 1 38//PUTAT IVE F420-0E PENDENT NADP REDUCTASE (EC 
-) . //0 .00010:204: 2S//KETHAN0C0CCUS J ANNASCH 1 1 . //QS8896 
F-NT2RP4001 143//HYPOTHETICAL 52.9 KD PROTEIN IN SAPI55-YMR31 INTER 
GENIC REGION. //4. 5e-34 1 68: 44//SACCHAR ONYCES CEREVISIAE (BAKER'S * 
EAST).//P436I6 

F-NT2RP400I I48//S0FI PROTEIN. //2. 49-41 : 1 58: 41 //SACCHAROMYCES CEREV 
ISIAE (BAKER’ S YEAST) . //P337SO 

F-NT2RP4001 149//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185). //I. 3 
e-08 : 1 06 : 4 1 //VOLVO! CARTER I . //P2 1 997 

F-NT2RP4001 1 50//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (N 
R-CAM) (BRAVO) . //3. 6e-24 : 1 94 : 32//GALLU5 CALLUS (CHICKEN) . //P35331 
F-NT2RP4001 1 59//MEROZOI TE SURFACE ANTIGEN 2 PRECURSOR (MSA-2). //O. 
0056: 1 17 :2S//PUSM0CIUM FALCIPARUM (ISOLATE K1 / THAI LAND) . //QO 364 
3 

F-NT2RP400I174//NON-CREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PR 
ECURSOR (CTPT) . //S. 9e-24: 1 84: 34//6RASSICA OLERACEA (CAULIFLOWER) ./ 
/P52178 

F-NT2RP4001 206//MEROZOI TE SURFACE ANTIGEN 2 PRECURSOR (NSA-2).//0. 
0029 : 1 1 7 : 26//PLASMOO I UM FALCIPARUM (ISOLATE Kl / THAILAND) . //QO 3 64 
3 

F-NT2RP4001 207//CHROMOSOME SEGREGATION PROTEIN CSE1 . //1. 0e-07 : 1 44 : 
28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P33307 
F-NT 2RP400 1 2 1 0//DERMORPH I N 1 PRECURSOR [CONTAINS: DELTORPHIN (DERM 
ENKEPHALIN): DERMORPHIN] . //O. 01 9: 130: 30//PHYLL0MEDUSA SAUVACEI (SA 
UVACE’S LEAF FROG) . //POS422 

F-NT2RP40012I3//ZINC FINGER PROTEIN 1 77. //3. 29-28: 1 76 : 39//HOMO SAP 
IENS (HUMAN). //Q1 3360 

F-NT2RP4001 2 19//DI SULFIDE ISOMERASE MP01 PRECURSOR (EC 5. 3.4.1).// 
1. 49-13: 108: 3 7// SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //Q1 2404 
F-NT2RP4001 228//RING CANAL PROTEIN (KELCH PROTEIN) . //I. 7«-S6 : 242: 4 
0//DROSOPHI LA IELANOGASTER (FRUIT FLY) . //Q04652 
F-NT2RP4001 235//REGULAT0RY PROTEIN E2.//0. 0080: 1 00: 38//HUMAN PAPIL 
LOMAVIRUS TYPE 25.//P36787 

F-NT2RP4001 256//CUTICLE COLLAGEN I . //O. 014: 104: 31//CAENORHABOIT I S 
ELEGANS. //P08 124 

F-NT2RP4001 260//BACTERI0C IN BICROCIN BI7 PRECURSOR (MC81 7) . //O. 000 
77:16: 68/ /ESCHER I CH I A COL I .//PO 5834 

F-NT2RP400I 274//HIST0NE HI. M6. I.//0. 98:65: 35//TRYPANOSONA CRUZI.// 
P40273 

F-NT2RP4001276//ELAV PROTE 1N.//0. 00054: 134: 33//DROSOPH I LA VIRILIS 
(FRUIT FLY) . //P23241 

F-NT2RP4001 31 3//EXTENS IN PRECURSOR (CELL WALL HYDROXYPROLINE-Ri CH 
GLYCOPROTEIN). //O. 014: 71 :35//NICOTI ANA TABACUM (COMMON TOBACCO).// 
PI3983 

F-NT2RP4001 31 5//VACU0LAR PROTEIN SORT INC- ASSOCIATED PROTEIN VPS9. / 
ft. 3a-12: 190: 27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P54 787 
F-NT2RP400I 336//VEGETATI8LE INCOMPATIBILITY PROTEIN HET-E-I. //O. 00 
37:108:31 //PODOSPORA ANSER I NA. //Q00808 

F-NT2RP40O1 339//HYPOTHETICAL PROTEIN HJ0B10. //1 . 29-09: 150: 34//METH 
ANOCOCCUS J ANNASCH I I.//Q58220 

F-NT2RP400 1 343//HYPOTHET I CAL 85.2 KD PROTEIN F52C9.3 IN CHROMOSOME 
II l.//l.49-18:244:27//CAENORHABOITIS ELEGANS. //Ql 01 23 
F-NT2RP400I 34S//PHOSPHAT I DYLCHOL INE- STEROL ACYLTRANSFERASE PRECURS 
OR (EC 2.3.1.43) (LEC I TH I N-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLl 
P ID-CHOLESTEROL ACYLTRANSFERASE) (FRAGMENT) . //4. 09-49: 21 2: 50 //GALl 
US CALLUS (CHICKEN) . //P53760 

F-NT2RP400I 351 //INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//5. 7 
9-11: 229: 26//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P25386 
F-NT2RP4001 353//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) 
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(RSP-O.//0. 00088:84: 28//HOMO SAPIENS (HUMAN) . //Ql 5404 
F-NT2RP4001 372// I R REGULAR CHIASM C-ROUCHEST PROTEIN PRECURSOR (IRR 
EC PROTE I N) . //1 . Oe-22 : 222 : 30//DROSOPH I LA HELANOGASTER (FRUIT FLY). 
//QOS ISO 

F-NT2RP400 1 373//0V- 1 7 ANTIGEN PRECURSOR (IHMUNOOOMINANT HYPOOERMAL 
ANT I GEN). //O. SI : 92 : 2 (//ONCHOCERCA VOLVULUS. //P36991 
F-NT2RP4001 37S//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2. 
7.1.112) (TYROSINE- PROTEIN KINASE 1).//3. 5e-13: 146:3S//DICTYOSTEL 
IUM OISCOIOEUi (SLIME MOLD) . //PI 81 60 

F-NT2RP4001 379//HYPOTHET I CAL 64.2 KO PROTEIN IN SLT2-PUT2 INTERGEN 
1C REGION. //I. 2e-14:207: 28//SACCHAROMYCES CEREV1SIAE (BAKER'S YEAS 
T) . //P38767 

F-MT2RP4001 3S9//DMA-D I RECTED RNA POLYMERASE II URGEST SUBUNIT (EC 
2. 7. 7. 6) (RPB1) (FRAGMENT) . //Q. 073: 1 1 2: 33//CR ICETULUS GRISEUS (CH 
INESE HAMSTER). //P1 1414 

F-NT2RP400I407//CENTR0MERIC PROTEIN E (CENP-E PROTEIN) . //O. 0019: 23 
3: 24//H0M0 SAPIENS (HUMAN) . //QO 2 2 24 

F-NT2RP4001 414//SEPT I N 2 HOMOLOG (FRAGMENT) . //6. 2e-89: 1 95: 81//M0M0 
SAPIENS (HUMAN). //Ql 41 41 

F-NT2RP400I 433//Z INC FINGER PROTEIN 43 (ZINC PROTEIN HTF6) . //I . Se- 
85 : 21 6: S6//H0M0 SAPIENS (HUMAN). //P2SI 60 

F-NT2RP4001 442//0NA-O I RECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 
2. 7. 7. 6) (VERSION 1) .//O. 012: 107:3S//ARABID0PSIS THAI I ANA '(MOUSE- 
EAR CRESS). //PI 86 16 

F-NT2RP4001 447//60S ACIDIC RIBOSOMAL PROTEIN P2 (EL 1 2). //O. 0046:6 
9: 33//ARTEMI A SAUNA (BRINE SHRIMP). //P02399 

F-NT2RP4001 474//CBP3 PROTEIN PRECURSOR. //O. 0011:111 : 29//SACCHAROMY 
CES CEREVIS IAE (BAKER'S YEAST) . //P2 1 560 

F-NT2RP4001 483//2-OXOGLUTARATE DEHYDROGENASE El COMPONENT PRECURSO 
R (EC 1.2.4. 2) (ALPHA-KETOCLUTARATE DEHYDROGENASE). //6. 2e-60: 146:6 
1//H0N0 SAPIENS (HUMAN) . //Q022 18 

F-NT2RP4001 498//WYPOTKET I CAL 72.5 KD PROTEIN C2F7. 10 IN CHROMOSOME 
I . //2. 3a-24: 1 37 : 37//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //Q 
09701 

F-NT2RP4001S02//HYPOTHETICAL 24.7 KO PROTEIN IN P0M152-RECI 14 INTE 
R GEN 1C REGION. //6. Oe-22: 1 48: 34//SACCHAR0MYCES CEREVISIAE (BAKER’ S 
YEAST). //P40206 

F-NT2RP4001 507//CUT1CLE COLLAGEN 40. //0. 00029: 166:31//CAEN0RHABDIT 
IS ELECANS.//P 34804 

F-NT2RP4001 524//LACT0C0CCIN A HMJNITY PROTE I N.//0. 74:96 :30//UCTO 
COCCUS LACTIS (SUBSP. UCTIS) (STREPTOCOCCUS LACTIS), AND LACTOCOC 
CUS LACT I S (SUBSP. CREMOR I S) (STREPTOCOCCUS CREMOR I S) . //Q0056 1 
F-NT2RP4001 529//PR0TEIN GRAINY-HEAD (DNA-BINOING PROTEIN ELF-1) (E 
LENENT I -BINDING ACTIVITY) (TRANSCRIPTION FACTOR NTF-l).//2. 8e-06: 
79:41//DR0S0PHILA HELANOGASTER (FRUIT FLY).//P13002 
F-NT2RP40Q1S47//HYP0THETICAL 45. 0 KD PROTEIN IN NOTI/COC39-HMR INT 
ERGEN 1C REGION. //5. 4e-34: B8:46//SACCHAR0MYCES CEREVISIAE (BAKER'S 
YEAST). //P2 56 56 

F-NT2RP4001 55I//CELL DIVISION CONTROL PROTEIN 68.//I. 5e-18: 243: 30/ 
/SACCHARONYCES CEREVISIAE (BAKER’S YEAST) . //P32558 
F-NT2RP4001 555//PUTAT I VE ENDONUCLEASE VIII <EC 3. 2. -) . //O. 00030: 

158: 24//MTC0BACTER I UM TUBERCULOSIS. //P96 902 

F-NT2RP4001 567// IMPORT IN ALPHA- 1 SUBUNIT (KARYOPHERIN ALPHA-1 SU8U 
NIT). //O. 00013: I47:29//XEN0PUS LAEVIS (AFRICAN CLAMED FROG).//P521 

70 

F-NT2RP4001 568//HYPOTHETICAL PROTEIN K I AA 0041 (FRAGMENT) . //8. Oc-2 
2 : 1 1 9:42//HOMO SAPIENS (HUMAN). //Q 1 5057 

F-NT 2RP400 1 57 1 //NEUROMOOUL I N (AXONAL MEMBRANE PROTEIN GAP-43) (PP4 
6) (B- 50) (PROTEIN FI) (CALMOOUl IN-BINDING PROTEIN P-57) . //O. 012 : I 
67:28//B0S TAURUS (BOVINE) .//P068 36 

F-NT2RP4001 S74//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAM 
A-C0PJ.//6. 8e-1 1S:2Q8:98//B0S TAURUS (BOVINE) . //P53620 
F-NT2RP4001 575//M-RELATEO PROTEIN PRECURSOR. //O. 22: 184: 25//STREPTO 
COCCUS PYOGENES. //PI 6946 

F-NT2RP4001 592//IS0LEUCYL-TRNA SYNTHETASE (EC 6. 1.1.5) (ISOLEUCIN 
E-TRNA LIGASE) (ILERS).//7.4e-45:229:39//SYNECH0CYSTI$ $P. (STRAI 
N PCC 6803) .//P73S05 

F-NT2RP400161O//APOLIPOPROTEIN C-lll PRECURSOR (APO-CI 1 1) .//0. 41 : T 
4: 28//SUS SCROFA (PIC).//P27917 

F-NT 2RP400 1614/ /BAS I C PROLINE-RICH PEPTIDE P-E (IB-9). //1. 0:29: 37/ 
/HOMO SAPIENS (HUMAN). //P0281 1 

F-NT2RP4001 634//MY0S IN HEAVY CHAIN. PERINATAL SKELETAL MUSCLE (FRA 
GMENT).//0. I6:233:23//RATTUS NORVECICUS (RAT).//P04462 
F-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROTEIN HET18/MMS19.//4. 2 
•-21 : 249: 3Q//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST) . //P40469 
F-NT2RP4001644//MYOSIN LIGHT CHAIN KINASE (EC 2.7.1.117) (MLCK) . // 
4. Se-18: 11 1 :44//DICTY0STEL IUM DISCOIDEUM (SLIME M0LD).//P25323 
F-NT2RP4001 656//HYPOTHET I CAL 108.5 KO PROTEIN R06F6. 2 IN CHROMOSOM 
E 1 l.//3.4e-13: 175:32//CAENORHABOITIS ELEGANS. //Q09600 
F-NT2RP4001 677//HYPOTHET I CAL 73.6 KO PROTEIN CY49.21.//0. 065:66:43 



//MYCOBACTERIUM TUBERCULOS IS. //QI0690 

F-MT2RP4001679//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! * ! !//! . 3«-36: 
103 : 72//HOMO SAPIENS (HUMAN) . //P3 91 94 

F-NT2RP4001 6 96// PHOTOSYSTEM II REACTION CENTRE J PROTEIN. //O. 93:3 
7 : 37//CHL0RELLA VULGAR I S.//P56338 

F-NT2RP4001 72S//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT.// 
4. 3e-1 1 : 1 28: 32//SCHI ZOSACCHAROMTCES POMBE (FISSION YEAST) . //Q 10 282 
F-NT 2 RP4001 7 30//UDP-GLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECU 
RSOR (EC 2.4.1.-) (DUGT).//4. I *-22: 201 : 27//DROSOPHILA MELANOGASTER 
(FRUIT FLY) . //Q09332 

F-NT2RP4001 739//HCMEOBOX PROTEIN HOI-AIO (H0X-1H) (HOX-1.8) (PI)./ 
/1 . 0:67 : 34//HOMO SAPIENS (HUMAN) .//P31 260 

F-NT2RP4001 7S3//Z INC FINGER PROTEIN 10 (ZINC FINGER PROTEIN K0X1) 
(FRAGMENT) . //1 . 2b- 1 9: 72:62//HOMO SAPIENS (HUMAN) . //P2 ISO 6 
F-NT2RP4001 760//BREAKPO I NT CLUSTER REGION PR0TEIN.//1 .Se-I 3: 1 79 : 26 
//HOMO SAPIENS (HUMAN) .//PI 1274 

F-NT2RP4001 790//Z INC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCR 
IPTION FACTOR RU49) . //7. 9e- 38: 147:4 9//MUS MUSCULUS (MOUSE) . //Q07 23 
1 

F-NT2RP4001 803//CUTI CLE COLUGEN 12 PRECURSOR. //0. 40: 48: 39//CAENOR 
HABDITIS ELEGANS. //P20630 

F-NT2RP4001 822//NOVEL ANTIGEN 2 (NAG-2) . //2. 7e-27 : 1 73: 36 //HOMO SAP 
IENS (HUMAN). //0 1 48 1 7 

F-NT2RP4001823//PUTATIVE CUTICLE COLLAGEN F09C8. 6. //3. 3e-1 6 : I S2 : 42 
//CAENORHABO I T I S ELEGANS. //P3439I 

F-NT2RP4001 828//HOL I N. //O. 99:33: 36//BACTER IOPHACE HP1 . //PS 1 727 
F-NT 2RP400 1 8 3 8//HETAST AS I S - ASSOC I ATED PROTEIN MTAI.//I. 2e-07:95: 31 
//HOMO SAPIENS (HUMAN) . //Ql 3330 

F-NT2RP4001 841 // I NTEST I NAL MUCIN-LIKE PROTEIN (MLP) (FRAGMENT).// 
0.94: 141 :22//RATTUS NORVECICUS (RAT) . //P98089 

F-NT2RP4001849//SH3-BINDING PROTEIN 3BP-! . //S. 6e-52 : 276: 45//MUS MU 
SCULUS (MOUSE). //P55 194 

F-NT2RP4001861//HYPOTHETICAL 10.6 KD PROTEIN IN GALE-PEPT INTERGEN 
1C REGION. //O. 92: 39: SI//BACILLUS SUBTILIS. //P55185 
F-NT2RP4001889//HYPOT1CTICAI BHLF1 PROTEIN.//0. 32:97:31//EPSTEINB 
ARR VIRUS (STRAIN 895-8) (HUMAN HERPESVIRUS 4).//P03181 
F-NT2RP4001 893//2-5A-0EPENDENT RIBONUCLEASE (EC 3.1.26.-) (2-5A-0E 
PENDENT RNAASE) (RNASE L) (RIBONUCLEASE 4) (FRAGMENT) . //3. 6e- 07 : 1 2 
4:29//MUS MUSCULUS (HOUSE) . //Q05921 

F-NT2RP4001896//HYPOTHETICAL 89.4 KO TRP-ASP REPEATS CONTAINING PR 
OTEIN IN PMT6-PCT1 INTERCENIC REGION. //3. 9e-l 0:210: 28//SACCHAR0MYC 
ES CEREV I S I AE (BAKER’ S YEAST) . //P4293S 

F-NT2RP4001 901//ACR0SIN PRECURSOR (EC 3. 4. 21. 10) . //2. Ae-07 : 53:45// 
ORYCTOLAGUS CUN I CUIUS (RABBIT) . //P48038 

F-MT2RP4001 927//MICROTUBULE-ASSOCIATED PROTEIN YTM1 .//3. le-19: 1 70 
3 2 //SACCHARONYCES CEREVISIAE (BAKER’S YEAST). //Ql 2024 
F-NT2RP4Q01 938//Z INC FINGER PROTEIN M0K-2.//1. 3e-28: 72 : SO//MUS HUS 
CULUS (MOUSE). //P24399 

F-NT2RP40OI946//PROTE I N-L- ISOASPARTATE O-METHYLTRANSFERASE (EC 2. 
1.1.77) (PROTEIN- BETA-ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTE' 
N L-ISOASPARTYL METHYLTRANSFERASE) (L-l SOASPARTYL PROTEIN CARBOXYL 
METHYLTRANSFERASE). //4. 8e- 14:1 83 : 30//TRITICUM AESTIVUM (MHEAT) . // 
Q43209 

F-NT2RP4001 950//HYP0THETICAL PROTEIN ORF-1 137. //3. 7e-07; IIS: 29//MU 

S MUSCULUS (MOUSE). //P 11 260 

F-NT2RP4001953 

F-NT2RP4001 966//MALL-ASSOC I ATED PROTEIN PRECURSOR. //O. 13: 151 : 27//B 
ACILLUS SUBTILIS.//Q07B33 

F-NT2RP4001975//FIBR I L -FORM INC COLLAGEN ALPHA CHAIN.//0.00031 : 1 90 
31 //RIFT I A PACHYPT I LA (TUBE NORM) . //P30754 

F-NT2RP400201 8//RING CANAL PROTEIN (XELCH PROTEIN). //3. Se-18: IBS: 2 
9//OROSOPHILA MELANOGASTER (FRUIT FLT).//Q04652 
F-NT2R P4002047//GTP-B I NO I NG PROTEIN CUFI (CTPASE GUF1) .//4. Oe-49: 1 
SB : 6S//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST). //P46 943 
F-NT2RP4002052//HYPOTHET ICAL 54.3 KD PROTEIN C23D3. 03C IN CHROMOSO 
ME I. //O. 0047 : 148: 27//SCHIZ0SACCHAR0MYCES POMBE (FISSION YEAST).// 
Q09844 

F-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DE PENDENT RN 
A HEL I CASE F56D2. 6. //O. 057: 66 : 30/ /CAENORHABO I T1 S ELEGANS. //Q 2 08 7 5 
F-NT 2RP4002 071 //VERY HYPOTHETICAL 13.2 KO PROTEIN CY251. 09.//0. 94: 
45 : 46//MYC08ACTER I UM TUBERCULOS I S . //Q 1 0888 

F-NT2RP4002075//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN)./ 
/O. 44:36: 38//WJMAN IIMUNODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HI 
V-D.//P18804 

F-NT2RP4002078//ZINC FINCER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) 
(HPF7) . f ft. 6e-l 9: 46: 76//HONO SAPIENS (HUMAN) . //QO 54 81 
F-NT2RP4002081//MHC CUSS II REGUUTORY FACTOR RFXI (RFX) (ENHANCE 
R FACTOR C) (EF-C) . //2. 8e-0S: 196: 3I//H0M0 SAPIENS (HUMAN). //P22670 
F-NT2RP4002083//HYPOTHET ICAL PROLINE-RICH PROTEIN (FRAGMENT) . //O. 0 
064:29: 55//0MEN I A FUS I FORM I S. //P2 1 260 
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F-NT2RP400240S//PROTE I N KINASE CEK1 (EC 2.7. I. le-37: 1 59: 53/ 
/SCHI ZOSACCHARONYCES POMBE (FISSION YEAST) .//P 3 8 93 8 
F-NT2RP4002791//30S RIBOSONAL PROTEIN S20. //I .0:73: 26//HEL I COBACTE 
R PYLORI (CAMPYLOBACTER PfLORi) . //P56Q27 

F-NTZRP4002888//HYP0THET I CAL PROTEIN TP03S2. //0. 98 : 52 : 2S//TREP0NEM 
A PALLIDUM. //083371 

F-MT2RP4002905//G2/N1T0TI C-SPECIFIC CYCLIN SI3-7 (B-LIKE CYCLIN) 
(FRAGMENT) . //5. 9*-05: 138: 27//GLYCINE MAX (SOYBEAN) . //P2 SOI 2 
F-NT2RP50O3459//H0MEOBOX PROTEIN HOX- A3 (HOX-1.5) (ND-10).//0.027: 
40: 40//MUS NUSCULUS (MOUSE) . //P028 31 

F-NT2RP500346 1 //HYPOTHET I CAL PROTEIN C22F3. 1 4C IN CHROMOSOME I (FR 
AGMENT).//!. 1 •— 1 2 : 142: 35//SCH I ZOSACCHARONYCES POMBE (FISSION YEAS 
T).//Q0977* 

F-NT2RP5003477//VECETAT I BLE INCOMPATIBILITY PROTEIN HET-E-I . //5. 3 
e- 1 3 : 21 5: 28//POOOSPORA ANSER I NA. //Q00808 

F-NT2RPS003492//GLUCOAMYUSE S1/S2 PRECURSOR (EC 3.2. 1.3) (GLUCAN 
1 , 4-ALPHA- GLUCOS I DASE) (1 . 4-ALPHA-D-GLUCAN GLUCOHYDROLASE) . //O. 00 
S5: 144: 27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P08640 
F-NT2RPS0O35OO//PROLINE-RICH PROTEIN MP-2 PRECURSOR. //9. 0e-05: 103 : 
38//MUS MUSCULUS (MOUSE) . //PO 51 42 

F-NT2RPS003508//MALE SPECIFIC SPERM PROTEIN MST87F.//0. 53:21 :38//D 
ROSOPHILA MELANOGASTER (FRUIT FLY) . //P081 75 

F-NT2RP500351 2//HYP0THET I CAL PROTEIN IN CYCB 3' REGION PRECURSOR (0 
RF2) (FRAGMENT) . //O. 92 : 49; 32//PARAC0CCUS DENITRIFICANS.//P29969 
F-NT2RP5OO3522//NADPH-CYT0CHROME P450 REDUCTASE (EC 1.6. 2.4) (CPR 
) .//2. 7e-l8: 165: 39//PHASE0LUS AUREUS (MUNG BEAN) (VIGNA RAOIATA) ./ 
/P371I6 

F-NT2RP5003524//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//6. 0*-08: 12 
S:41//RATTUS NORYECICUS (RAT) . //P02454 

F-NT2RP5003534//ATP SYNTHASE. SUBUNIT F (EC 3. 6. 1. 34) .//O. 88:37:45 
//HALOBACTERIUM VOLCANII (HALOFERAX VOLCANI I) . //Q48331 
F-OVARCl 00000 I//GAR2 2 PROTEIN.//!. 9e-05: 41 :58//HOMO SAPIENS (HUMA 
N).//Q99SOI 

F-OVARC 1 000004//70 KO EXOCYST COMPLEX PROTE IN. //3. 7e-08: 186: 25//SA 
CCHAROMYCES CEREVISIAE (BAKER* S YEAST) . //PI 9658 
F-OVARC 1000006//H I STONE HZA. 1 .//4. 7#-55: 1 17 : 98//RATTUS NORVEGICUS 
(RAT) . //P02262 

F-0VARC1 00001 3//M0-REPEAT PROTEIN POP I.//0. 00022:1 26 :28//SCH I ZOSAC 
CHAROMYCES POMBE (FISSION YEAST) . //P87060 

F-0VARC1 00001 4//PR0C0LLAG6N ALPHA 1(1) CHAIN PRECURSOR. //2. 3 «-05: 2 
20 : 30//GALLUS CALLUS (CHICKEN) . //PO 2457 

F-OVARC 1 00001 7//CUTI CLE COLLAGEN OPY- 1 3. //2. 6e-05 : 97 : 30//CAENORHAB 

OITIS ELEGANS. //PI 7657 

F-OVARC100003S 

F-OVARC1000058//RAS-RELATED PROTEIN RABC. //O. 0001 5: 110: 24//DICTY0S 
TEL I UN 0 1 SCO I DEUN (SLIME NOLO) . //P 341 43 

F-OVARC 1 000060//EXT RACEL LULAR RIBONUCLEASE LE PRECURSOR (EC 3.1.2 
7.1) (RNASE LE).//6.8«-09:60:45//LYC0PERSIC0N ESCULENTUM (TOMATO). 
//P80022 

F-OVARC! OOOOS8//CYTOTOX IN 4 (CAROIOTOXIN V-l l-4).//1. 0:27:44//NAJA 
MOSSAMBICA (MOZAMBIQUE COBRA) . //PO 1452 

F-0VARC1 000071 //NUCLEAR TRANSPORT FACTOR 2 (NTF-2) (PLACENTAL PROT 
EIN 15) (PP15).//5. 2e-06: 1 15 : 29//HONO SAPIENS (HUMAN). AND RATTUS 
NORVEGICUS (RAT). //PI 3662 
F-OVARC 100008 5 

F-OVARC 1 00008 7//H I STONE MACR0-H2A. I . //1 . 2«- 13: 174: 26//RATTUS NORVE 
GICUS (RAT) . //Q02874 

F-CVARC1000091//OCTAPEPT I DE-REPEAT PROTEIN T2. //O. 001 3: 1 37: 32//MUS 
MUSCULUS (MOUSE) . //Q06666 

F-0VARC1 000092//M I TOCHONDR 1 AL RIBOSONAL PROTEIN ST. //O. 97:46: 39//A 
CANTHAMOEBA CASTELLAN I I (AMOEBA) . //P46756 

F-OVARCJ 0001 06//HYPOTHET I CAL 141. S KD PROTEIN IN YPT53-RH02 INTERG 
ENIC RECI0N.//0. 0012: 165: 29//SACCHAR0MYCES CEREVISIAE (BAKER'S YEA 
ST). //P53935 

F-OVARC10D0109//PROLINE RICH 33 KD EXTENSIN-REUTED PROTEIN PRECUR 
SOR (FRAGMENT) . //0. 18: 3S:34//OAUCUS CAROTA (CARROT) . //P06600 
F-OVARC 1 0001 13//HYP0THET I CAL PROTEIN Cl 8. //1. 0: 26: 2S//SMINEP0X VI R 
US (STRAIN KASZA) (SPV) . //P3221 7 

F-OVARC 1000 114//! !!! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//3. 6e-28 : 
57:63//HOMO SAPIENS (HUMAN) . //P391 94 
F-CVARC1 000133 

F-0VARC1 0001 39//UBIQUI TIN CARBOXYL-TERMINAL HYDROUSE 4 (EC 3.1.2. 
15) (U8IQUIT1N THIOLESTERASE 4) (UBIQUITIN-SPECIFIC PROCESSING PRO 
TEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN H 
OMOLOG) . //!. 9«-09: ZOO: 29/ /HOMO SAPIENS (HUMAN) .//Q1 3107 
F-0VARC1 000145//HOME080X PROTEIN DLX-3. //1 . 0: 65: 30//BRACHYDAN 10 RE 
RIO (ZEBRAFISH) (ZEBRA DAN 10) . //Q01702 

F-OVARC 10001 48/ /HY PHAL MALL PROTEIN 1 (CELL ELONGATION PROTEIN 2). 

//O. I2:I75:29//CANDIDA ALBICANS (YEAST) . //P46593 

F-OVARCl 000151//HYPOTHETICAL PROTEIN KIAA0I6I. //5. 6#-20: 197:30//H0 
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MO SAPIENS (HUMAN) . //PS0876 

F-OVARCl 0001 68//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! i !//0. 0030 : 7 
7 : 3 8 //HOMO SAPIENS (HLIIAN) . //P391 88 

F-OVARC 1000 1 91 //COLAN 1C ACID BIOSYNTHESIS PROTEIN VCAH. //O. 95 : 56 : 3 
S//ESCHERICHIA C0U.//P32056 , 

F-OVARC 1 000 198//H I STONE HI .C2.//0. 96: 7O:2S//TRYPANOS0MA CRUZI.//P4 
0268 

F-OVARCl 000Z09//HYPOTHET I CAL 20.9 KO PROTEIN IN PLBI-HXT2 INTERGEN 
1C REGION. //2.5«-33:1 78: 44//SACCHAR0NYCES CEREVISIAE (BAKER’S YEAS 
T).//Q03S77 

F-OVARCl 00021 2//PR0LINE-RIO1 PROTEIN MP-2 PRECURSOR.//!. 7e-0S: 66: 4 
6//MUS MUSCULUS (MOUSE) . //POS 142 

F-OVARC 1 000240// ! ! ! ! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//t . 8e- 10: 
41 :78//HQNO SAPIENS (HUMAN). //P391 93 

F-OVARCl 00024 I //ENDOTHELIAL PAS DOMAIN PROTEIN 1 (EPAS-I) (H IF- 1 A 
LPHA-UKE FACTOR) (MHLF) (H I F-REUTED FACTOR) (HRF).//7. 4e-S4:177: 
54//NUS MUSCULUS (MOUSE) . //P9748I 

F-OVARCl 000288//HYPOTHETICAL 54.2 KO PROTEIN IN ERP5-ORC6 INTERCEN 
1C REGION. //2. 9e-20; 1154S//SACCHAR0MYCES CEREVISIAE (BAKER' S TEAS 
T).//P38821 

F-OVARCl 000302//CORT I COSTERO I O-BIND INC GLOBULIN PRECURSOR (CBC) (T 
RANSCORTIN) .//I. 0: 79: 2S//MUS NUSCULUS (MOUSE) . //Q06 770 
F-OVARCl 000304//PROTE IN N0V-10.//1 . 6«-79: 181 : 83//MUS NUSCULUS (HOU 
SE). //P23249 

F-OVARCl 000 309//THRE0N IKE SYNTHASE (EC 4. 2. 99. 2). //6. 9e- 36: l 56:42/ 
/ASHBYA GOSSYPI I (EREMOTHEC I UN GOSSYPI D.//Q00063 
F-OVARC 1000 321 //HYPOTHET I CAL 28.1 KO PROTEIN C4F8.03 IN CHROMOSOME 
I.//5. 2e-4S: I59:S3//SCHIZ0SACCHAR0MYCE$ POMBE (FISSION YEAST). //O 
14179 

F-OVARCl 000326//BAS 1C PROLINE-RICH PEPTI06 IB-1. //O. 036: 67 3S//H0N 
0 SAPIENS (HUMAN) . //P0428 I 

F-OVARCl 000335//HYPOTHET I CAL 39.3 KO PROTEIN IN GCN4-VBP1 INTERGEN 
1C REGION. //I. 2e-16:200:27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //P40004 

F-OVARC 1000347/ /HYPOTHET I CAL 7.6 KO PROTEIN YCF33.//0.69:41 :43//CY 
ANOPHORA PARADOX A. //P48273 

F-OVARC! 000 384//ANT I FREEZE PEPTIOE 4 PRECURSOR. //O. 98:49: 34//PSEUO 
OPLEURONECTA AMERICANS (VINTER FL0UN0ER).//P02734 
F-OVARC 1 000408// INTEGUMENTARY NUC IN C. I (FIM-C. 1) (FRAGMENT) . //B. 1 
«-05 : 1 1 5 : 33//XENOPUS LAEVIS (AFRICAN CLAMED FROG) . //Q05049 
F-OVARC 100041 1 //DYNACT IN. 150 KD ISOFORN (150 KD DYNE IN- ASSOC I A TED 
POLYPEPTIOE) (OP- 150) (DAP- 1 50) (PI SO-GUJED). //0. 00076: 100: 29//RA 
TTUS NORVEGICUS (RAT). //P2 802 3 

F-OVARC 1 0004 1 4//HYP0THET I CAL 7.0 KD PROTEIN IN BLTR-SPOIIIC 1NTERC 
ENIC REGION. //I. 0:46:34//BACILLUS SUBTIL I S.//P54431 
F-OVARCl 000420//COLLAGEN ALPHA 2 (V I II) CHAIN (ENDOTHELIAL COLLAGE 
N) (FRAGMENT). //O. 002 8: 97 :37//HOMO SAPIENS (HUMAN) . //P25067 
F-OVARC 1000427//HYPOTHET I CAL 13.9 KD PROTEIN IN PRFA-SPOMR INTERG 
ENIC REGION. //O. 70:21 :47//BAClLLU$ SUBTILIS.//P391 50 
F-OVARCl 000431 

F-OVARCl 000437//TENS IN. //9. 2e-42: 1 95: 52//GALLUS CALLUS (CHICKEN)./ 
/Q04205 

F-OVARCl 000440//P INCH PROTEIN (PARTICULARY INTERESTING NEi CYS-HIS 
PROTEIN).//]. 4e-31 : 37: 97//H0M0 SAPIENS (HUMAN) . //P48059 
F-OVARCl 000442 

F-OVARC 1 000443//CUT I CLE COLUCEN 2C (FRAGMENT) . //O. 0056: 163: 34//HA 
EMONCHUS CONTORTUS. //PI 6252 

F-OVARCl 000461 //FI XU PROTE IN. //O. 36: 36:44//RHIZ08IUN LEGUM I NOSARUN 
(BIOVAR TR I FOL I O//P42710 

F-OVARCl 00046 5//PR0TE IN TRANSPORT PROTEIN SECT. //2. 4e-»4: 222 : 26//S 
ACCHAROMYCES CEREVISIAE (BAKER’S YEAST). //P 11 075 
F-OVARC 1000466//!!!! ALU SUBFAMILY SC VARNING ENTRY ! ! ! !//2. 3e-08: 
29: 93//HOMO SAPIENS (HUMAN) . //P391 92 

F-OVARCl 000473//DUAL SPECIFICITY PROTEIN PHOSPHATASE 7 (EC 3. 1.3.4 
8) (EC 3.1.3.16) (DUAL SPECIFICITY PROTEIN PHOSPHATASE MXP-X) (FRA 
GHENT) . //2. Be-06 : 96 : 36//RATTUS NORVEGICUS (RAT) . //Q63340 
F-OVARC 1OO0479//PHOTOSYSTEN I REACTION CENTRE SUBUNIT X (PSI-K).// 
0. 99:48: 37//CYANIDIUM CALDAR I UM (GALOIERIA SULPHURARI A) . //P31 567 
F-OVARC 1000486 

F-OVARC 1 0004 96//HYPOTHET I CAL PROTEIN NJ1213.//1.0:62:32//METHANOCO 
CCUS JANNASCHI I . //Q58610 

F-OVARCl 0O052O//NEROZO l TE SURFACE PROTEIN CMZ-8 (FRAGMENT) //O. 001 
1 :66:40//EIMERI A ACERVULINA. //P091 25 

F-OVARC I 000526//PROTE IN Q300. //I. Ze-05:51 :43//MUS MUSCULUS (BOUSE 
) .//Q02722 

F-OVARCl OOOS33//NEURONAL PROTEIN 3.1 (P311 PROTE IN). //O. 74:43:41// 
HOMO SAPIENS (HUMAN). //Ql 66 12 

F-OVARCl 000543//POLYPEPT IDE N-ACETYLGAUCTOSAM I NYLTRANSFERASE (EC 
2.4.1.41) (PROTEIN- UOP ACETYLGAUCTOSAM I NYLTRANSFERASE) (UOP-GALN 
AC: POLYPEPTIOE. N- ACETYLGALACTOSAN I NYLTRANSFERASE) (GALNAC-TI) - // 
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2. 3«-23 : 1 92 : 35//KOMO SAPIENS (HUMAN) . //Q10472 
F-OVARC 1000556 

F-OVARCl 000557//! ! ! ! ALU SUBFAMILY J IARNING ENTRY !!'!!//!. 6e-Q8:8 
0:47//H0MO SAPIENS (HUMAN). //P391 88 

F-OVARC 1000564/ API PROTEIN (I ORF PROTEIN) (VIRAL ACCESSORY PROTE 
IN) V/0. 45: 32: S0//HUNAN I MUNOOEF I C I ENCY VIRUS TYPE 2 (ISOLATE 019 
4) (HIV-2). //P17760 
F-OVARC 100057 3 

F-OVARCl OOOS76//BETA-OEFENS IN I (BNOB-I) . //0. 47: 29:41//B0S TAURUS 
(BOVINE) . //P46I59 

F-OVARC 1 00057 B//COLLACEN ALPHA 1(11) CHAIN (FRAGMENTS) . //O. 02 3 : 56 : 
36//BOS TAURUS (BOVINE) . //P024 59 

F-OVARC 1000588//N I TOCHOND RIAL 60S RIBOSOMAL PROTEIN L3.//0. 75:57:2 
9/ /HOMO SAPIENS (HUMAN) . //PO 9001 

F-OVARCl 000605// AUTOLYS I N PRECURSOR (EC 3.4.24.38) (GAMETE LYTIC E 
NZYNE) (GLE).//0. 91: 134:2 B//CHUMYDOMONAS REINHARDT! I.//P31I78 
F-OVARC 1000622//! ! ! ! ALU SUBFAMILY SB VANNING ENTRY ! ! ! !//2. 6e-36: 

1 00 : 80//HOMO SAPIENS (HUMAN). //P3 9 189 

F-OVARC 1000640//HYPOTHET I CAL 8.5 XD PROTEIN YCF40 (ORF73) . //0. 96: 3 
4: 38//OOONTELLA SINENSIS. //P49 535 

F-OVARCl 000649//AMTHER-SPEC I F I C PROTEIN SF18 PRECURSOR (FRAGMENT). 
//0. 0036 : 64 : 37/ACL I ANTHUS ANNUUS (COMMON SUNFLOVER) .//P22357 
F-OVARCl 000661 //COLLAGEN ALPHA 2(1) CHAIN (FRACMENTS) . //O. 21 : 53:47 
//RATTUS NORVEGICUS (RAT) . //PO 2466 

F-OVARCl 0006 78//BACTER IOC IN Ml CROC IN B17 PRECURSOR (MCB17).//1.0: 1 
7:S8//ESCHERICHIA COL I .//P05834 

F-OVARCl 0006 7 9//DNA-0 I RECTED RNA POLYMERASE OMEGA CHAIN (EC 2.7.7. 
6) (TRANSCR I PTASE OMEGA CHAIN) (RNA POL TIC RASE OMEGA SUBUN I T) . //O. 
096:67: 29//ESQCRICHIA C0LI.//PO8374 

F-OVARCl 000681 //PROTE IN Q300. //O. 72 : 16: 43//MUS MUSCULUS (MOUSE).// 
002722 

F-OVARCl 000682//PR0CESS1NG ALPHA- 1.2-MANNOS I OASE (EC 3.2.1.-) (ALP 
HA-1 , 2-VAKNOS IOASE IB) .//7. 6«-70: 102: 99//MUS MUSCULUS (MOUSE). //P3 

9098 

F-OVARCl 000689//CA0M I UM-METALLOTH I ONE I N (CD-NT) . //0. 032:30: 40/ACL 
II P0MAT1A (ROMAN SNAIL) (EDIBLE SNAIL) . //P331 87 
F-OVARC 1000700//BRA IN NEURON CYTOPLASMIC PROTEIN 2. //O. 17: 60: 40//R 
ATTUS NORVEGICUS (RAT) .//P02684 

F-OVARCl 000703//BAS 1C PROLINE-RICH PEPTIDE P-E ( IB-9). //O. 57:42:42 
//HOMO SAPIENS (HUIAN) . //P028 1 1 

F-OVARCl OOOT22//N-ACETYLLACTOSAN I NE SYNTHASE (EC 2.4.1.90) (M-ACET 
YLCLUCOSAM IKE (BETA 1->4) GALACTOSYLTRANSFERASE) (EC 2.4.1.38) (LAC 
TOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GALACTOSYLTRANSFERASE) (G 
T).//1. 1e-20:44:7D//BOS TAURUS (BOVINE) . //P0803 7 
F-OVARCl 0C0730//HVPOTHET I CAL 83.8 XD PROTEIN C27F2. 7 IN CHROMOSOME 
III. //5. 2®-2§ : 224: 36//CAENORHABO I T I S ELEGANS . //Q 1 6262 
F-OVARC 1 000746//MATERNAL EFFECT PROTEIN STAUFEN. //6. 2a-l 2:78 : 48//D 
ROSOPHILA NELANOGASTER (FRUIT FLY) . //P251 59 
F-OVARCl 000769 

F-OVARCl 00077 1//MS-RELATEO PROTEIN RAB-2. //I . l«-46 : 1 2 1 : 79//HOMO S 

APIENS (HUMAN), ANO CAN IS FAN I LIAR IS (DOG) . //P08886 

F-OVARCl 00078 I//HOMEOBOX PROTEIN G8X-2 (GASTRULATJON AND 8RAIN-SPE 

CIFIC HOME 0801 PROTEIN 2).//0. 81 :36:52//HOMO SAPIENS (HUMAN) . //PS 2 

951 

F-OVARCl 000787//40S RIBOSOMAL PROTEIN S14 (FRAGMENT) . //O. 96: 37: 48/ 
/SUS SCROFA (PIG) .//Q29303 

F-OVARC 1 000800//! ! ! ! ALU SUBFAMILY SB VARNINC ENTRY ! ! ! !//2. 5«-31 : 
47. 8 2 //HOMO SAPIENS (HUMAN) . //P3 9 189 

F-OVARCl 00080 2//HYP0THET I CAL 8.8 KD PROTEIN B0302. 2 IN CHROMOSOME 
X.//0. 16:55: 40//CAENORHABO I T I S ELEGANS. //Q1 0926 
F-OVARC 1 0008 34/ /5ER I NE/THREON I NE-PRGTE I N KINASE PAX-ALPHA (EC 2.7. 
!.-) (P68-PAK) (P21- ACTIVATED KINASE) (ALPHA-PAX) (PROTEIN KINASE 
NUX2).//0.87:140:3I//RATTUS NORVECICUS (RAT) . //P3546S 
F-OVARCl 00O846//NUCLEOL IN (PROTEIN C23) .//I. 0e-07: 109: 30//NESOCRIC 
ETUS AURATUS (GOLDEN HAMSTER) . //PQ81 99 

F-OVARCl 0QOB5O//HYPOTHET I CAL 56.2 KO PROTEIN IN ERG8-U8P8 INTERGEN 
1C REGION.//!. 9e-09: 180: 28//SACCHAROMYCES CEREVISIAE (BAKER'S TEAS 
T).//004991 

F-OVARCl 00086 2//UB I QUIT IN-CONJUGATING ENZYME E2-17.S KO (EC 6.3.2. 
19) (U8IQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) . //O. 00 
20: 74: 28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P52490 
F-OVARCl 000876//M081 PROTEIN (MPSI BINDER 1). //9. 8e-39: 154:5 S//SAC 
CHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P40464 
F-OVARC 1 000883/ /METALLOTH (ONE I N- 1 . //O. 87 : 38 : 36//CAND I DA CLABRATA 
(YEAST) (TORULOPSIS CLABRATA). //PI S1 13 

F-OVARCl 00088 5//0I I DOREOUCTASE UCPA (EC I. -.-. -) .//2. 8*-18: 1 70: 34/ 
/ESCHERICHIA COLI.//P37440 

F-OVARC 1000886//COLUGEN ALPHA 2(1) CHAIN (FRAGMENT). //O. 00033:60: 
4S//B0S TAURUS (BOVINE) . //P02465 

F-OVARCl 000890//PR06ABLE E5 PROTEIN. //O. 92:7: 71//HUMAN PAPILLOMAVI 
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RUS TYPE 70.//P50774 

F-OVARC 1 000891 //HYPOnCT I CAL 8.3 KD PROTEIN (ORFS) . //1 . 0: 36 : J6//PA 
R AMEC I UN TETRAURELI A. //PI 5606 

F-OVARCl 000897//HYPOTHET I CAL 6.1 KO PROTEIN PRECURSOR (0RFB7).//1. 
0: 34: 44//0RGYI A PSEUDOTSUGATA MULT I CAPS 10 POLYHEDROSIS VIRUS (OPMN 
PV) . //010337 

F-OVARCl 0009 1 2//PUTAT I VE CUTICLE COLLAGEN C09G5.4.//4. Oe-07:98:35/ 
/CAENORHABO I T I S ELEGANS. //Q094S5 

F-OVARCl 0009 1 5//HYP0THET1CAL PROTEIN K I AAO 288 (HA61 1 6) . //1 . 7e-47: 1 
15: 76//H0M0 SAPIENS (HUMAN) .//P565 24 

F-OVARCl OOQ924//CYTOCHROME 8 (EC 1.10.2.2) (FRAGMENT) . //O. 99:54: 24 
//BOA CONSTRICTOR (BOA) . //P92848 

F-OVARCl 0O0936//HYPOTHETICAL 7.5 KO PROTEIN IN INAA-GLPQ INTERGENI 
C REGION. //1. 0:48: 33//ESCHERICHIA COLI.//P4S505 
F-OVARCl 000937//PROC0LLAGEN ALPHA 1(1) CHAIN PRECURSOR. //1 . 0: 1 35: 3 
I //HOMO SAPIENS (HUMAN) . //P02452 

F-OVARCl 000945//EARLY E1A II KO PROTEIN. //O. 087:81 : 24//M0USE ADENO 
VIRUS TYPE 1 (NAV-1 ) . //PI 2533 
F-OVARCl 000948 

F-OVARCl 0009 S9//HYP0THET I CAL PROTEIN MJ0933. //0. 99:67 :28//METHAN0C 
OCCUS J ANNAS CHI I . //Q58343 

F-OVARCl 000960//! ! ! ! ALU SUBFAMILY SP IARNINC ENTRY M!!//1.8e-32: 
56:75//H0M0 SAPIENS (HUMAN). //P 39 193 

F-OVARCl 000964//MAMB IN (GLYCOPROTEIN II B-l IA ANTAGONIST) (PLATELET 
AGGREGAT I ON INHIBITOR) (DENDROASPIN).//!. 0: 30: 36//DEKDROASP I S JAN 
ESONI KAIMOSAE (EASTERN JAMESON'S MAMBA) .//P283 75 
F-OVARCl 000971 

F-OVARC 1000984//HYPOTHET I CAL 52.3 KD PROTEIN IN MRPL10-ERG24 INTER 
GENIC REGION PRECURSOR. //0. 093: 36 : 47//SACCHAR0MYCES CEREVISIAE (BA 
KER'S YEAST). //P53832 

F-OVARCl 000996//N025 PROTE IN. //I. 9«-39: 80: 9S//MUS MUSCULUS (MOUSE 
) . //Q06I38 

F-OVARC 1 000999/ /BRA I M-SPEC 1 F I C HOMEOBOI/POU DOMAIN PROTEIN 1 (BRN- 
1 PROTEIN).//0. 00020: 50: 40//H0MO SAPIENS (HUMAN) . //P20264 
F-OVARCl 001 000//! ! ! ! ALU SUBFAMILY SI IARNINC ENTRY ! ! ! »//1 .4e-l 6 
43: 9O//H0NO SAPIENS (HUNAN). //P391 95 

F-OVARCl 001 004//MALE SPECIFIC SPERM PROTEIN NST84DA. //O. 95: 33 : 42// 
DROSOPHILA MELANOCASTER (FRUIT FLY) . //Q01642 

F-OVARCIOO1OI0//HYPOTHETICAL PROTEIN MJ0926. //0. 50: 71 : 23//METHANOC 
OCCUS JANKASCHI I.//Q58336 

F-OYARCIOOIOI I//CORT I STATIN PRECURSOR. //O. 81 :4S:37//RATTUS NORVEGI 
CUS (RAT) . //Q62949 

F-OVARCl 0O1O32//FERREDOI IN LIKE PROTEIN.//I. 0: 26:46//RHIZ0BIUM LEG 
UM I NOS ARUM (BIOVAR PHASEOLI). //Q0S56I 

F-OYARC 1 001034/ /METALLOTH I ONE I N- 1 G (MT-1G) . //0. 14: 9: 77//H0M0 SAPlE 
NS (HUMAN). //PI 3540 

F-OVARCl 001 038//NUCL60L IN (PROTEIN C23) . //3. 2e-07: 36 :80//HOMO SAPI 
ENS (HUMAN). //PI 9338 

F-OVARC 1 001 040//! ! ! ! ALU SUBFAMILY SQ IARNINC ENTRY ! ! ! !//l. 5e-18 : 
45: 60//H0M0 SAPIENS (HUMAN). //P 39 1 94 

F-OVARCl 001 044//BIS (S' -NUCLEOSYL) -TETRAPHOSPHATASE (SYMMETRICAL) 
(EC 3.6.1.41) (DIADENOSINE TETRAPHOSPHATASE) .//O. 88:43 :39//ESCHER I 
CHIA COLI.//P05637 

F-OVARC 1 00 1051 //SERINE PROTEINASE STUBBLE (EC 3.4.21.-) (STUBS LE-S 
TUB8L0ID PROTEIN). //O. 34: 117: 25//DR0S0PHI LA NELANOGASTER (FRUIT FL 
Y) . //Q0531 9 

F-OVARC 1 001 055//PRE-B CELL ENHANCING FACTOR PRECURSOR. //1 . 6#-33 : 4 
3 : 97//H0M0 SAPIENS (HUMAN) . //P4 3490 
F-OVARCl 001 062 

F-OVARC 1001 06 5//NETH I ONYL-TRNA SYNTHETASE (EC 6.1.1.10) (METHIOMIN 
E--TRNA LIGASE) (NETRS) . //O. 79: 76: 39//BORRELIA BURGDORFERI (LV ME 0 
I SEASE SP I ROCHETE) . //Q4495 1 

F-OVARCl 00 1 068/ /GTP-B I NO I NG PROTEIN ERA HOMOLOG (FRAGMENT) . //5. 3e- 
I5:100:44//BRAOYRHIZOBIUM JAP0NICUM.//069I62 

F-OVARCl 001072//! ! ! ! ALU SUBFAMILY J IARNINC ENTRY ! ! ! !//0. 0076 :4 
1 : 56//H0M0 SAPIENS (HUMAN) . //P3 9 188 

F-OVARCl 001 074//60S RIBOSOMAL PROTEIN L38. //1 . 0 : 32 : 40//LYCOPERS I CO 
N ESCULENTUN (TOMATO) . //P46291 

F-OVARC 1001 08 5//HYP0THET I CAL 126.5 KO PROTEIN C13F4.06 IN CHROKOSO 
ME I.//0. 73:135:25//SCHIZOSACCHAROMYC£S POMBE (FISSION YEAST). //Q l 
0197 

F-OVARCl 00 1092//HYPOTHET I CAL 51.2 KD PROTEIN IN PET54-0IE2 INTERGE 
NIC REGION. //5. 6e-05: 30: 56//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T) . //P50079 

F-OVARC) 00 1I07//SHX I KINASE-BINDING PROTEIN l.//1.8e-08:52:5l//SCH 
IZOSACCHAROMYCES POMBE (FISSION YEAST). //P78963 
F-OVARC 1001 1 1 3//D I APHANOUS PROTE IN. //I. 9e-33: 218: 35//DR0S0PHI LA ME 
LANOGASTER (FRUIT FLY) .//P48 608 

F-OVARCl 001 1 17//GENE 7 PROTEIN. //O. 68 : 1 2: SO//SPIROPLASMA VIRUS 4 
(SPV4).//P11339 
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F-OVARCI 001118 

F—OVARC1 001 1 29//30S R I B0S0MAL PROTEIN SI7.//0. 1S:57:22//AQUIFEX AE 
0LICUS.//066439 

F-OVARCIOOI 154//GRANUL (NS PRECURSOR (ACROGRANIN) .//2. 3*-95:99:77// 
m « NUSCULUS (BOUSE). //P 28 7 98 

F-OVARCIOO1 1 SI //GUAM (RE NUCLEOTIOE-BINOINC PROTEIN BETA SUBUNIT.// 
0. 17:87 :34//ARAB1 DOPS IS THAU ANA (HOUSE-EAR CRESS). //P491 77 
F-OVARCIOOI 162 

F-OVARCIOOI I S7//TRB0 PR0TEIN.//0. 92: 24:4S//ESO€RICHIA COU.//P410 
70 

F-OVARCIOOI 1S9//FRUCTQSE-1 , S-BI SPHOSPHATASE (EC 3. 1. 3. II) (D-FRUCT 
OSE-I, S-BISPHOSPHATE 1 -PHOSPHOHYDROLASE) (FBPASE) (FRAGMENT) . //O. 8 
2: 35: 40//NUS NUSCULUS (MOUSE) . //P97323 

F-OVARCIOOI 170//PR0LINE-RICH PEPTIDE P-B.//0. I7:27:37//H0M0 SAPIEN 
S (HUMAN). //P02B14 

F-OVARCIOOI 171//!!!! ALU SUBFAMILY J IARNING ENTRY ! !H//0. 00023: 2 
8: 75//HOHO SAPIENS (HUNAN). //P391 88 
F-OVARC 1 001173 

F-OVARCIOOI 176//HYPOTHETICAL BHLF1 PR0TEIN.//2. 7e-0S: 158: 31//EPSTE 
IN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03181 
F-OVARCIOOI 180//UB I QUIT IN-LIKE PROTEIN DSK2.//1. 4*-12:208:2S//SACC 
HAROMYCES CEREVISIAE (BAKER* S YEAST). //P48S 10 

F-OVARCIOOI 188//HYPOTHET I CAL 27.8 KD PROTEIN IN VMA7-RPS25A INTERG 
ENIC REGION.//]. 3e— 31 : 129:S1//SACCHAR0NYCES CEREVISIAE (BAKER* S YE 
AST). //PS321 5 

F-OVARCIOOI 200//HYPOTHET I aL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGEN 
1C REGION.//0. 018: 148: 2S//SACCHAR0VYCES CEREVISIAE (BAKER* S YEAST 
).//P470S7 

F-OVARCIOOI 232//HVPOTHETICAL PROTEIN MJI236.//2. Se-27: 141 :39//METH 
AftOCOCCUS JANNASCHI I.//Q58633 
F-OVARCIOOI 240 
F-OVARCIOOI 243 

F-OVARC 1 00 1 244/ /R I NG3 PROTEIN (KIAA9001). //I. 7e-13: 37: 9I//HOKO SAP 
IENS (HUMAN). //P2S440 

F-0VARC1 001 2S1//0CTAPEPT IOE-REPEAT PROTEIN T2. //I: 3e-07: 109: 35//NU 
S NUSCULUS (MOUSE). //Q066S6 

F-OVARCIOOI 268//HYPOTHET ICAL S7.4 KO PROTEIN IN PILT REGION (0RF4 

) . //0. 7 1 : 43 : 41 //PSEUDOMONAS AERUG I NOSA. //P24S63 

F-OVARCIOOI 270//HYPOTHET ICAL 9.0 KD PROTEIN IN UVS1-UVSY INTERGENI 

C REG I ON. //1 . 0 : 44 : 29//BACTER I OPHAGE T4.//P32281 

F-OVARCIOOI 271//HYPOTHET ICAL 104.7 KD PROTEIN F23F12.8 IN CHROMOSO 

1C III PRECURSOR. //O. 0001S: 188: 23//CAENORHABOITIS ELEGAMS. //P46504 

F-OVARCIOOI 282 

F-OVARCIOOI 29S//1EB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31).// 
0.022: 101 :31//SACCHAR0NYCES CEREVISIAE (BAKER’S YEAST).//P38968 
F-OVARCIOOI 308//HYP0TICT ICAL S2. 9 KD SERINE-RICH PROTEIN C1IG7.0! 
IN CHROMOSOME I.//0.023: 134: 2S//SCHI20SACCHAR0MTCES POMBE (FISSION 
YEAST). //O 13895 

F-OVARCIOOI 3 29//CHL0R0PLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSO 
R (CTPT) .//I. 3e-14: 1SO:28//Z£A NAYS (MAIZE) . //P491 33 
F-OVARC 1 00 13 30 

F-OVARCIOOI 339//R IBONUCLEOPROTE I N RB970. //O. 0013:55: 38//DR0S0PHI LA 
MELANOGASTER (FRUIT FLY).//Q02926 

F-OVARCIOOI 34 I //HYPOTHET ICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGEN 
1C REGION. //4. 9*-17: 1 10: 43//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) .//P40032 
F-OVARCIOOI 342 

F-0VARC1 001 344//PRE PROTEIN TRANSLOCASE SECE SUBUNIT. //O. 99: 39: 23// 
STAPHYLOCOCCUS CARNOSUS. //P36253 

F-OVARC 1 001 3S7//METALL0TH (ONE IN. //O. 99: 28:42//XENOPUS LAEVIS (AFRI 
CAN CLABED FROG) . //Q05890 

F-OVARC 1 00 1350//LARGE PROLINE-RICH PROTEIN BAT 2 (HLA-B-ASSOCI ATED 
TRANSCRIPT 2).//0. 88: I0931//HOMO SAPIENS (HUNAN) . //P48S34 
F-0VARC1 001 369//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT) . //i. 7e-05 : 1 2 
4: 36//BOS TAURUS (BOV INE) . //P02465 

F-OVARCIOOI 372//HTP0THET I aL 34.5 KD PROTEIN IN CLCB-CLCD INTERGEN 
1C RECION PRECURSOR. //O. 75: 33 : 4 8// PSEUDOMONAS PUTIOA, AND PSEUOOMO 
NAS SP. (STRAIN B13). //Q47I00 

F-OVARCIOOI 376//! !!! ALU SUBFAMILY J ■ARMING ENTRY ! ! ! !//2. 8«-24: 9 
6:Sl//H0M0 SAPIENS (HUNAN) . //P3 9 188 

F-OVARCIOOI 381 //MEMBRANE-ASSOCIATED ATPASE EPSILON CHAIN (EC 3.6. 

1 . 34) (SUL-ATPASE EPS I LON) . //O. 96:46: 39//SULFOLOBUS ACI DOCALOAR I U 
S.//P23039 

F-OVARC 100 1391 //SAL I VARY PROLINE-RICH PROTEIN PO (ALULE K) [CONTA 
INS: PEPTIDE P-0) (FRAGMENT). //O. 00024: 1 89:2 9//HOMO SAPIENS (HUMA 
N). //PI 01 62 

F-OVARCIOOI 399//! ! !! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//0. 062: 1 
8: 77//H0M0 SAPIENS (HUMAN) . //P3 91 95 

F-OVARCIOOI 41 7//HYP0THETiaL 1S7. 0 KO PROTEIN C38C10. 5 IN CHROMOSO 
HE III. //O. 010: 1 85: 23//CAENORHA8DI TIS ELEGANS. //Q03570 



F-OVARCIOOI 41 9//A-TYPE INCLUSION PROTEIN (ATD.//0. 50: 135:28//CANE 
LPOX VIRUS (STRAIN CP-D.//Q05482 

F-OVARC 1 00 142 5//C0LLAGEN ALPHA 1 (X) CHAIN PRECURSOR. //O. 43:85:40// 
HOMO SAPIENS (HUMAN) . //Q03692 

F-OVARC 1 00 1436//HYPOTHET I CAL 11.4 KD PROTEIN (C4 PROTEIN). //O. 031 : 
100: 30//TOMATO YELL01 LEAF CURL VIRUS (STRAIN AUSTRALIA) (TYLCV) . / 
/P362B3 

F-0VARC1 00 1 442//H0ME0B0X PROTEIN HTR-A2 (FRAGMENT) . //1 . 0: 32: 34//HE 
L08DELLA TR I SERIAL IS (LEECH) . //? 171 38 

F-0VARC1 00 1 453//NETALL0TH I ONE I N- 1 1 1 (NT- III) (GROVTH INHIBITORY Fa 
CTOR) (G IF). //O. 74:1 9: 47//NUS NUSCULUS (MOUSE) . //P28I84 
F-OVARCIOOI 476//GTP-B I ND INC PROTEIN GTR2.//3. 0«-12: 1 1 4 : 34//SACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST) .//P53290 

F-OVARCIOOI 480//C0LLACEN ALPHA 2 (VI) CHAIN PRECURSOR. //O. 0001 9: 1 3 
4: 32//MUS NUSCULUS (MOUSE) . //QO 2 788 

F-0VARC1 001 489//HYP0THET I CAl PROTE I N H II 270. //O. 98:30: 43//HAEM0PH I 
LUS INFLUENZAE. //P44149 

F-OVARC 1 001 496//C-TERM INAL BINDING PROTEIN 2. //4. 0«-6S:1 32: 100//HO 
MO SAPIENS (HUMAN). //P56545 

F-OVARCIOOI 506//P0LYCYST IN PRECURSOR (AUTOSOMAL DOMINANT POLYCYSTI 
C KIDNEY DISEASE PROTEIN I). //3. 2«-70: 159: 94//HOMO SAPIENS (HUMAN 
).//P98161 

F-OVARC) 001 52 S//F I BR08LAST GROVTH FACTOR INDUCIBLE PROTEIN 14 (FIN 
14). //I. 0:36: 33//MUS NUSCULUS (MOUSE) . //Q61 077 
F-OVARCIOOI 542//SMALL PROLINE-RICH PROTEIN 28 (SPR-2B) . //O. 69: 57 : 3 
3//HGM0 SAPIENS (HUMAN) . //P3 53 25 
F-OVARC 1 00 1547 

F-OVARCIOOI 555//NCC1- INTERACTING FACTOR 3.//7.6&-16: 148: 34//SACCHA 
ROMYCES CEREVISIAE (BAKER* S YEAST) . //P53081 

F-OVARC 1 00 1577//SPUC INC FACTOR. ARGININE/SERINE- RICH 2 (SPLICING 
FACTOR SC35) (SC-35) (SPLICING COMPONENT. 35 KD) (PR264 PROTEIN)./ 
/8.8*-38:94:8l//GALLUS CALLUS (CHICKEN). //P303S 2 
F-OVARCI 00 1 600/ /GE& 7 PROTEIN.//0. 80: 38: 39//SP I ROPLASMA VIRUS SPV 
1-RSA2 B. //PI 5898 

F-OVARC100161 0//OIACYLGLYCEROL CHOLINE PHOSPHOTRANSFERASE (EC 2.7. 
8.2) (SN-1.2- DIACYLGLYCEROL CHOL I NE PHOSPHOTRANSFERASE) (CHOPT1. // 
1 • 6e-22 : 1 22 : 3 9/ /S ACCRA ROMYCES CEREVISIAE (BAKER* S YEAST) . //PI 7898 
F-OVARCIOOI 61 1 

F-OVARCI 001 61 5//HYPOTICTiaL 6.1 KD PROTEIN C03BI.I0 IN CHRONOSOME 
I. //O. 30 : 43 : 34//CAENORHABD I T I S ELEGANS. //Q1 1116 
F-OVARCI 001668//!!!! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//1. Oe-19: 
4S:82//H0M0 SAPIENS (HUMAN). //P391 92 

F-OVARC 10OI7O2//S0X-20 PROTEIN.//2.4e-28:71 :83//H0M0 SAPIENS (HUMA 
N).//060248 

F-OVARC 100 1703// INTERFERON- INDUCED GUANYUTE-BINDINC PROTEIN I (GU 
AN INE NUCLEOTIDE- BINDING PROTEIN 1) ( INTERFEROM-GAWA INDUCIBLE P 
ROTEIN NAG-1). //0. 00018:88: 36//MUS NUSCULUS (MOUSE). //OO 151 4 
F-OVARCIOOI 71 1//C0RNI FIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR18) 
(SPR1 B).//2. 7e-Q5:98: 32//MUS MUSCULUS (MOUSE). //Q6 2 26 7 
F-OVARC 100171 3//EMXIZEP I NE-RELATED PROTEIN PRECURSOR (MEMBRANE -ASS 
OC I ATED DIAZEPAM BIND INC INHIBITOR) (MA-OBI) . //4. 5e-20:45:67//80S 
TAURUS (BOV INE). //POT 106 

F-OVARCIOOI 726//ALPHA-ANY USE INHIBITOR PAIN I (PIG PANCREATIC ALP 
HA-AMYLASE INHIBITOR OF MICROBES D.//0. 59:23: 56//STREPT0NYCES OLI 
VACEOV I R 1 0 1 S (STREPTONYCES CORCHORUSI I ). //P09921 
F-OVARCIOOI 73 1 //TROPOMYOSIN ALPHA CHAIN, SKELETAL MUSCLE. //2. I «-7 
5 : 1 76 : 87//XEN0PUS LAEVIS (AFRICAN CUNED FROG) . //Q01 1 73 
F-OVARCIOOI 74 S//CENE 11 PR0TEIN.//O. 3! : 36 : 52//SP I ROPLASMA VIRUS SP 
V1-R8A2 B. //PI 5902 

F-OVARCIOOI 76 2//N-TERN I NAL ACETYLTRANSFERASE I (EC 2.3.1.88) (AMIN 
O-TERMINAL. ALPHA- AMINO, ACETYLTRANSFERASE I) . //2. 8e-23. 1 97: 35//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //PI 2945 
F-OVARCIOOI 766//FK506-8IN0INC NUCLEAR PROTEIN (PEPT IDYL- PROLYL Cl 
S-TRANS ISOMERASE) (PPIASE) (EC 5.2. 1.8) (PROLINE ROTAMASE) (NUCLE 
OUR PROL1NE ISOMERASE) (FKBP-70). //2. 26-06: 99.40//SACCHAR0MYCES. C 
EREVISIAE (BAKER* S YEAST) .//P389 11 

F-OVARCI 001 767Z/33. 2 KD PROTEIN IN OIND-RPH INTERCENIC REGION (ORF 
X) . //O. 99:113: 27//ESCHER t CHI A COL I . //P23839 
F-OVARCI 001 768 

F-OVARC100179I//HYPOTHETIUL 63.3 KD PROTEIN IN NPT5-SAE2 INTERCEN 
1C REG I ON. //O. 090:75 : 32//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 
//P46945 

F-OVARC l 001 79 S//HYPOTHET I CAL 7.5 KD PROTEIN IN RPBA-GP46 INTERGENI 
C REGION. //O. 81:21: 38//BACTER I OPHAGE T4.//P07878 
F-OVARCI 001 802//PLECTOX IN VIII (PLT-VIII) (PLTVI I D.//0. 41 : 19: 36// 
PLECTREURYS TRISTIS (SPIOER).//P36984 

F-OVARCt 001 805//60S RIBOSOMAL PROTEIN L40 (CEP52). //0. 67:24 :58//SA 
CCHAROMYCES CEREVISIAE (BAKER'S rEAST).//P14796 
F-OVARCI 001 80 9//C0LUGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//O. 23:111:3 
1//RATTUS NORVEGICUS (RAT).//P02454 
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F-OVARCIOOI 812//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) .//O. 99: 
28:42//HALICH0EIWS CRYPIIS (CRAY SEAL). //P38S92 
F-OVARCIOOI 81 3//HYP0THET1 CAL 9.9 KD PR0TEIN.//0. 41 : 3S:30//VACCINIA 
VIRUS (STRAIN COPENHAGEN) . //P20562 

F-0VARC1 001 820//HYP0THET I CAL PROTEIN ORF-1 137. //0. 80:58 :29//MUS NU 
SCULUS (HOUSE). //PI 1 260 
F-OVARCICOI 828 
F-0VARC1C0I846 

F-0VARC1 001861 //NETALLOTH I ONE I N (NT) . //0. 18:11: S4//PLEUR0NECTES PL 
ATESSA (PLAICE). //P072 16 
F-0VARC1 001873 

F-0VARC1 001879//HYPOTHET I CAL 55. 9 KD PROTEIN LEEDS. 6 IN CHRONOSONE 

I I. //2. 3e-QS: 73:31 //CAENORHABO ITI $ ELEGANS. //Q09296 

F-0VARC1 00 1 880//SAL I VARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP 
7) [CONTAINS: BASIC PEPTIDE P-F) (FRAGMENT) . //2. 4a- 11 :203: 32//HONO 
SAPIENS (HUNAN). //P028 12 

F-0VARC1001883//! ! ! ! ALU SUBFAMILY J NARKING ENTRY ! ! ! !//2. 3e-l6:8 
6 : 59//HOMO SAPIENS (HUNAN) . //P391 88 

F-OVARC 1 00 1 900//HYPOTHET I CAL 105.9 KO PROTEIN F22B7. 5 IN CHRONOSON 
E III. //O. OOS3:48:47//CAENORHABOITIS ELEGANS. //P34408 
F-OVARC 100 190 I 

F-0VARC100191 1//40S RIBOSONAL PROTEIN S28. //1 . 0 : 33 : 36// ARAB I OOPS I S 
THAI I ANA (NOUSE-EAR CRESS) . //P34789 
F-OVARC 1001 916//PUTAT I V£ RHO/RAC GUANINE NUCLEOTIOE EXCHANGE FACTO 
R (RHO/RAC GEF) (FAC I OGEN I TAL DYSPLASIA PROTEIN). //O. 00082: 1 14:27/ 
/HOMO SAPIENS (HUNAN). //P98 174 

F-OVARC 1 001 9 28//FERREDOX I B III (FOI I l).//t. 0:64:29//ANABAENA VARIA 
BILIS. //P46050 

F-0VARC1 00 1942//N- TERM INAL ACETYLTRANSFERASE 1 (EC 2.3.1.88) (AMIN 
O-TERMINAL. ALPHA- AMINO. ACETYLTRANSFERASE 1) . //3. 0#-07: 93 : 37//SA 
CCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//PI 2945 
F-OVARC 1001 943//HYP0THET 1 CAL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME 

I I I . //1 . 7e-23 : 147 : 43//CAENORHABO I T I S ELEGANS. //P346B4 

F-OVARC 1001 94 9//Z INC FINGER PROTEIN 177. //2. Oe-23: 56: 66//HOMO SAPI 
EMS (HUMAN). //Q1 3360 

F-OVARC 100 1950//! ! ! ! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//0. 011:57: 
47//HOMO SAPIENS (HUNAN) . //P391 88 

F-OVARC 1 00 1987//SPERM PROTAMINE PI (CYSTEINE -RICH PR0TAMINE).//0. 3 
9: I4:64//MUS MUSCULUS (MOUSE) .//P02319 

F-OVARC 100 1989//! ! ! ! ALU SUBFAMILY J IARNING ENTRY ! ! ! !//2. 4e-l3:S 
5: 72//HOMO SAPIENS (HUNAN). //P3 9 188 
F-0VARC1 002044 

F-0VARC1 002050//UTROPH I N (DYSTROPHIN-RELATED PROTEIN 1) (DRP1) (DR 
P).//3. 6«-12:221 :25//HOMO SAPIENS (HUNAN) . //P46 939 
F-0VARC1 002066 
F-0VARC1 002082 

F-OVARC 1 0021 07// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//0.9 
9:149: 24//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST) . //P2 5 3 86 
F-OVARC 10021 1 2//HI STONE MACR0-H2A. 1 . //2. 8#-64: 1 33: 98//RATTUS NORVE 
GICUS (RAT) . //Q02874 

F-OVARC 1 0021 27//60S RIBOSONAL PROTEIN L22. //O. 0023 : 95. 3S//DR0S0PHI 
LA MELANOGASTER (FRUIT FLY) .//P50887 

F-OVARC 1002 1 38//PROBABLE 26S PROTEASE SUBUNIT YTA6 (TAT-BINDING HO 
MOLOG 6) . //6. 4e-51 : 1 98 : 56//SACCHAROMYCES CEREVISIAE (BAKER’ S YEAS 
T) , //P40328 
F-OVARC10021 43 

F-0VARC1 002 1 56//HYP0THET I CAL 27. 7 KD PROTEIN IN CPTI-SPC98 INTERGE 
NIC REGI0N.//0. 00010:64: 34//SACCHARQMYCES CEREVISIAE (BAKER'S YEAS 
T).//P53915 

F-OVARC 1 0021 58//HYPOTHET I CAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENI 
C REGl0N.//8.2«-07:ll9:35//AUT0GRAPHA CALIFORNICA NUCLEAR POLYHEDR 
OSIS VIRUS (ACMNPV) . //P41 479 

F-OVARC 1 002 165//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B) . //O. 000 
23:90: 45//EPSTE IN-BARR VIRUS (STRAIN B95-8) (HUNAN HERPESVIRUS 4). 
//P03204 

F-OVARC 1 0021 82//HYPOTHET I CAL 46.2 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN D20I3.2 IN CHRQMOSOIIE I I . //1 . 3e-34: 165:3S//CAENORHABDIT IS EL 
EGANS. //Q1 8964 

F-PLACE1000004//HYPOTHET ICAl 180.2 KO PROTEIN C31A2.05C IN CHRONOS 
ONE I.//8. 8e-05: 148: 25//SCHIZOSACCHAROMYCES POME (FISSION YEAST). 
//Q097Z5 

F-PLACE 1 000005/ /PROTE I N Q300. //O. 30: 10: 1 00//NUS MUSCULUS (MOUSE)./ 
/Q02722 

F-PLACE1 000007//PROBABLE UBIQUITIN CARBOXYL- TERM INAL HYDROLASE RIO 
Ell. 3 (EC 3.1.2.1S) (UBIQUITIN THI OLE STE RASE) (UBI QUIT IN-SPEC IF 1C 
PROCESSING PROTEASE) (DEU8I QUIT I NAT INC ENZYME) .//2. 3«-39: 134: 62//C 
AENORHABD I T I S ELEGANS. //P 34547 

F-PLACE 1 0000 14//S2 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN 
(SS-A)) (RO (SS-A)).//0. 00036: 63 :39//HOMO SAPIENS (HUMAN) . //PI 9474 
F-PLACE 1000031 
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F-PLACE 1 000040// ! ! ! ! ALU SUBFAMILY SQ VANNING ENTRY !!!!//4.4e-t2: 
97: 41 //HOMO SAPIENS (HUMAN). //P39 194 

F-PLACE 1 000048// 50S RIBOSOMAL PROTEIN LI 5 (FRAGMENT). //O. 98:31 : 38/ 
/BACILLUS SP. (STRAIN C-12S).//P38373 

F-PLACE 10 00 050 //COLLAGEN ALPHA 1(111) CHAIN.//0. 00062: 190: 33//BOS 
TAURUS (BOVINE). //P042 58 

F-PLACE 1 00006 1//60S RIBOSOMAL PROTEIN L37A.//6.4t-l9:51:86//GALLUS 
CALLUS (CHICKEN) .//P3 2046 

F-PLACE 10000S6//SSU7 2 PROTEIN. //2. 3e-39: 165: 49//SACCHAR0MYCES CERE 
YISIAE (BAKER' S YEAST) . //P53S38 

F -PLACE 1 000078//BAD PROTEIN (BCL-2 BINDING COMPONENT 6).//1.7e-Q6 
21 : 95//HONO SAPIENS (HUNAN) . //092934 

F-PLACE1 000081 //HOMEOBOX PROTEIN H0X-A4 (HOI-1.4) (NH-3) . //O. 0053 
146.33//MUS MUSCULUS (MOUSE). //P06798 
F-PUCE 1 000094 

F-PLACE1 0001 33//TRANSCR I PT I ON FACTOR BTF3 (RNA POLYMERASE 8 TRANSC 
RIPTION FACTOR 3) . //1 . 8e-62 : 1 58 : 8 1 //HOMO SAPIENS (HUMAN) . //PZ 02 90 
F-PLACE 1 0001 42//ENOYL-COA HYDRATASE. MITOCHONDRIAL PRECURSOR (EC 
4.2.1.17) (SHORT CHAIN ENOYL-COA HYDRATASE) (SCEH) (ENOYL-COA HYDR 
ATASE 1 ) . //9. 8e- 12:104: 34//H0M0 SAPIENS (HUNAN) . //P30084 
F-PUCE 1 0001 84// AC PROTEIN. //O. 44: 31 :29//BACTERI0PHAGE T4.//P18924 
F-PLACE 1 0001 85//HYP0THET I CAL GLYCINE-RICH 49.6 KO PROTEIN CY130. 10 
C PRECURSOR. //0. 1 1 : 48: 33//MYCOBACTERIUN TUBERCULOSIS. //Q 10637 
F -PUCE 1 0002 13//GLUC0AMYUSE SI/S2 PRECURSOR (EC 3.2. 1.3) (CLUCAN 
1 . 4-ALPHA- GLUCOS I OASE) (1. 4-ALPHA-D-GLUCAN GLUCOHYDROUSE) . //3. 4 
e-05: 1 94 : 26//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P08 640 
F-PUCE1000214 

F-PUCE 1 0002 36//PR0C0LUGEN ALPHA 1(1) CHAIN PRECURSOR. //O. 027: 63 : 
34/ /CALLUS GALLUS (CHICKEN) . //P02457 

F-PUCE 1 000246//TEGUMENT PROTEIN (GENE II PROTE I N).//0. 78: 100:26// 
EQUINE HERPESVIRUS TYPE 4 (STRAIN 1942) (EHV-4) (EQUINE HERPESVIRU 
S TYPE 1 SUBTYPE 2).//Q00039 
F-PUCE 1000292 

F-PUCE 1 000308//EARLY NO0ULIN 75 (N-75) (NGM-75) (FRAGMENT) . //O. 04 
9:28:42//NEDICAG0 SATIVA (ALFALFA) . //P1 1 728 
F-PUCE 1000332 

F-PUCE 10O0347//HYPOTHET I CAL PROTEIN TP0420. //O. 1 5: 24: S4//TREP0NEM 
A PALL I OUN. / /08343 5 

F-PUCE 1000374//LYS02YME C (EC 3.2.1.17) (1. 4-BET A-N- ACE TYLMURAM 10 
ASE C) . // 1 . 0 : 63 : 2S/ /ORYCTOUGUS CUNICULUS (RABBI T) . //P16973 
F-PUCE 1 000380/ /MAT I NG PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN S 
MSI) (PROTEIN KINASE A INTERFERENCE PROTEIN) .//O. 01 8: 169: 28//SACCH 
AROMYCES CEREVISIAE (BAKER'S YEAST) . //P36027 

F-PUCE 1 000383//MYOTU8UUR IN. //1 . 2e-65: 2I5:57//HOMO SAPIENS (HUMA 
N) . //Ql 3496 

F-PUCE 1 000401 //EUST IN PRECURSOR (TROPOEUSTIN) .//O. 00023: 145: 30/ 
/MUS MUSCULUS (MOUSE) . //P54320 

F-PUCE 1000406//S4 KD NUCLEAR RNA-BINDINC PROTEIN (P54(NR8) ) . //3. 4 
e-27 : 90: 63//HONO SAPIENS (HUMAN) . //Q 1 52 33 

F-PUCE 1 000420//7, 8-DIHYDRO-8-OXOCUANINE TRIPHOSPHATASE (EC 3.1.6. 
-) (8-OXO-DGTPASE) . //4 7«-07: 134: 29//MU5 MUSCULUS (MOUSE) . //PS3368 
F-PUCE1 000421 //HYPOTHETICAL 8.8 KD PROTEIN C11D3.01C IN CHRONOSON 
E I . //O. 48:72: 27//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q 1 00 
80 

F-PUCE 1000424 
F-PUCE 1000435 

F-PUCE 1000444//!!!! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//2. Oe-31 : 
129: 63//HOMO SAPIENS (HUMAN). //P391 95 

F-PUCE 1 0004S3//PROTEIN Q300. //0. 01 3 : 1 6 : 68//WJS MUSCULUS (MOUSE) / 
/Q02722 

F-PUCE 1 00048 1//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //0. 14: 63 36/ 
/HOMO SAPIENS (HUMAN) . //P08 547 

F- PLACE 1000492//BAS PI PR0TEIN.//0. 17: 1 14: 28//HOMO SAPIENS (HUMAN). 

//P80723 

F-PUCE 1 000540 

F-PUCE 1000547//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 2. 7. 7. I 
3) (ATP-MANNOSE- 1 - PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYRO 
PHOSPHORYUSE) . //1 . 8e-2! : 87 : 56//SACCHAR0MYCES CEREVISIAE (BAKER S 
YEAST). //P4 1940 

F-PLACE 1 000562//HYP0THET I CAL PROTEIN MJ0562. //1 . 0: 3S: 34//HETHAN0C0 
CCUS JANNASCHI I.//Q57982 

F-PUCE 1000564//ADRENAL SPECIFIC 30 KD PROTEIN (CLONE PG2).//0. 13: 
66: 37//HOMO SAPIENS (HUMAN) .//PI 5803 

F-PUCE1 00058 3//Z INC FINGER PROTEIN 83 (ZINC FINCER PROTEIN HPF1). 
//7. Ob-45: 192:47//H0M0 SAPIENS (HUMAN) . //P51 522 
F-PUCE1 000588// INTERFERON- INDUCED GUANYUTE-BINDING PROTEIN 1 (GU 
AN1NE NUCLEOTIDE- BINDING PROTEIN 1).//5. 3a-63: 122: 8S//HOMO SAPIEN 
S (HUMAN). //P324SS 

F-PUCE 1 000596//R INC CANAL PROTEIN (KELCH PROTEIN). //2.6«-l2: 120 3 
8//DROSOPH I U MELANOGASTER (FRUIT FLY).//Q04652 



f 



9 4 6 



ffilEE# 2002-30 4 6778 




#2 0 0 0 — 1 1 8 7 7 6 



[^3 8 1 ] 



F-PUCE1000599//EARLY E38 12.7 KO PROTEIN PRECURSOR. //O. 83 : 53: 32// 
HUMAN ADENOVIRUS TYPE 12.//P36707 
F-PUCE 1 0006 10 

F-PUCE 10008 11 //HYPOTHETICAL 33.6 KD PROTEIN IN MCX1-RPS1 98 INTERC 
ENIC REGION. //9. 4«-07:64: 2B//SACCHAR0MYCES CEREVISIAE (BAKER' S YEA 
ST).//P485S8 

F-PLACE 1 000636//MALE STERILITY PROTEIN 2.//3. 79-09: 83 :43//ARABI00P 
SIS THAU ANA (NOUSE-EAR CRESS) . //Q08891 

F-PLACE 1000653//PUTAT I ¥E PHOSPHOACETYLGLUCOSAMINE MUTASE (EC 5.4. 
2.3) (ACETYLGLUCOSAM I ME PHOSPHOMUTASE) (N-ACETYLGLUCOSANINE-PHOSPH 
ATE MUTASE).//!. 99-30: 203 :41//SCHIZ0SACCHAR0MYCES POMBE (FISSION Y 
EAST) . //Q09687 

F-PLACE 1 0006 S6//EITENS IN PRECURSOR (CELL NALL HYDROXYPROL I NE-R I CH 
GLYCOPR0TEIN).//0. 0029: 75:33//NICOTI ANA TABACUN (COMMON TOBACCO)./ 
/PI 3983 

F- PLACE 1000706//TRANSCR I PTION INTERMEDIARY FACTOR 1-BETA (NUCLEAR 
COREPRESSOR KAP-1) (KRAB-ASSOC I ATED PROTEIN 1).//1. 19-38: 180:42//H 
ONO SAPIENS (HUMAN). //Q 13263 

F-PLACE 1 0007 12//VERY HYPOTHETICAL 8.9 KO PROTEIN CY441.05 PRECURSO 
R. //O. 93:49: 34//MYC0BACTER IUH TU8ERCUL0S I S. //P71 934 
F-PUCE 10007 16 

F-PUCEIQ00748//HYPOTHETICAL 10.4 KD PROTEIN IN SPAT 3' REGION (OR 
F- 1 1 ) . //O. 90:53: 37//SH I GELLA FLEXNERI . //P5S794 
F-PUCE1000749//HYPOTHETICAL PROTEIN MC148. //O. 0014: 1 42: 27//MYC0PL 
A SNA GEN I TAL IUH. //P47394 

F-PUCEI0007S5//HYPOTHETICAL HEUCASE KI2H4. 8 IN CHROMOSOME III.// 
1. l9-15:98:48//CAENORHABOITIS ELECANS. //P34S29 
F-PUCEl 000769//VIGILIN. //O. 51:60: 33//GALLUS CALLUS (CHICKEN) . //P8 
1021 

F-PUCEl 000785//PROBA8LE COLD SHOCK PROTEIN CYI5CI0. 04. //1 . 0: 22 :4S 
//MYCOBACTERIUM TUBERCULOSI S.//006360 

F-PUCEl 0007 86//HYP0THET I CAL 30.2 KD PROTEIN ZK632. 12 IN CHRONOSOM 
E 1 1 1.//2. 69-38: 1 59: SI//CAENORHABDITIS ELEGANS. //P346 57 
F-PUCE1000793//VASODI UTOR-ST IMUUTED PHOSPHOPROTEIN (VASP).//0.0 
097:1 28 :30//HCMO SAPIENS (HUMAN) . //P50SS2 

F-PLACEI 000798//! !!l ALU SUBFAMILY J 1ARNIKG ENTRY ! !!!//9. 49-07:4 
7 : 61//HOMO SAPIENS (HUMAN) . //P391 88 
F-PUCE 100084 1 

F-PUCE 1000849//EUV PROTE IN. //3. 59-05: 140: 3S//DROSOPHIU V1RILIS 
(FRUIT FLY). //P2 3241 

F-PUCEl 0008 56//HYPOTHET I CAL PROTEIN NJ0008. //O. 95: 100: 23//METHANO 
COCCUS JANNASCHI I.//Q60319 

F-PLACEI 000863//PUTAT I VE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN YHR14 
8». //2. 39-46 : 1 72 : S4//SACCHARQMYCES CEREVi S I AE (BAKER* S YEAST) . //P3 

2899 

F- PUCE 1 000 909/ /ANX YR I N R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE AMKY 
RIN).//0. 00022: 105: 35//HOMO SAPIENS (HUMAN). //PI 6 1 57 
F-PLACEI 000931 /A ILLER TOXIN HM-1 .//O. 95:24: 33//* ILL I OPS IS MRAKII 
(YEAST) (HANSENUU MRAK 111. //PI 04 1 0 

F-PUCE 1000948//SL CYTOKINE PRECURSOR (FLT3 L I CAND).//0. 97:52:40// 
HOMO SAPIENS (HUMAN) . //P49771 

F-PUCEl 0009 72//MY0S IN ID HEAVY CHAIN. //1 . 99-06: 79:43//DICTY0STELI 
UN D 1 SCO I DEUM (SLIME MOLD) . //P34109 

F-PUCE 1 0Q0977//WYPOTHET I CAL 94.2 KD PROTEIN C3804. 5 IN CHROMOSOME 
II I.//2. 59-2 3:105: 41 //CAENORHABO 1 TIS ELEGANS. //P4694 1 
F-PUCE 1000979//Z INC FINGER PROTEIN 7 (ZINC FINGER PROTEIN K0X4) 
(ZINC FINGER PROTEIN HF. 1 8) .//O. 91 : 83: 30//HOMO SAPIENS (HUMAN). //P 
17097 

F-PUCE 1000987//HYPOTHET I CAL III. 5 KO PROTEIN C22G7.02 IN CHROMOSO 
1C I.//0. 10:128:24//SCHIZaSACCHAR0MYCES POMBE (FISSION YEAST). //QO 
9796 

F-PUCE 1 00 1 000 

F-PUCE1001007//ZYXIN.//2. 29-05:1 35 : 30//GALLUS GALLUS (CHICKEN).// 

004584 

F-PUCE 1001 01 0//BETA-1 BUNGAROTOXIN B CHAIN. MAJOR COMPONENT PRECU 

RSOR (BUNGAROTOXIN. B1 CHAIN) .//1 . 0: 30:40//BUNGARUS MULTICINCTUS 

(MANY-BANDED KRAI T) . //P00987 

F-PLACEI 00101 5 

F-PUCE 1001 024 

F-PUCE 1001 036 

F-PUCEl 001 0S4//HOLOTRICIN 3 PRECURSOR. //O. 0044: 56 : 39//HOLOTR ICHIA 
DIOMPHALI A. //Q25055 

F-PUCEl 00 1062//SACCHAROP I NE DEHYDROGENASE [NADP+, l-CLUTAMATE FOR 
MING] (EC 1.5. 1. 10). //O. 0013: 38: 52//SACCHAR0MYCES CEREVISIAE (BAKE 
R'S YEAST). //P3 8 99 9 
F-PUCE 100 1076 

F-PUCEl 001 088//EARLT NODULIN 7S (N-75) (NGM-75) (FRAGMENT) .//O. 9 
5:32:SO//MEOICAGO SATIVA (ALFALFA) . //P 11 72 8 

F-PUCE 1 00 1 092//HYPOTHET I CAL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGEN 
1C REGION. //O. 0026: 81 : 35//SACCHAR0MYCES CEREVISIAE (BAKER' S TEAST 



) . //P47057 

F-PLACEIOOl 104//HYP0THET I CAL 131.5 KO PROTEIN C02F12.7 IN CHROMOSO 

ME X. //0. 00063 : 1 25: 32//CAENORHABOI Tl S ELEGANS. //Q 111 02 

F-PUCEl 00111 8//Z INC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46 

).//2. 69-77: 201 :63//MUS MUSCULUS (MOUSE). //QO 3 30 9 

F-PUCE 1001 1 36//ALPHA-N-ACETYLGAUCTOSAMINIOASE PRECURSOR (EC 3.2. 

1.49) (ALPHA- GAUCTOSIDASE B) . //0. 99: 107: 30//H0MO SAPIENS (HUMAN 

). //PI 7050 

F-PLACE 100! 1 68 

F-PLACE10011 71//RETR0V I RUS-REUTED POL POLYPROTEIN (FRACMENT) . //O. 
000 12:37: S9//HOMO SAPIENS (HUMAN) . //PI 2895 

F-PUCE1001185//HYPOTHETICAL 56.6 KO PROTEIN IN URE2-SSU72 INTERCE 
NIC RECI0N.//3. 69-12: 88: 36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
T) . //P53867 
F-PLACE 100 12 38 

F-PLACE 100 124 1 //NETALLOTH I ONE IN B (MTB) (FRAGMENT) . //O. 1 3 : 30: 53//C 

OLINUS VIRGIN I ANUS (B08NHITE QUAIL) (COMMON BOBVHITE) .//P27087 

F-PLACE 100 1 2 57//R INC CANAL PROTEIN (KELCH PROTEIN). //4. 1 e-24: 1 25 : 4 

6//DR0S0PHIU NELANOGASTER (FRUIT FLY) . //Q04652 

F-PLACE 1 00 1 2 72//HYP0THE T I CAL PROTEIN IN KSGA 3' REGION (ORF LS) (FR 

ACMENT) . // 1.0: 24 : 45//MYC0PLASMA CAPRICOLUM. //P43040 

F-PUCE 1001 2 79//CYTOTOX IN 3 (CYTOTOXIN V-l 1-3) . //O. 98 : 31 : 41//NAJA 

MOSSAMB I CA (MOZAMBIQUE COBRA). //P01 470 

F-PUCEl 00 1280//PROCOLLACEM ALPHA 1(11) CHAIN PRECURSOR (CONTAINS: 
CHONDROCALC IN]. //O. 0051:1 $6: 32//MUS MUSCULUS (MOUSE) . //P28481 
F-PLACE 1 00 1 294//CAMET0GENES I S EXPRESSED PROTEIN GEG-154.//3. 7e-56: 
109: 93//MUS MUSCULUS (HOUSE) . //P50636 

F-PLACEI 001 304//Z INC FINGER PROTEIN 35 (ZFP-35) . //3. 2c-30:75: S7//N 
US MUSCULUS (MOUSE). //PI 56 20 

F-PLACEIOOl 31 1//! ! ! ! ALU SUBFAMILY SB ff ARM INC ENTRY !!! !//2. 79-31 : 
66: 66//HOMO SAPIENS (HUMAN) . //P39189 
F-PLACEI 001 323 

F-PLACE 1001 35 I //REV PROTEIM (ANTI -REPRESSION TRANSACT) VA TOR PROTE I 
N) (ART/TRS) .//0. 1 1 :66:27//SIMIAN HMRJNOOEFICIENCY VIRUS (ACM155 I 
SOUTH) (S I V-AGM) . //P2797I 

F-PUCEl OO 1 366//SH0RT NEUROTOXIN 2 (TOXIN CM-14) (TOXIN V-N-12).// 
0.070: 18: 33//NAJA HA JE ANNUL (FERA (BANDED EGYPTIAN COBRA) . //P01422 
F-PUCEl 001 377//DISINTEGS IN TR I GRAN IN BETA (PUTELET AGGREGATION A 
CT I VAT I ON INHIBITOR). //4. 9e-06: 50:46//TRIMERESURUS CRAMINEUS ( IMOI 
AN GREEN TREE VIPER) (GREEN HABU SNAKE) . //PI 7495 
F-PUCEl 001 383//N PROTEIN. SEROTYPE 49 PRECURSOR. //O. 080: 1 36 : 24// S 
TREPTOCOCCUS PYOGENES. //PI 6947 
F-PUCE 1001 384 

F-PUCEl 001 387//EP I DERMAL GROMTH FACTOR RECEPTOR KINASE SU8STRATE 

EPS8. //1 . 99-22: 142: 39//HOMO SAPIENS (HUMAN). //Q 1 2 92 9 

F-PUCEl 001 395//HYP0THETICAL 8.5 KD PROTEIN IN ASIA-MOTA INTERCENI 

C REGION. //O. 98:67: 34//BACTER IOPHAGE T4.//P22917 

F-PUCE 100 13 99//! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY NH//3. la-32: 

47 : 74//HOMO SAPIENS (HUNAN) . //P3 91 94 

F-PUCE 100! 41 2//CLYC0PH0R IN C (PAS-2* ) (GLYCOPROTEIN BETA) (CLPC) 
(GLYCOCONNECTIN) (SI ALOCLYCOPROTE IN D) (CLYCOPHORIN D) (GPD).//0.0 
0021:1 25 :36//H0M0 SAPIENS (HUMAN) .//P04 921 

F-PLACE1001414//CHYMOTRYPS IN/EUSTASE ISOINHIBITORS 2 TO 5.//0. 99: 
37 : 3S//ASCARIS SUUH (PIG ROUNDWORM) (ASCARIS LUM8RIC0IDES) . //P078S 
2 

F-PUCE 1 00 1 440//PR0L I NE-R I CH PEPTIDE P-B. //O. 35: 1 6: 50//H0MO SAPIEN 
S (HUMAN) . //P028I4 

F-PUCE 1 00 1 456//RELAX I N. //0. 48:38: 36//BAUENOPTERA ACUTOROSTRATA 
(NINKE WHALE) (LESSER RORQUAL) . //P 11 1 84 

F-PUCE 1 00 1 468//WYP0TKET ICAL PROTEIN MJ0602. //D. 10: 86: 32//METHAN0C 
OCCUS JANNASCHI I.//Q5801 9 

F-PUCE10O1484//HYP0THETIUL 7. 5 KO PROTEIN IN DNAC-RPU INTERCENI 
C REGION. //I . 0:47 : 34//BACILLUS SU8TILIS.//P37480 
F- PUCE 1 00 1 502/ /COLUGEN 1 (X) CHAIN PRECURSOR. //O. 00029: 1 18 : 34//BO 
S TAURUS (BOVINE). //P2 3 206 

F-PLACEI 00 1 503//HYPOTHET I CAL 77.3 KD PROTEIN T05C5. 8 IN CHROMOSOME 
II I.//2. 2a-07: 1D7:30//CAEN0RHABDITIS ELEGANS. //P3456 1 
F-PLACE100I517//SMALL PROTEIN INHIBITOR OF INSECT ALPHA-ANYLASES 2 
(SI ALPHA-2). //O. 56:22 :45//S0RGHUM B I COLOR MILO (SORGHUM). //P2 1 92 
4 

F-PLACE100IS34//PUTATIVE GENE PROTEIN 54. //0. 43: 44: 40//BACTER IOPHA 
GE SP01.//048408 

F-PLACEI 001 545//HYP0THET ICAL 7.9 KD PROTEIN IN CELF-KATE INTERCENI 
C REGION. //O. 99: 70: 32//ESCHERICHIA COLI .//P37795 
F-PLACE 1001 55 1 //CHLOROPUST SOS RIBOSOMAL PROTEIN L32.//1 . 0 :66: 28/ 
/MARCHANTIA POLYNORPHA (LIVERWORT). //PI 21 96 

F-PUCEl 00 1570//SYNAPT0NEMAL COMPLEX PROTEIN I (SCP-I PROTEIN).// 
0.024:1 20 :27//HOMO SAPIENS (HUMAN). //Q 15431 

F-PLACE 1 00 1602//CCR4-ASSOC I ATEO FACTOR 1 (CAFl) . //1 . 1 9-30: 90: 78//M 
US MUSCULUS (MOUSE). //Q60809 
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F-PUCE1001603//ACI0IC PRQLINE-RICH PROTEIN PRECURSOR (CLONE PRP2 
5) (FRAGMENT) . //0. 054: 7/ : J3//RATTUS NORVEGICUS (RAT) . //P 1 0 1 64 
F-PUCE 1 00 1608 

F-PLACEt 00161 0//PR06ABLE E4 PROTEIN. //O. 90: 58: 29//HUMAN PAPILLOMAV 
IRUS TTPE 28. //PS 1896 

F-PUCEI00161 1//METALL0TH IONEIN- IG (MT-1G) .//O. 3S:30:40//H0M0 SAPI 
ENS (HUMAN). //PI 3 640 

F-PLACEl 001 632//Z INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2). 

//3. £#-28: 1 44 : 43//H0M0 SAPIENS (HUMAN) . //P51 523 

F-PLACEl 001 6 34//PHOTOSYSTEM It REACTION CENTRE N PROTEIN. //I. 0:36: 

41//CYANI0IUM CALOARIUM (GALOIERtA SULPHURAR I A) . //0 1 9926 

F-PLACEl 0Q1640//TAT PROTEIN (TRANSACT I VAT I NC REGULATORY PROTEIN)./ 

/0. 24: 47: 38//HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (NON ISOUTE) (HI 

V-D.//P18804 

F-PLACEl 001 672//! !! ! ALU SUBFAMILY J NARNING ENTRY M ! !//l. 0:27:66 
//HOIK) SAPIENS (HUMAN). //P391 88 

F-PLACEl 001 69I//HYPOTHET I CAL IS. 5 KO PROTEIN IN PINI-P0L2 INTERGEN 
1C REGION. //O. 40: 81 : 33//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST)./ 
/P53842 

F-PLACEl 001 692//S-ACYL FATTY ACID SYNTHASE THIOESTERASE. MEDIUM CH 
AIN (EC 3.1.2.14) (THIOESTERASE I D.//B. 3#-4l : 103: 55//RATTUS NORVE 
CICUS (RAO.//P08635 
F-PUCE 100 1 705 

F-PUCE10017I6//HYPOTHET ICAL 138.5 KD PROTEIN C17H9.01 IN CHROMOSO 
HE I.//6. Ie-O7:l57:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)./ 
/013798 
F-PUCE1001720 

F-PUCE1 001 729//PROL I NE-R ICH PROTEIN MP-3 (FRAGMENT) . //6. 5 e-05: 19 
6 : 32//MUS MUSCULUS (HOUSE) . //P05 1 43 

F-PUCE 1 00 1 739//NEUROF I LAMENT TRIPLET M PROTEIN (160 KD NEUROF I LAM 
ENT PROTEIN) (NF-M) . //O. 00050: 21 3: 23//RATTUS NORVEGICUS (RAT). //PI 
2839 

F-PUCE 100 1740//!!!! ALU SUBFAMILY J ■ARMING ENTRY ! ! ! !//2. 4e-l7: 9 
0: 56//H0M0 SAPIENS (HUMAN). //P39 188 

F-PUCE 1 00 174S//HYP0T1CT ICAL PROTEIN KIAA0125.//0. 96:38: 36//HOMO S 
API ENS (HUMAN). //Q1 41 38 

F-PUCE 1 00 1746//C0NGLUT IN DELTA-2 SMALL CHAIN.//0. 98:23:43//LUPINU 
S AN GUST I FOL I US (NARROV- LEAVED BLUE LUPINE) . //P09930 
F-PLACEl 001748//HYP0THET ICAL 99.0 KD PROTEIN SPBC119. 17. //2. 9#-28: 
167 : 38//5CHI ZOSACCHAROMYCES POMBE (FISSION YEAST) . //042908 
F-PUCE1001756//!!!! ALU SUBFAMILY SB HARMING ENTRY ! ! ! !//9. 2e-43: 
126: 77//H0M0 SAPIENS (HUMAN). //P39 189 

F-PUCE1 OOI761//50S RIBOSOMAL PROTEIN L35. //O. 26:42: 38//HELIC08ACT 
ER PYLORI (CAMPYLOBACTER PYLORI) .//P56057 

F-PUCE1 00 1 771//TRANS I ENT-RECEPTOR-POTENT I AL LIKE PR0TEIN.//4. 8#-3 

5:223:<0//DROSOPHIU MEUNOGASTER (FRUIT. FLY) . //P48994 

F-PLACEl 001 78I//HYP0TI«T ICAL 71.1 KO PROTEIN IN DSK2-CAT8 INTERGEN 

1C REGKM.//9. 5e-4l : 194 : 46//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAS 

T) .//Q03262 

F-PUCE1 001 799 

F-PLACEl 00 1810 

F-PUCEI00181 7//SUCCINYL-C0A LIGASE [GOP-FORMING], BETA-CHAIN PREC 
URSOR (EC 6. 2. 1.4) (SUCCINYL-COA SYNTHETASE. BETA CHAIN) (SCS-BET 
A) .//2. 8 ft- 40: 11 5: 61 //NEOCALL I MAST IX FRONTALIS (RUMEN FUNGUS) . //P53 
S87 

F-PUCE 1 00 1821 

F-PUCE 1 00 1844// 1 G KAPPA CHAIN V-l REGION (HAU) . //O. 59:89: 35//HOMO 
SAPIENS (HUMAN). //PO 1600 
F-PUCEI00184S 

F-PUCE 1 001 869//MPA43 PROTEIN. //3. Se-14: 1 53:33//SACCHAROMYCES CERE 
VISIAE (BAKERS YEAST). //P53583 

F-PUCE1001897//L IGATOXIN A. //I. 0:43 : 27//PHORADENDRON LIGA (ARGENT 
IKE N I STLETOE) . //PO 1 540 

F-PLACEl 001 912//LONC NEUROTOXIN 2 (TOXIN C) . //0 . 57:44: 4S//ASTR0T I A 
STOKES I (STOKES’S SEA SNAKE) (DISTEIRA STOKES I ) . //P01 381 
F-PLACEl 001 920//UTE GENES ACTIVATOR (EARLY PROTEIN GP4) (GPF) . // 
0. 89:75:29//BACTERI0PHACE NF.//P09877 
F-PUCE1001928 

F-PUCE1QQ1983//IMSED I ATE-EARLY PROTEIN I El 80. //O. 0049: 51 : 45//PSEU 
DO RABIES VIRUS (STRAIN KAPLAN) (PRV) . //P33479 

F-PUCE1 001 989//PUTAT I VE ANIDASE (EC 3. 5. 1 . 4) . //8. 9e-08 : 125: 36//N0 
RAXELU CATARRHAL I S.//Q4 9091 
F-PUCE 1002004 

F- PUCE 1 002046/ /L I GAT I N (FRAGNENT) .//I. 6e-B4: 191 :84//MUS MUSCULUS 
(MOUSE). //Q61 211 
F-PUCE 1002052 
F-PUCE 1002066 

F-PUCE1 002 07 2//ANTER- SPECIF 1C PROLINE-RICH PROTEIN A PC PRECURSOR. 
//O. I6:77:3I//ARABID0PSIS THALIANA (MOUSE-EAR CRESS) . //P40602 
F-PUCE1 OO 207 3//HYP0THET ICAL 118.2 KO PROTEIN F43C1.1 IN CHROMOSOM 
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E 1 1 1. //4. Oe-1 1 : 174: 28//CAENORHABDITIS ELEGANS. //Q09564 

F-PUCE 1002090//S I GNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) . 

//2. 8e-$7: II 2: 99//HOMO SAPIENS (HUMAN) . //076094 

F-PUCE 1 00211 5//P8 NTCP-I PROTEIN (NATURE T-CELL PROLIFE RAT I OM-1 1 

YPE A) (MTCP-1 TYPE A) (P8MTCP!).//1 . 0:49: 30//MUS MUSCULUS (MOUSE 

).//Q61908 

F-PUCE 1002 11 9//T-LYMPH0CYTE ACTIVATED PROTEIN (CYCLOHEX 1 Ml DE- 1 NOU 
CEO) (CHXI) (I MEDIATE EARLY RESPONSE 2 PROTEIN). //2. 7«-1! : 1 18:36/ 
/MUS MUSCULUS (MOUSE). //PI 7950 

F-PUCE 1 002 140//HYPOTHET I CAL 12.3 KD PROTEIN IN MOBL 3’ REGION (ORF 
4) . //0. 0086:39: 46//TH 1 08AC 1 LLUS FERROOX I DANS. //P20088 
F-PUCE 1002 ISO 

F-PUCE 1002 1 57//! ! ! ! ALU SUBFAMILY SB HARNING ENTRY 1 ! ! !//2. 4e-34: 
S6:82//HOMO SAPIENS (HUMAN) . //P39 189 

F-PLACEl 002 1 63//NEUROTOX IN 1 . //I . 0: 1 7 : 52//CENTRUR0 I DES SCULPTURATU 
S (BARK SCORPION) . //PQI492 
F-PUCE 1002 170 

F-PLACEl 002 171//TRANSCRIPT ION REGULATORY PROTEIN SHI 3 (SHI/SNF CON 
PLEX COMPONENT SHI 3) (TRANSCRIPTION FACTOR TYE2) .//O. 00023: 1 79: 23/ 
/SACCHAROMYCES CEREVISIAE (BAKER’S YEAST).//P3259I 
F-PLACEI002205//HYPOTHETICAL 13.5 KD PROTEIN IN M0B1-SGA1 INTERGEN 
1C REGION. //O. 77:21 : 47//SACCHAR0HYCES CEREVISIAE (BAKER’S YEAST)./ 
/P40490 

F-PLACE 1 0022 13//HI STONE H4 (FRAGNENT). //0. 62: 31 :32//BLEPHAR I SMA JA 
P0NICUM.//P80738 

F-PUCE1 002227/ /HYPOTHET I CAL 7.9 KD PROTEIN IN FIXH S’ REGION. //O. 4 
1:49: 36//RHI Z OB I UN LECUM I NOSARUM. //P 143 10 

F-PLACE I 0022S6//CYT0CHR0ME B (EC 1 . 10. 2. 2) . //O. 61 : 95 : 29//CAENORHA8 
OITIS ELEGANS. //P24890 

F-PLACE t0022S9//HVPOTH£T I CAL 9.2 KD PROTEIN IN SPS1-QCR7 INTERGENI 
C REGION. //O. 99:22:4S//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST).// 
P56S08 

F-PUCE 1 00231 9//HVP0THET1CAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGE 
NIC REGION. //O. 91:18 : 7 2// SACCHAROMYCES CEREVISIAE (BAKER' S YEAST). 
//PS3867 

F -PUCE 1 002 342//HYP0THET ICAL PROTEIN C16.//1.0:53:32//SHINEP0X VIR 
US (STRAIN KASZA) (SPV) . //P3221 9 

F-PUCE ! 002395/ /C I RCUMSPOROZO I TE PROTEIN PRECURSOR (CS). //6. 4e-05: 
127: 37//PLASMOOIUM VtVAX. //P08677 
F-PUCE 1002 399 

F-PUCE 1002433//DYNACT IN. ISO KD ISOFORM (ISO KD OYNEIN-ASSOCIATEO 
POLYPEPTIDE) (OP- 150) (DAP-150) (PI SO-GLUED) . //O. 00094: 182: 25//RA 
TTUS NORVEGICUS (RAT) .//P28023 

F-PUCE 1 002 437// ATP-B I ND I NG CASSETTE TRANSPORTER I. //4. Se-19: 62:77, 
//MUS MUSCULUS (MOUSE). //P41 233 

F-PLACEl 00243 8//HYP0THET I CAL 141.5 KD ZINC FINGER PROTEIN IN TUB1- 
CPR3 INTERGEN 1C REGION. //O. 014:63: 34//SACCHAR0MYCES CEREVISIAE (BA 
KERS YEAST). //Q04545 

F-PUCE! 0O245Q//OOCYTE ZINC FINGER PROTEIN XLC0F6 (FRAGMENT). //3. 9 
e-28: 1 59: 3B//XEM0PUS LAEVIS (AFRICAN CURED FROG) . //PI 8749 
F-PLACE 1 00246 5//UR I AT DEBRANCHING ENZYME (EC 3. 1. -).//0. 0014: 14 

8 :28//SCH I ZOSACCHAROMYCES POMBE (FISSIOM YEAST) . //01 3765 
F-PLACE1002474//F IBR I LL IN 2 PRECURSOR. //2. 1 #-24:203 : 3 3//MUS MUSCUL 
US (MOUSE). //Q6 1555 

F-PLACE1002477//! ! ! ! ALU SUBFAMILY SP HARNING ENTRY ! * ! !//0. 1 5 : 65 : 
41 //HOMO SAPIENS (HUMAN) . //P391 93 

F-PUCE 10QZ493//SEMEN0GEL IN II PRECURSOR (SCI I) . //1 . 0: 72: 31//MACAC 
A MUUTTA (RHESUS MACAQUE) . //Q9 5 196 

F-PUCE 1002499//HYP0THET I CAL 39.3 KD PROTEIM C02B8.6 IN CHROMOSOME 
X. //2. 9#-l 1 : 67: 3S//CAEN0RHABDITIS ELEGANS. //Q1 1096 
F-PUCE 1OO2SO0//COBALT-Z INC -CADMIUM RESISTANCE PROTEIN CZCD (CAT 10 
N EFFLUX SYSTEM PROTEIN CZCD). //B.4#-11 : 143: 32//ALCAL I GENES EUTROP 
HUS. //PI 351 2 

F-PLACEt 0025 14//HYP0THET I CAL 8.1 KD PROTEIN IN SPEA-METK INTERGENI 
C REGION (071), //1 . 0: 1 5: 60//ESCHERICH1A COLI . //P46878 
F-PLACE 1002 529 

F-PUCE 1 00253 2//HCHEO80X PROTEIN DLX-5. //1 . 1 #-76: 183 : 8I//MUS KUSCU 
LUS (HOUSE). //P70396 

F-PUCE100Z537//!!!! ALU SUBFAMILY SI HARNING ENTRY ! ! ! !//2. 6e-18: 
51 : B6//HONO SAPIENS (HUMAN) . //P 391 95 

F-PLACE 1002571 //ACT IN-LIKE PROTEIN 1 3E. //6. 0#-56: 140:47//DROSOPHI L 
A MELANOCASTER (FRUIT FLY) . //P45890 
F-PUCE 1 002578 
F-PUCE 1 002583 

F-PLACE 1 00259 1//CORON IN-LIKE PROTEIN P57.//5.5#-26:78:fi9//BOS TAUR 
US (BOV I ME). //Q92 176 
F-PUCE 1 002 598 
F-PUCE 1002604 

F-PUCE 1 0026 25//HYP0THET I CAL 180.2 KD PROTEIN IN FAA4-H0R7 INTERGE 
NIC REGION. //6. 4e-08: 193: 2 3 //SACCHAROMYCES CEREVISIAE (BAKER’S YEN 
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ST) . //Q04781 

F-PUCEI 002655//ADSEVER IN (GELSOL I N-L I KE PROTEIN). //7. 1e-IOO: 210: 8 
9//MUS MUSCULUS (HOUSE) . //Q6 06 04 

F-PUCEI 002665//M0BIL I ZAT ION PROTEIN HOBS. //O. 35:60: 30//TH I OBAC ILL 
US FERROOX IDANS. //P20086 

F-PUCEI 002685//ACT IN BINDING PROTEIN. //O. 052: 1 15: 29//SACCHAR0MYCE 
S EXIGUUS (YEAST) . //P38479 

F-PLACE 1 00271 4//C I S-GOLG I MATRIX PROTEIM GM1 30. //1 . 8»-Q6: 214: JO//R 
ATTUS NORVEGICUS (RAT) . //QS2839 

F-PLACE 1 0O2722//THR0MB I N RECEPTOR PRECURSOR. //2.0«-19:134:38//XENO 
PUS LAEVIS (AFRICAN CUBED FROG) . //P47749 

F-PLACE! 002 768//F0LL I CLE STIMULATING HORMONE RECEPTOR PRECURSOR (F 
SH-R) (FOLL I TROPIN RECEPTOR) (FRACMENT) . //O. 43 :40. 3S//MUS HUSCULUS 
(HOUSE). //P3 S3 78 
F-PLACE! 002 772 

F-PLACE 1 00 2 77 S//CENTROMERE/M I CROTUBULE BINDING PROTEIN C8FS (CENTR 
ONE RE-BIND INC FACTOR 5) (NUCLEOLAR PROTEIN CBF5) . //4. 8e-07: 96: 29// 
SCHI 20SACCHAR0NYCES P0M8E (FISSION YEAST). //O 14007 
F-PLACEIQ02782//COBALT-Z INC -CADMIUM RESISTANCE PROTEIN CZCD (CATIO 
N EFFLUX SYSTEM PROTEIN CZCD) .//I. le-07: 114: 3S//ALCALIGEMES EUTROP 
HUS. //PI 351 2 

F-PLACEIG02794//CUTICLE COLUGEN 12 PRECURSOR. //O. 0068: 98: 39//CAEN 
ORHABDIT IS ELEGANS. //P20630 

F-PUCEI00281I//CYCLIN-OEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CY 
CL IN-DEPENDENT KINASE 4 INHIBITOR C) (PI 8-INK4C) . //I. le-09: 137:34/ 
/HUS HUSCULUS (HOUSE) . //QSQ772 

F-PUCEI 0028 15//C-H0RDE IN (CLONE PC HOfil-3) (FRAGMENT) . //O. 46: 3S:4 
2//HOROEUM VULGARE (BARLEY) .//PI 7991 

F-PUCEI 0028 ^//HYPOTHETICAL PROTEIN KIAA0288 (HA61 16).//1. Oe-86:2 
01 : 74//HOMO SAPIENS (HUMAN) .//P56S24 

F-PLACE 1002834//Z INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1). 
//1.6e-30:54:96//HONO SAPIENS (HUMAN). //PS! S22 

F-PLACE 1 002839//METALL0TH I ONE I N- 1 (MT-I);//I.0:43:37//HUS HUSCULUS 
(HOUSE) . //P02802 

F-PLACE10O28S1//BOHHAN-BI RK TYPE PROTEINASE INHIBITOR (VAD.//0.7 
7 : 35: 37//VICIA AUGUST I FOLIA (COMMON VETCH) . //P01065 
F-PLACE! 0O2853//HYPOTHET I CAL 7.9 KD PROTEIN IN PE S' REGION (ORFI). 
//1 . 0: 18: 55//LYMANTRIA 01 SPAR MULTICAPSID NUCLEAR POLYHEDROSlS VIR 
US (LDMNPV) . //P36666 

F-PLACE! 002881//! ! ! ! ALU SUBFAMILY J HARMING ENTRY ! ! ! !//4. 1e-27:9 
1:70//H0HO SAPIENS (HUMAN). //P391 88 

F-PLACE1 002908//HYPOTHET I CAL 33.8 KD PROTEIN R10E11.4 IN CHROMOSOM 
E 1 1 1.//2. 0«-3! :14B:46//CAEN0RHABDITIS ELEGANS. //P34S48 
F-PLACE 1002941//!!!! ALU SUBFAMILY SX HARMING ENTRY ! ! ! !//2. 6e-l 1 : 
40:8$//H0MO SAPIENS (HUMAN) . //P391 95 

F-PLACE 1 002 962//END0THEUN-1 PRECURSOR (ET-1) (FRACMENT) . //O. 90 : 3 
8: 36//CANIS FAN I LIAR IS (DOG) . //PI 3206 

F-PLACE 1002968/ /TOI I N IV-5 PRECURSOR (T I TYUSTOXIN) (FRACMENT) . //O. 
97:26: 38//T I TYUS SERRULATUS (BRAZILIAN SCORPION) . //PO 1 496 
F-PUCE 1002 99 1 //PUTATIVE AMIOASE (EC 3. 5. 1 . 4) . //3- 3«— 20 : 1 20:4I//NE 
THANOCOCCUS JANNASCHI I . //Q58560 

F-PLACEI002993//HYP0THET ICAL 17.8 KD PROTEIN IN SMPA-SMPB INTERGEN 
1C REGION (F1S8).//0.00045:93:23//ESCHERICHIA COLI.//P52121 
F-PLACE 1 002 996//PUTAT I VE REGULATORY PROTEIN TSC-22 (TGFB STIMUUTE 
D CLONE 22 HOMOLOC). //O. 1 7: 91 : 29//GALLUS GALLUS (CHICKEN).//Q9I012 
F-PUCE 1 003025//SUPPRESS0R PROTEIN SRP40.//0. 0079: 214:24//SACCHAR0 
NYCES CEREVISIAE (BAKER’S YEAST) . //P32583 

F-PUCE 1003027//HYPOTHET ICAL 128.6 KD PROTEIN ZK1098. 10 IN CHROMOS 

ONE 1 1 1 .//1 . 3#-49: 167: 63//CAENORHABDI Tl S ELEGANS. //P3460 9 

F-PUCE 1003044//SPORE COAT PROTEIN 0.//0. 97:24:4S//BACILLUS SUBTIL 

IS.//P07791 

F-PUCE 1003045 

F-PUCE 1003092 

F-PUCE 10031 00//* P2 7 PROTEIN (PROTEIN 0) .//3. 9e-51 : 188: S7//H0M0 S 
APIENS (HUMAN). //Q 13 268 
F-PUCE 1003 108 
F-PUCE 1 003 136 

F-PUCE 1003 14S//BUTY ROPH IL IN PRECURSOR (BT). //O. 00024: 170: 24//BOS 
TAURUS (BO VINE). //PI 88 92 

F-PUCE 1003 1 53//HUNCHBACK PROTEIN (FRAGMENT) . //1 . 0: 32 : 37//L0CUSTA 
MIGRATOR I A (MIGRATORY LOCUST) . //QO 1 777 

F-PUCE1 003 1 74//UB I QUIT IN-CONJUGATING ENZYNE E2-18 KD (EC 6.3.2. 1 
9) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42). 
//6. 3e-05: 54: 38//ARABID0PS I S THALIANA (MOUSE-EAR CRESS). //P42743 
F-PUCE1003176//HYP0THETIUL 62.3 KD PROTEIN IN PCS60-AB01 JNTERGE 
NIC REGION. //O. 24: 74: 36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 
//P38319 

F-PUCE 1 003 190//SOF I PROTEIN. //I. 0«-S2: 158: 41 //SACCHAROMYCES CEREV 
ISIAE (BAKER’S YEAST) . //P 33 7 50 
F-PUCE! 003200 
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F-PUCE 1 003205//SPERM PROTAMINE PI.//0. 074: 20:4 5//CAEN0USTES FULI 
GIN0SUS.//P42131 

F-PUCE 1 0032 38//PR0BABLE G PROTE I N-COUPLEO RECEPTOR KIAAOOOI. //O. 0 
13: 2Q:5S//H0M0 SAPIENS (HUMAN). //Q 15391 

F-PUCE10O3249//HYPOTHETICAL PROTEIN KIAAOI25.//0. 98:48:37//HOMO S 
'APIENS (HUMAN). //Ql 4 138 

F-PUCE 1 00 32 S6//OMEGA-CONOTOX INS CVIA. GVIB AND CVIC PRECURSOR (SH 
AKER PEPT 1 06) . //O. 84:53: 30//CONUS GEOCRAPHUS (GEOGRAPHY CONE) . //PO 
1522 

F-PUCE1 0032S8//EARLY EMBRYOGENESIS ZYG-11 PR0TEIN.//4. Ie-I8:70:47 
/ /CAENORHABO I T I S ELEGANS. //P2 1541 

F-PUCE1 003296//SPECTR I N BETA CHAIN, ERYTHROCYTE. //0. 063 : 160 : 24//H 
OMO SAPIENS (HUMAN). //P1 1277 

F-PLACE 1 00 3 302//Z INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl). 
//9. 4e-69: 84: 94//H0M0 SAPIENS (HUMAN). //PS 1 522 
F-PUCE1 003334//NUCLE08INOIN PRECURSOR (NUCB1) (BONE 63 KO CALC I U 
H-BINDING PROTEIN). //0. 029: 125:24//RATTUS NORVEGICUS (RAT) . //Q6308 
3 

F-PUCE1003342//MALE SPECIFIC SPERM PROTEIN MST84D8.//0. 97:44: *0// 
DROSOPHIU ME LAN OCAS TER (FRUIT FLY) . //Q01643 

F-PUCE 1 003343//CENE V- PROTEIN. //1 . 0: 37 : 37//SPI ROPUSNA VIRUS SPV 
1-R8A2 B. //PI 5902 

F-PLACE 1 0O3353//SH2/SH3 ADAPTOR CRK (ADAPTER MOLECULE CRK) (CRK2) . 
//6. 4e-05 : 69 : 40//XENOPUS LAEVIS (AFRICAN CUBED FROC) . //P87378 
F-PUCEI 003361//!! !! ALU SUBFAMILY SC HARMING ENTRY • ! ! !//1 . 6«-23: 
66: 75//HOMO SAPIENS (HUMAN) . //P391 92 

F-PUCEI 003 36 6//SMALL PROLINE-RICH PROTEIN 2-1. //O. 62: 19: 57//H0M0 
SAPIENS (HUMAN). //P3 5326 

F -PLACE 1 003 36 9//A-AGGLUT ININ ATTACHMENT SUBUNIT PRECURSOR. //4. 3e 0 
6: 102 : 42//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P 32323 
F-PUCEI 0O3373//PROTE IN Q300. //O. 042: 29: 37//1MJS MUSCULUS (MOUSE)./ 
/Q02722 

F-PUCEI 003375//OLFACTORY RECEPTOR II QMS) (FRAGMENT) .//O. 99: *6 3 

4//MUS MUSCULUS (MOUSE) . //Q60890 

F-PUCEI003383 

F-PUCE 1 003394/ /RAS-lff UTEO PROTEIN RAB-14.//2. 8»-80: 166:89//RATTU 

5 NORVEGICUS (RAT) . //P 35 287 
F-PUCEI 003401 

F-PUCEI 00 342 0//PUTAT I VE MITOCHONDRIAL CARRIER YIL006H.//8. le-1 7 : 
38: 37//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST) .//P405 56 
F-PUCEI 003454 
F-PUCEI 003478 

F-PUCEI 0O3493//ENDOTHELIAL CELL MULTINERIN PRECURSOR. //3. 4e-M ; I 2 
3: 32//HOMO SAPIENS (HUMAN) . //Ql 3201 

F-PUCEI 00351 6//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I . Oe-32 : 68 
76//HOMO SAPIENS (HUMAN) . //P08 547 

F-PLACE 100 35 19//! ! ! 1 ALU SUBFAMILY J HARMING ENTRY ! ! ! 1//9. 2e- 1 7 : 7 
7 : 50//HOMO SAPIENS (HUNAN) . //P391 88 

F-PUCEI 00352 1 //HYPOTHET I CAL BAMHI-0RF9 PR0TEIN.//1. 0: 38:42//F0»LP 
OX VIRUS (ISOLATE HP-438 [MUNICH]) .//PI 4356 

F-PUCEI 003 52 8//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 96 : 

32 : 40//XEN0PUS LAEVIS (AFRICAN CUBED FROG) .//P0393I 

F-PLACE 100 3 S3 7//CEF PROTE IN. //O. 92: 47 : 29//BACTERI0PHACE T4.//Q0W3 

6 

F-PLACE 1 003553 

F-PUCE 1003566//HYPOTHET I UL BAMHI-0RF9 PROTEIN. //I. 0: 32: 34//F0HLP 
OX VIRUS (ISOUTE HP-438 [MUNICH]) .//PI 4366 
F-PUCEI 003575 

F-PUCEI 003 583//PR0BABLE E5 PROTEIN. //O. 16: 64:3 1//HUMAN PAPILLOMAV 
IRUS TYPE 35.//P27226 
F-PUCEI 003584 

F-PUCEI 00359 2//EXC I S I ONASE. //O. 26 : 19: 52//BACTERI0PHACE PH I -80. //P 
05998 

F-PUCE 100 359 3//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1.0 4 
2: 30//OVI S ARIES (SHEEP). //07875I 

F-PLACE1 003596//OL I GOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOC.// 
6. 3e-87 : 238 : 67// CAENORHABO IT I S ELEGANS. //P4697S 
F-PLACE1003602//HYPOTHETICAL II.OKD PROTEIN IN FAA3-MAS3 INTERGEN 
1C REG ION. //8. 4e- 17:98: 42// SACCHAROMYCES CEREVISIAE (BAKER $ YEAS 
T) . //P40554 

F-PUCE 1 003605//HAP5 TRANSCRIPTIONAL ACTIVATOR. //2. Qe-09: 82: 35//SA 
CCHAROMYCES CEREVISIAE (BAKER’S YEAST) .//Q025I6 
F-PLACE! 003611 //PANCREATIC SECRETORY TRYPSIN INHIBITOR. //O. 99: 32 4 
3//CANIS FANIL IARIS (DOG) . //P04S42 

F-PLACE100361 8//LINE-I REVERSE TRANSCRIPTASE HOMOLOC. //4. 7e-6S: 2? 
9: 58//H0M0 SAPIENS (HUMAN) . //P08S47 

F-PLACE 1 003625//30S RIBOSOMAL PROTEIN S20 (FRAGMENT) . //1 . 0: 56: 26// 
PROTEUS Ml RABI L IS. //P42275 

F-PLACE1 003638//PR0TE I N Q300. //O. 079:41 : 39//MUS MUSCULUS (MOUSE)./ 
/Q02722 
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F-PUCE1003669//TRICH0HYALIN. //2. 9e-07: 180: 30//OVIS ARIES (SHEEP). 
//P22793 

F-PUCE100J704//SPL ICING FACTOR. ARGININE/SERINE-RICH 4 (PRE-NRNA 
SPLICING FACTOR SRP75) .//3. 3a-16:98: 40//HCM0 SAPIENS (HUMAN) . //Q08 
170 

F-PUCE1003709//HYPOTHETICAL 59.5 KD PROTEIN IN CCT3-CCT8 INTERGEN 
1C REGION.//?. Ba-07: 128: 27//SACCHARQNYCES CEREVISIAE (BAKER* S TEAS 
T) . //P47074 

F- PLACE 1 003 7 1! //ALPHA/BET A-CL I AD IN PRECURSOR (PROUN IN) (CUSS A- 1 
V) . //5. 0e-05; 88 : 30//TR I T I CUN AESTIVUI (WHEAT) . //P04724 
F-PUCE1003723//TYR0SINE-PR0TE IN KINASE SRN (EC 2.7.1.112) (PTK70 
).//6. 0*-06 : 98: 36//MUS MUSCULUS (MOUSE) . //Q6 2 2 70 
F-PUCE1003738//OOCYTE 2 1 MC FINGER PROTEIN ILC0F6 (FRAGMENT) . //2. S 
e-45 : 1 47 : 4S//XEN0PUS LAEVIS (AFRICAN CUIED FROG) . //PI 8749 
F-PUCEI003760//CYTOCHRONE B (EC 1 . 10. 2. 2) . //0. 91 : 49: 34//TRYPAN0S0 
MA BRUCE I BRUCE I.//POOI 64 

F- PUCE 1 003 762//NETALL0TH I ONE IN-LIKE PROTEIN TYPE 2. //O. 98:28: 32// 
NALUS OOMESTICA (APPLE) (NALUS SYLVESTR IS) . //024058 
F-PLACE1003768//L INE-1 REVERSE TRANSCR I PTASE HCMOLOC.//8. S«-I9: 12 
3: 3 7 //HOMO SAPIENS (HUMAN) . //PO 8 54 7 
F-PLACE 1003771 

F-PUCEIO03783//SRY-REUTE0 PROTEIN AD12 (FRACMENT) . //1. 0: 29: 37//A 
LL I GATOR MISSISSI PPIENSI S (AMERICAN ALLIGATOR) . //P406 34 
F-PUCEI 0037 84//HYP0THET I CAL 98.1 KD PROTEIN IN SPII9-CCR2 INTERGE 
NIC REGION. //I. 2®-l3: 1 99 : 28//SACCHAR0MYCES CEREVISIAE (BAKER’S YEA 
ST) . //P40164 

F-PUCE1003795//EC PROTEIN I/ll (Z I NC -METAL LOTH I ONE I N CUSS II).// 
0. 67:53:30//TRITICUN AESTIVUM (WHEAT) .//P 3056 9 
F-PUCE1Q03833//METHIONYL-TRNA FORMYL TRANSFERASE (EC 2. 1 . 2. 9) . //O. 
99:158: 28//THERMUS AQUATICUS (SUBSP. THERMOPHI LUS) .//P43S23 
F-PUCE 1 003850 

F-PUCEI003858//HUNCHBACK PROTEIN (FRAGMENT) . //O. 37 : 28.42//LI THOBI 
US FORFICATUS.//Q02030 

F-PUCE 1 003 864//0UTER ICN8RANE LIPOPROTEIN LOLB PRECURSOR. //O. 004 
5:1 16: 31 //ACT I NOBACILLUS ACT I NQHYCETEMCOM I TANS (HAEMOPHILUS ACT I NO 
MYCETEMCOM I TANS) . //0S2727 
F-PUCE 1003870 

F-PUCEI Q03885//POLY (A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEO 
TIDE ADENYLYL TRANSFERASE) (FRAGMENT) . //1 . 6e-92: 1 56: 75//HOMO SAPIEN 
S (HUMAN). //P5 1 003 

F-PUCE 1 003886// IMMEDIATE -EARLY PROTEIN IE1 80. //O. 54:96: 34//PSEUD0 
RABIES VIRUS (STRAIN I NO I ANA-FUKKHAUSER / BECKER) (PRV) . //P1 1 675 
F-PUCE 1 003888//1 -PHOSPHAT I DYL I NOS I TOL-4, 5-B I S PHOSPHATE PHOSPHOO I E 
STERASE DELTA 1 (EC 3.1.4.11) (PLC-OELTA-I) (PHOSPHOLIPASE C-OELT 
A-1) (PLC-III) (FRAGMENT). //8.8«-54: 260 :46//B0S TAURUS (BOVINE).// 
PI 0895 

F-PUCE 1003B92//PR08ABLE E5 PROTEIN. //1 . 0: 1 3:61//HUMAN PAPILLOMAVI 
RUS TYPE I8.//P06792 

F-PUCE I OO 3 900//BETA-FRUCT0FUR AMOS I DASE. SOLUBLE ISOENZYME I (EC 
3.2.1.26) (SUCROSE-6- PHOSPHATE HYDROUSE) (INVERTASE) (FRAGMENTS 
).//0. 58:49: 36//DAUCUS CAROTA (CARROT) . //P8006 5 
F-PUCE! O039Q3//CTP SYNTHASE (EC 6.3.4. 2) (UTP— AMMONIA LIGASE) (C 
TP SYNTHETASE). //3.8e-S2: 92 :85//HOMO SAPIENS (HUMAN). //PI 781 2 
F-PUCE1O039I5//PROBABLE ARCINYL-TRNA SYNTHETASE. CYTOPUSMIC (EC 
6.1.1.19) (ARGININE- -TRNA LIGASE) (ARGRS) . //2. 6e-26 : 202 : 36//SACCH 
AROMYCES CEREVISIAE (BAKER’S YEAST) . //QOS 506 

F-PUCEI003923//HISTI DYL- TRNA SYNTHETASE (EC 6.1.1.21) (HISTIDINE 
—TRNA LIGASE) (HISR$).//0. 94:6S:29//$TREPT0C0CCUS EQUISIMILIS.//P 
30053 

F-PUCE1 O03932//HYPOTHET ICAL 17.3 KD PROTEIN IN SEC15-SAP4 INTERCE 
NIC REG I ON. //0. 098 : 79 : 3 1 //SACCHARQM YCES CEREVISIAE (BAKER’ S YEAST 
) . //P53074 
F-PUCE1 003936 

F-PUCE! 003968//S' -AMP-ACTIVATED PROTEIN KINASE. GAMMA- 1 SUBUNIT 
(AMPK GAIHA-1 CHAIN). //4.7e-68:l 64: 78//RATTUS NORVEGICUS (RAT).//P 
80385 

F-PUCEI 004! 03//! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1. 9e-14: 
60: 73//HOMO SAPIENS (HUMAN) . //P391 92 

F-PUCE 1 0041 04//EXOCYST COMPLEX COMPONENT SEC5.//0.020:202:20//SAC 
CHAROMYCES CEREVISIAE (BAKER* S YEAST).//P89I02 
F-PLACE 10041 14//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2. 1 e-1 5:6 
9 : 60//HOMO SAPIENS (HUMAN). //P391 88 

F-PLACE10041 18//REGUUT0RY PROTEIN E2.//0.73:58:36//CANINE ORAL PA 
PILLOMAVIRUS (COPY) . //Q89420 

F-PLACE1004I28//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 4 
(TRANSDUCIN BETA CHAIN 4).//7. 7*-62: 108: 100//MUS NUSCULUS (MOUSE). 
//P29387 

F-PUCE 1 004 149//PR0BABLE NUCLEAR ANTIGEN. //0. 001 1 : 73: 42//PSEUD0RAB 
IES VIRUS (STRAIN KAPLAN) (PRV) . //P3 3485 

F-PUCE 1 004 156//HYP0THET I CAL PRGLINE-RICH PROTEIN (FRAGMENT) . //O. 0 



0061:39: 48//01EN I A FUS I FORM I S. //P2 1 260 

F-PUCE1 0041 61 //PUSH! NOGEN-BIKD INC PROTEIN PAM PRECURSOR (FRACMEN 
T).//0. 033:1 08: 27//STREPTOCOCCUS PYOGENES. //P49054 
F-PUCE 10041 83//HYPOTHET I CAL 64.3 KD PROTEIN IN C0CI2-ERPS INTERCE 
NIC REGION. //4. 0e-07 : 1 46: 35//SACCHAR0MYCES CEREVISIAE (BAKER’S YEA 
ST) .//P38817 

F-PUCE1 0041 97//BUTYRO PHIL IN PRECURSOR (BT).//5. 9e-11 : 208:2 7//MUS 
MUSCULUS (MOUSE) . //Q625S6 

F-PUCEI004203//PROTEI N A39. //8. 5#-18: 1 39: 33//VACCINIA VIRUS (STRA 
IN COPENHAGEN).//? 2 106 2 

F-PUCE 1004242//PHOT0SYSTEM II REACTION CENTRE J PROTEIN. //I. 0: 28 
42//PISUM SATIVUM (GARDEN PEA) . //PI 3555 

F-PUCE1 Q04256//MY05 IN HEAVY CHAIN 0 (MHC 0) . //O. 73: 134: 25//CAENOR 
HABDITIS ELEGANS. //P02567 

F-PUCE1 004257//HYP0THET I CAL PROTEIN HI0490.//0. I3:7S:29//HAEN0PHI 
LUS INFLUENZAE. //P44006 

F-PUCE 1 004258//COLLAGEN ALPHA 2(VMI) CHAIN (ENDOTHELIAL COLLAGE 
N) (FRAGMENT). //O. 027:1 28 : 35//HOMO SAPIENS (HUMAN) . //P2S067 
F-PUCEI004270//URCE TEGUMENT PROTEIN. //!. 8e- 10: 1 00: 44//EPSTE IN B 
ARR VIRUS (STRAIN B95-8) (HUMAN ItRPESVIRUS 4).//P03186 
F-PUCEI004274//HYPOTHETICAL PROTEIN E-95. //O. 44: 61 : 42//HUMAN ADEN 
OVIRUS TYPE 2.//P03286 

F-PUCE 1 004277//COLUGEN ALPHA I (XI I) CHAIN (FRAGMENTS) . //O. 001 3. 5 
5: 38//BOS TAURUS (BOVINE) . //P25S08 

F-PUCEI 004284//7 KD PROTEIN (ORF 4) . //1 . 0:63 : 23//CHRYSANTHEMUM VI 
RUS B (CVB) . //P37990 

F-PUCEt 004289//SPERN PROTAMINE P3. //O. 00057: 22: 77//NUS MUSCULUS 
(MOUSE) . //Q62 1 00 

F-PUCE 1 004302/ /SER I NE/THREON I NE PROTEIN KINASE AFSK (EC 2.7.1.-). 
//0. 0065: 148: 29//STREPTOMYCES COELI COLOR. //P54741 
F-PUCEI 0043 1 6//AUT0PHAGY PROTEIN APC5.//8. 8e-06: 1 17:29//SACCHAR0M 
YCES CEREVISIAE (BAKER'S YEAST) . //Q 12 380 

F-PUCE1004336//C0LUGEN ALPHA 4(IV) CHAIN PRECURSOR. //0. 0027: 83 3 
6/ /HOMO SAPIENS (HUMAN) . //PS 3420 

F-PUCEI O04358//PROCOLUCEN ALPHA 1(1) CHAIN PRECURSOR. //2. 9«-05 2 
00: 33//GALLUS CALLUS (CHICKEN) . //PO 24 57 

F-PUCEI 004376//AX0NEME-ASSOCIATED PROTEIN MST10I (2) .//2.4e-05: 17 
9 : 29//DR0SQPH I LA HYDE I (FRUIT FLY) . //Q08696 

F-PUCE 1004384//! * ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//l . 6e-28 : 
46: 76//HOMO SAPIENS (HUMAN). //P3 91 94 

F-PUCE1004388//HYPOTHETICAL 75.2 KD PROTEIN IN ACS 1 -GCV 3 INTERGEN 
1C REGION. //5. 7e-34:202:37//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAS 
T) . //P39722 

F-PUCEI 00440S//NEURAM INYLUCTOSE-B I ND INC KQAGGLUTININ (N-ACETYLN 
EURAM1NYL LACTOSE- BINDING FIBRILLAR HEMAGGLUTININ RECEPTOR-BINDING 
SUBUNIT) (NLBH) (FUGELLAR SHEATH ADHESIN) (AOHESIN A) (FRAGMENT 
).//0. 93:74:33//HELtCOaACTER ACINONYX. //Q47947 
F-PUCEI 004425//! ! ! ! ALU SUBFAN I LY SX WARNING ENTRY MM//0.81 70: 
42//HOMO SAPIENS (HUMAN) . //P391 95 

F-PUCEIO04428//PR1STANOYL-COA OXIDASE (EC 1. 3. 3. -) .//I. 9e-3l : 203: 
39//RATTUS NORVEGICUS (RAT) . //Q6 3448 

F-PUCEI 004437//I SOCI TRATE DEHYDROGENASE [NAD], NITOCHONORI AL 5UBU 
NIT BETA PRECURSOR (EC 1.1.1.41) (ISOCITRIC DEHYDROGENASE) (NADt-S 
PECIFIC ICOH) (FRAGMENT). //4.2e-93: 140:1 00//MACAU FASCICULARI5 (C 
RAB EATING MACAQUE) (CYNOMOLGUS MONKEY) . //Q2847 9 
F-PUCEI 004451 //! !!! ALU SUBFAMILY J WARNING ENTRY ! !!!//0. 0001 3 : 4 
0 : 62//H0M0 SAPIENS (HUMAN).//P39I88 

F-PUCEI 004460//MATERNAL TUDOR PROTEIN.//0. 0066:218: 23//OROSOPHIU 
MEUNOGASTER (FRUIT FLY) . //P25823 

F-PUCEI 004467//! ! ! ! ALU SUBFAMILY SP WARRING ENTRY ! ! ! !//7. 8e - 10: 
33:87//HOMO SAPIENS (HUMAN) . //P3 91 93 

F-PUCE 1004471 //ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFI). 
//7. 0*-56 : 92 : S8//HOMO SAPIENS (HUMAN). //P5 1522 
F-PUCEI 004473//HYPCTHET I CAL 54.3 KD PROTEIN C23D3. 03C IN CHROMOSO 
ME ! . //O. 019:136: 27//SCHIZOSACCHAROMYCES P0M8E (FISSION YEAST). //Q 
09844 

F-PUCE 100449 1 //LYSIS PROTEIN.//0. 95: 53: 30//BACTERI OPHAGE FR.//P19 
903 

F-PLACEI004506//AUT0IIMIUN0GENIC CANCER AEST IS ANTIGEN NY-ESO-I (LA 
GE-D.//0. 58:66: 34//H0M0 SAPIENS (HUMAN) .//P783S8 
F-PLACE 1 0045 10//TRAN SCRIPT I ON INITIATION FACTOR TFIID 150 KD SUBUN 
IT (TAFI 1-150) (TAFI 1 1 SO) . //3. 0e~07 : 63:46//DR0S0PHI U MELANOGASTER 
(FRUIT FLY) . //Q2432S 

F-PUCEI 00451 6//HYP0THET I CAL PROTEIN 5* TO ASP-RICH ANO HIS-RICH ? 
ROTE I NS (FRAGMENT) . //0. 95:62: 29//PUSMODIUM FALCIPARUM (ISOLATE FC 
Ml 7 / SENEGAL). //PI 4587 

F-PUCEI 00451 8//METALL0THI0NE IN 10-111 (MT-IO- III) . //O. 91 : 28: 42//M 
YTILUS EDULIS (BLUE MUSSEL) . //P80248 

F-PUCEI 004548//DIHYDROPYRIDINE-SENSI TIVE L-TYPE. SKELETAL MUSCLE 
CALCIUM CHANNEL GAMMA SUBUNIT. //O. 94: 75: 32//ORYCTOLAGUS CUNICULUS 
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F-PUCE 1 004550//CUT I CLE COLUGEN 2.//0. 90: 155: 31//CAENORHABOITIS 6 
LEGAMS. //PI 7656 

F-PUCE 1 004S64//CIEAVAGE AND POLY ADENY LAT t ON SPECIFICITY FACTOR, 1 
00 KO SUBUNIT (CPSF 100 KD SUBUNIT). //3. 2*-70: 12! : IOO//BOS TAURUS 
(BOVINE) . //QIQ568 

F-PLACE 1 004629//PR0TE IN OS-9 PRECURSOR.//!. 7 e- 10: 132: 36//HOMO SAPI 
ENS (HUMAN). //Ql 3438 

F-PUCE 1 0Q464S/ARANSCR I PT I ON INITIATION FACTOR I IB HOMOLOG (TFI I 
B) . //O. 00030 : 1 00 : 30//PYR0COCCUS FUR I OSUS. //QS 1731 
F- PLACE 1004646//PR08ABLE UOP-GAUCTOPTRANOSE MUTASE (EC S.4.99.9). 
//O. 9 1 : 58 : 29//KLEBS I ELLA PNEUMON I AE. //04848 1 

F-PLACE 1 0046 S8//GLUTAMATE [NNOA] RECEPTOR SUBUNIT EPSILON 4 PRECUR 
SOR (N-NETHYL O-ASPARTATE RECEPTOR SUBTYPE 2D) (NR2D) (NMDAR2D) . // 
0.031: 134: 32//NUS MUSCULUS (MOUSE) . //Q03391 

F-PUCE1 004664//HYPOTHET I CAL 180.2 KD PROTEIN IN FAA4-H0R7 INTERGE 
NIC REGION. //0.02S: 1 25: 20//SACCHAR0MYCES CEREVISI AE (BAKER* S YEAS 
T).//004781 . . 

F-PLACE 1 004672//HYP0THET I CAL 36.7 KD PROTEIN C2F7. 14C IN CHROMOSOM 
E I.//7. 6e-S2: t$8:S6//SCHIZOSACCHAROMYCES P0M8E (FISSION YEAST).// 
Q09704 

F-PLACE1 004674//PR0BABLE CALCIUM-BINDING PROTEIN ALG-2 (PMP41) (AL 
G-257) .//1. 4e-88: 144:93//MUS MUSCULUS (MOUSE). //PI 28 15 
F-PUCE 1 00468 1//CCR4-ASS0C I ATED FACTOR 1 (CAFI ) . //1 . 0«-34: 70: 100// 
HUS MUSCULUS (MOUSE) . //Q6 0809 

F-PLACE! 004686//! ! ! ! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//3. 4e-08: 
48: 62//H0M0 SAPIENS (HUMAN). //P 39 192 

F-PLACE1 004691 / /METAL LOTH I ONE I N (MT).//0. 064:24:45//ARIANTA ARBUST 

0RUM.//P55946 

F-PLACE 1004693 

F-PLACE 10047 I 6//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1.0:2 
7 : 37//PAN PANISCUS (PYGMY CHIMPANZEE) (BONOBO) . //Q35587 
F-PLACE 1004722//HYPOT!CT I CAL 61.5 KD PROTEIN IN CLA4-NID1 INTERGEN 
1C REGION. //O. 95:53:33//SACCHAROMYCES CEREVISIAE (BAKER’S YEAST)./ 
/P48S6S 

F -PLACE 1004 736//NEURONAI AXONAL MEMBRANE PROTEIN NAP-22. //0. 014: 16 
3 : 30/ /RATTUS NORVEGICUS (RAT). //QOS 175 

F-PLACE 1 004740//!!!! ALU SUBFAMILY SQ IARNING ENTRY ! !! !//1.9e-Q9: 
37:70//HOMO SAPIENS (HUMAN).//P39I94 

F-PLACEI004743//HYP0THETICAL 12.6 KO PROTEIN IN ALGR3 3’ REGION.// 
0. 99:72: 33//PSEUDOMONAS AERUGIN0SA.//P21484 

F-PLACE 1 004751 //CMP-N-ACET YLNEURAM I NATE -BET A-GALACTOSAM I DE- ALPHA- 
2, 3-S I ALYLTRANSFERASE (EC 2.4.99.-) (BE T A -GALA CTOS I OE ALPHA-2. 3-SI 
ALYLTRANSFERASE) (ST3GALI 1 I) (ALPHA 2. 3-ST) (GAL-NAC6S) (STZ) (SIA 
T4-C) (SAT-3) (ST-4). //2.2«-08: 90: 38//H0M0 SAPIENS (HUMAN). //Q 11 20 
6 

F-PUCE 1 0047 73//ANKYR IN R (ANXYRINS 2.1 ANO 2.2) (ERYTHROCYTE ANXY 
R I N) . //3. 2«-25: 233 : 32//H0M0 SAPIENS (HUMAN) . //PI 6 157 
F-PUCE 1 004777//N-CH I MAE R I N (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A- 
CHINA£RlN).//8. I *-26:210: 30//RATTUS NORVEGICUS (RAT).//P30337 
F-PUCE1 004793//ENV POLYPROTEIN [CONTAINS: COAT PROTEIN GP52: COAT 
PROTEIN GP36]. //O. 00062:1 06 :2S//M0USE MANNARY TUMOR VIRUS (STRAIN 
BR6J.//PI0259 
F-PUCE 1004804 

F-PUCE 1 00481 3//HYP0THET I CAL PROTEIN ULI2.//1. 0: 22: 40//HUMAN CYTOM 
EGALOVIRUS (STRAIN ADI 69) //PI 6777 

F-PUCE 1 0048 14//HTP0THET I CAL 37.0 KD PROTEIN B0495. 8 IN CHROMOSCME 
M.//2.8e-06: 136: 2S//CAENORHABOITIS ELECANS.//Q09217 
F-PLACE 10048 1 5 

F-PUCE 1 OQ4824//HYPOTHET I CAL 106.7 KO PROTEIN IN MUP1-SPR3 INTERCE 
NIC REGION. //2.3e-09: 70: 38//SACCHAROMVCES CEREVISIAE (BAKER’ S YEAS 
T) . //P53236 

F-PUCE 1 004827//HYPOTHET I CAL 9.4 KD PROTEIN IN FLAL 3' REGION (ORF 

3).//0. 54: 25: 56//BACILLUS LICHENIFORNIS. //P22754 

F-PUCE I004836//ANNEXIN VII (SYNEXIN) (FRAGMENT) . //O. 0066: 12: 66//B 

OS TAURUS (BOVINE) . //P20072 

F-PUCE 1004838 

F-PUCE 1004840 

F-PUCE 1004868//NALE STERILITY PROTEIN 2. //4.0e-16: 172: 30//ARAB1DO 
PSIS THALIANA (HOUSE-EAR CRESS) .//Q08891 
F-PLACE 1 004885 

F-PLACE 1 004900//NAST CELL DECRANUUTING PEPTIDE PRECURSOR (NCDP) 
(NCD) (PEPTIDE 401 ) .//I . D: 23 : 47//APIS MELLIFERA (HONEYBEE) . //PO 149 
9 

F-PUCE 1 004902//PUTAT I VE PRE-MRNA SPLICING FACTOR ATP-OEPENDENT RN 
A HE U CASE SPACIOF6.02C.//7. 3»-IS: 94: 47//SCHIZ0SACCHAR0MYCES POMBE 
(FISSION YEAST) . //042643 

F-PUCE1004913//HTPOTHETICAL 7.2 KO PROTEIN IN BCSA-DEGR INTERGENI 
C REGION. //I . 0: 42: 33//BACILLUS SUBTILIS.//P54I65 
F-PUCEI004918//HYP0THETICAL 12.4 KD PROTEIN IN RPS218-MRS3 INTERG 



ENIC REGION. //O. 98: SO: 34//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST 
) .//P47012 

F-PUCE I U04930//HYPOTHETICAL PROTEIN NJ0562.//0. 82: 44: 36//METHANOC 
OCCUS JANNASCH 1 1 . //QS7982 
F-PUCE1 004934 

F-PLACE1004937//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN C57A10.05C IN CHROMOSOME I .//9. Oe-IO:87: 33//SCHIZOSACCHAROMY 
CES POMBE (FISSION YEAST) . //P87053 

F-PUCE1Q04969//HYPOTHETICAL 55.1 KD PROTEIN B0416. $ IN CHROMOSOME 
X. //4. Oe- 14 : 1 84 : 25//CAEN0RHAB0 1 T I S ELECANS. //Ql 1 07 3 
F-PUCE 1 00497 2//BR0MEU IN INHIBITOR 2 (Bl-ll) (BROMELAIN INHIBITOR 
VI) (BI-VI). //I. 0: 3S:37//ANANAS COMOSUS (PINEAPPLE). //P2 7478 
F-PLACE 1004979//! ! ! ! ALU SUBFAMILY SC IARNING ENTRY ! ! ! !//5. 3e-30: 
55:72//HOMO SAPIENS (HUMAN) . //P391 92 

F-PLACE! 004982//M PROTEIN. SEROTYPE 12 PRECURSOR (FRAGMENT) . //O. OO 
049: 1 24 : 27//STREPTOCOCCUS PYOCENES. //PI 9401 

F-PUCE1 0O4985//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1. 0:2 

6:34//LUMBRICUS TERRESTRIS (COMMON EARTHVORN) . //Q34942 

F-PUCE 1 00502 6//TEL0MERE-B I ND ING PROTEIN HOMOLOG. //O. 001 1 : 179:27// 

EUPLOTES CRASSUS. //Q06 183 

F-PLACE 1005027 

F-PUCE 1005046// ANNEX IN VII (SYNEXIN) (FRAGMENT) . //O. 082: 44 36//B0 
S TAURUS (BOVINE) .//P20072 

F-PUCE 1 005052//MALE SPECIFIC SPERM PROTEIN NST8400. //O. 38 : 36 :44// 

DROSOPHIU MEUNOGASTER (FRUIT FLY) . //Q0164S 

F-PUCE100S055 

F-PUCE 1 005066//R INC CANAL PROTEIN (KEICH PROTEIN) . //2. 9e-38: 194: 3 
9//DR0S0PHIU MEUNOGASTER (FRUIT FLY) . //Q04652 
F-PLACE! 005077 

F-PLACE1 005085// INSECT TOXIN 1 (BOT IT1) .//O. 85: 36: 33//BUTHUS OCCI 
TANUS TUNETANUS (COMMON EUROPEAN SCORPION) . //PS 590 2 
F-PLACE 1 005086// ! ! ! ! ALU SUBFAN I LY SQ IARNING ENTRY ! ! ! !//». Se-3B: 
93: 76//HOMO SAPIENS (HUMAN). //P3 9 1 94 

F-PLACE 1 005 J 0 1 //HYP0T1CT I CAL PROTEIN ZAP128 (FRAGMENT) .//1 . 6e-1 1 : 3 
S: 1QO//HONO SAPIENS (HUNAN) . //P49753 

F-PLACE 1 005 102//Z INC FINGER PROTEIN 151 (POLYOMAVI RUS UTE INlTlAT 
OR PROMOTER BINDING PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13).//3. 
Oe-14: 11 0: 38//NUS MUSCULUS (MOUSE) . //Q 6082 1 

F-PUCE1005108//NETALLOTHIONEIN-1 1 1 (NT-Ill) (GROITH INHIBITORY FA 

CTOR) (GIF).//0. 41 : 35: 34//BOS TAURUS (BOVINE) . //P37359 

F-PUCE lOOSm //ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) (CHARGE 

RIN 1 1) . //1 . 0: 29:41//RATTU$ NORVEGICUS (RAT).//P1I608 

F-PUCE 1 005 1 28//RABPH I LIN- 3A (FRAGMENT). //5. 9e-05: 95: 36//MUS NUSCU 

LUS (MOUSE). //P47708 

F-PUCE 1 005 1 46//F 1 8R08US T GROITH FACTOR INOUCIBLE PROTEIN 15 (FIN 

1 5) . //0. 17:48: 35//MUS MUSCULUS (MOUSE) . //Q61 075 

F-PUCE 1 005 16 2//! ! ! ! ALU SUBFAMILY SB IARNING ENTRY ! ! ! !//l. Oe-3l : 

60: 76//HOMO SAPIENS (HUNAN). //P391 89 

F-PLACE 1 005 176 

F-PLACE 1005181 //HYPOTHET I CAL 7 KD PROTEIN. // 1 . 0: 31 : 45//NEASLES Via 
US (STRAIN HALLE) (SUBACUTE SCLEROSE PANENCEPHALITIS VIRUS) . //P068 
31 

F-PLACE 1 0051 87//GLUCAN SYNTHASE-1 (EC 2.4.1.34) (1, 3-BET A-GLUCAN S 
YNTHASE) (UOP-CLUCOSE- 1 , 3-BETA-0-GLUCAN GLUCOSYLTRANSFERASE) . //O. 0 
025 : 58 : 34//NEUROSPORA CRASSA. //P38S78 

F-PUCE 1 005206//HYPOTHET I CAL 10.7 KD PR0TEIN.//0. J4:S7:42//VACCINI 
A VIRUS (STRAIN COPENHAGEN) . //P2051 I 

F-PUCE! Q05232//AMEL0GEN IN, Y ISOFORM PRECURSOR. //O. 70: 60 : 35//HOMD 
SAPIENS (HUMAN) . //Q992 1 8 

F-PUCE1 005243//SER INE/THREONINE PROTEIN KINASE PKPA (EC 2.7.1.-). 
//O. 00 1 7 : 1 1 4 : 27//PHYC0MYCES BUKESLEEANUS. //Q01 577 
F-PLACE1 005261//HYPOTHETICAL 90.8 KD PROTEIN T05H10.7 IN CHROMOSON 
E 1 1 . //1 . 2«-38: 206 : 4I//CAEN0RHABDITIS ELEGANS. //Ql 0003 
F-PLACE 1005266 

F-PLACE 1 0052 77//PROTE IN GURKEN PRECURSOR. //O. 58: 95: 29//DROSOPHI LA 
MEUNOGASTER (FRUIT FLY) . //P42287 

F-PLACE! 005287// INNER CENTROMERE PROTEIN (INCENP). //2. Oe-12: 211:29 
//GALLUS CALLUS (CHICXEN) . //P53352 

F - PLACE 1 00 5305//GTP : AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 
4.10) (AK3 ) .//}, Se-78 : 20S : 78//BOS TAURUS (BOVINE) . //P087 60 
F-PUtt1005308//»OUND- INDUCED BASIC PR0TEIN.//0. 99: 40 : 40//PHASEOLU 
S VULGARIS (KIDNEY BEAN) (FRENCH BEAN) . //Q09020 
F-PLACE10D5313//HYPOTHET ICAL 8.7 KO PROTEIN IN LEUX-FECE INTERGENI 
C REGION (067). //O. 1S:36:41//ESCHERICHIA COL I . //P39355 
F-PUCE! 005327//DNA-B I ND ING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAC 
MENTS).//1.0: 19:52//HOMO SAPIENS (HUMAN) . //P3O808 
F-PUCE 1 0053 31 //BREAK POINT CLUSTER REGION PROTEIN. //O. 00021 : 98: 35/ 
/HOMO SAPIENS (HUMAN). //P 11 274 

F-PUCE 1 005335// 1 ROQUO I S-CLASS H01C000MAIN PROTEIN I RX-3. //O. 37 : 9 
8: 33//NUS MUSCULUS (MOUSE) . //P8 1 067 
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F-PUCE l 00537 3/ /PSEUOOUR I DYUTE SYNTHASE 4 (EC 4.2.1.70) (PSEUOOUR 
IOINE SYNTHASE 4) (TRNA PSEUOOUR ID I KE 55 SYNTHASE) (PSI55 SYNTHAS 
E) (PSEUOOUR I DYUTE SYNTHASE) (URACIL HYDRQLYASE) . //O. 010: 96: 28//S 
ACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P48567 
F-PLACE 1005374 
F-PUCE 1005409 

F-PLACE 1005453//UCHENASE PRECURSOR (EC 3.2.1.73) (ENDO-BETA-1. 3- 
1.4 CLUCAHASE).//!. 0: 50: 3Z//NICOTI ANA PLUWAG IN (FOLIA (LEADVORT-LE 
AVED TOBACCO) . //P07979 

F-PLACE1O0S457/AERATIN. FEATHER (F-KER) . //0. 0095:42: 35//LARUS NOV 
AE-HOLLANOIAE (SILVER CULL) . //P02451 

F-PLACE 1 00547 1 //NADH-UB I QU I NOItt 01 1 OOREDUCTASE CHAIN 4L (EC 1.6.5. 
3).//0. 23:49:32//PHYTOPHTHQRA INFESTANS (POTATO LATE BLIGHT FUNGU 

S) . //Q37598 

F-PUCE1005477//HYPOTHETICAL PROTEIN ORF-1 1 37. //9. 6«-l3: II5:38//NU 
S NU5CULUS (HOUSE). //P1 1260 

F-PLACE 100S480//C-HORDE IN (CLONE PC HOR 1-3) (FRAGMENT) . //0. 97 : 33: 3 
0//H0RDEUM VULGARE (BARLEY) . //PI 7991 

F-PLACE 1005481 //HUNCHBACK PROTEIN (FRAGMENT) . //0. 30: 52: 38// APIS HE 
LLIFERA (HONEYBEE). //P3 1504 

F-PLACE 1 00S494//TRANS I ENT-RECEPTOR- POTENT I AL PROTE I N. //3 . 9e-0S : 87 : 
33//OROSOPH I LA MELANOGASTER (FRUIT FLY) . //P19334 
F-PLACE 1005502 

F-PLACE 1005526// IMMEDIATE-EARLY PROTEIN IE180.//4. 6e-05: !32:32//PS 

EUDORABIES VIRUS (STRAIN KAPLAN) (PRY) . //P3 3479 

F-PLACE 1005528//! ! ! ! ALU SUBFAMILY SI VARNING ENTRY ! » ! !//3. 4e-09: 

31 :74//H0M0 SAPIENS (HUMAN) . //P391 95 . 

F-PLACE1 00S530//HYPOTHET I CAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOM 
E II1.//9. 7e-SO:U8:58//CAENORHABOlTlS ELEGANS. //Q09251 
F-PLACE 1 00555 0//HYPOTHET I CAL 40.2 KD PROTEIN K12H4.3 IN CHROMOSOME 
I II.//3. Da-2 1:127: 37//CAEN0RHABD I T 1 S ELEGANS. //P34524 
F- PLACE 1005554//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT) . //O. 84: 38: 31 
//DIPOOOMYS CALIFORNICUS (KANGAROO RAT) . //P163S9 
F-PLACE 1005557//60S RIBOSOMAL PROTEIN L27.//4. 8e-09: S0:48//CRYPT0C 
OCCUS NE OF ORMANS (F I L08AS I DIELLA NEOFORMANS) . //P4628B 
F-PLACE 1 00557 4//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.14) (A6L) . //O. 89: 
44 : 29//BOS TAURUS (BOVINE) . //P03929 

F-PLACE 1 005 584//MALE SPECIFIC SPERM PROTEIN MST87F.//0. 00030:33:48 

//DROSOPHILA MELANOGASTER (FRUIT FLY) . //P08175 

F-PLACE 1005595// 1 MED I ATE-EARLY PROTEIN IE180.//0. 00048: 162:30//PS 

EUDORABIES VIRUS (STRAIN I ND I ANA -FUNK MAUSER / BECKER) (PRV).//PM6 

75 

F-PLACE I 005603//H I GH-M08 I L I TY-GROUP PROTEIN (NONHISTONE CHROMOSOMA 
L PROTEIN). //0. 00034: 83. 30//TETRAHYMENA PYRIF0RMIS.//P4062S 
F-PLACEI0056I I//DNAJ PROTEIN. //8.6e-20: 108: 48//CL0STRIDIUM ACET08U 
TYUCUM.//P30725 

F-PLACE 1 00 S623//EXTRACELLULAR SIGNAL-REGULATED KINASE 5 (EC 2.7.1. . 
-) (ERK5) (ERK4) (BMKI KINASE) . //O. 80: 1 16: 3 I//HOMO SAPIENS (HUMAN 
).//QI3l64 

F-PLACE 100 56 30// INTERLEUKIN- 14 PRECURSOR (IL-14) (HIGH MOLECULAR « 
EIGHT B-CELL CR01TH FACTOR) (WV-BCCF) . //O. 0024 : 74 : 39//HOMO SAPIEN 
S (HUMAN) . //P40222 

F-PLACE 1005639//EITRACELLULAR MATRIX PROTEIN 1 (SECRETORY COMPONEN 
T P85) (FRACNENT).//0. 72 18:61 //RATTUS NORVEGICUS (RAT) . //Q62894 
F-PLACE 1 00 5646// RNA HELICASE-LIKE PROTEIN D810. //4. 8e-29: 172:4S//N 
I COT I ANA SYLVESTRIS (MOOD TOBACCO) . //P4 6 94 2 

F-PLACE 1Q05656//R I BONUCLEOS IDE-D I PHOSPHATE REDUCTASE N2 CHAIN (EC 
1.17.4.1) (RI80NUCLE0TI0E REDUCTASE). //3. 7«-64: 133:75//MES0CRICETU 
S AURATUS (GOLDEN HAMSTER). //Q60 56 1 

F-PLACE 1O05666//CHLOROPLAST SOS RIBOSOMAL PROTE I N L28.//0.57:36:41 
//PORPHYRA PURPUREA. //PS 1224 

F-PLACE1 OOS698//HYPOTHET I CAL PROTEIN IN SIGD 3' REGION (ORFC) (FRAG 
MEMT) . //O. 50:61: 29//BAC I LLUS SUBT I L I S. //P40405 
F-PLACE 1 005727// AMTER-SPEC I F I C PROLINE-RICH PROTEIN APC (PROTEIN C 
EX) (FRAGMENT) . //O. 46:27: 51 //BRASS ICA NAPUS (RAPE) . //P40603 
F-PLACE 1005730//COLUGEN ALPHA 1(1) CHAIN (FRAGMENT) . //O. 95: 21 : 52/ 
/ORYCTOLAGUS CUNICULUS (RABBIT). //P024 56 

F-PLACE1 005739// INTERFERON-GAMMA INDUCIBLE PROTEIN MCI 1.//3.4e-46: 
111: 53//MUS MUSCULUS (MOUSE) . //Q607 1 0 

F-PLACE 10QS7S5//HYPOTHET I CAL 70.2 KD PROTEIN IN GSH1-CHS6 INTERGEN 
1C REGION. //2. 6e-l2: 66 : 5 1//S ACCHARONYCES CEREVISIAE (BAKER' S YEAS 

T) .//P42951 

F-PLACE I 005763//S-ACYL FATTY ACID SYNTHASE THIOESTERASE. MEDIUM CH 
AIN (EC 3.1.2. 14) (THIOESTERASE II) .//I. 5»-26:69: S7//RATTUS NORVEG 
ICUS (RAT) . //P08635 

F-PUCE1 005799/ AERAT IN. ULTRA HIGH- SULFUR MATRIX PROTEIN (UHS KER 
ATIN) .//O. 028 : 96 : 32//HOMO SAPIENS (HUMAN) . //P26371 
F-PLACE 1 00 580 2//PR0TE IN PR0SPER0.//0. 86: 64: 42//DR0S0PHILA ICLAMOCA 
STER (FRUIT FLY) . //P2961 7 

F-PLACE 1 00 5803/ AYELO ID DIFFERENTIATION PRIMARY RESPONSE PROTEIN M 



YD1 1 6. //1 . 0 : 9$: 25//MUS MUSCULUS (MOUSE) . //PI 7564 
F-PLACE 1005804//PRCCESS I MG ALPHA- 1. 2-MAXNOS I OASE (EC 3.2.1.-) (ALP 
HA-1, 2-MANNOSIDASE IB) . //2. 8a-73: 198: 73//MUS MUSCULUS (MOUSE). //P3 
9098 

F-PLACE1 00581 3//HYP0THETICAL 49.0 KD PROTEIN IN NSPI-KAR2 INTERCEN 
1C REGION. //0. 022 : 78 : 3 8// S ACCHARONYCES CEREVISIAE (BAKER’S YEAST). 
//P47057 

F-PLACE 1005828//! ! ! ! ALU SUBFAMILY SX VARMING ENTRY ! !»!//!. 8e-23: 
55: 76//HOMO SAPIENS (HUMAN) . //P3 9 195 

F-PLACE 1005834//LATE CONTROL GENE B PROTEIN (CPB).//0.97:33:39//BA 
CTERIOPHAGE I86.//P0871I 
F-PLACE 1 005845 

F-PLACE 1005850//! ! ! ! ALU SUBFAMILY SQ VARMING ENTRY ! ! M//5. $«-28: 
96 : 7 3 //HOMO SAPIENS (HUMAN) . //P3 9 1 94 
F-PLACE 1 005851 

F-PLACE 1005876//CLEAVACE AND POLY ADEN TUT I ON SPECIFICITY FACTOR. 1 
00 KD SUBUNIT (CPSF 100 KD SUBUNIT).//2. 2a-99:T 55: 9S//BQS TAURUS 
(BOVINE). //Ql 0568 
F-PLACE 1005884 

F-PLACE 1005890//BEM46 PROTEIN (FRAGMENT).//! . 8e-33: 137: 49//SCHI 70S 
ACCHAROMYCES POMBE (FISSION YEAST) . //P 54 06 9 

F-PLACE 100589B//NADH-UB I QU I NONE OX I OOREDUCTASE MLRQ SUBUNIT (EC I. 
6.5.3) (EC 1.6.99.3) (COMPLEX I -MLRQ) (CI-MLRQ).//0. 77: S8:34//H0M0 
SAPIENS (HUMAN) . //000483 

F-PLACE 1 00592 1//A I Cl PR0TEIN.//1. 4e-23: !6$:S8//ARABlOOPSlS THALIAN 
A (MOUSE-EAR CRESS) . //P541 20 

F-PLACE 1005923//HYPOTHET I CAL 22.4 KD PROTEIN (ORF16).//0. 90: 118: 28 
//PARAMECIUM TETRAURELIA. //P1S617 

F-PLACE 1 0059 25//HYPOTHET I CAL GENE 30 PR0TEIN.//0.94:57:29//HERPESV 
IRUS SAIMIRI (STRAIN 11). //QO 1010 

F-PLACE 1 OOS932//EXTENS I N PRECURSOR (CELL VALL HYDROXYPROLINE-RICH 
GLYCOPROTEIN).//fl. 42:128: 32//MIC0TI ANA TABACUM (COMMON TOBACCO).// 
PI 3983 

F-PLACE 1005 9 34//DMA-0 I RECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 
2. 7. 7.6) (RPB1 ) (FRAGM£MT).//0.40:76:35//CRICETULUS GRISEUS (CHIN 
ESE HAMSTER). //PI 1414 

F-PLACE 1005936//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN)./ 
/O. 50.15 :66//HUMAM IIMRJNOOEFICIENCT VIRUS TYPE I (CLONE 12) (HI V- 
D.//P04326 

F-PLACE 1 00595 1//EXTENS IN PRECURSOR (CELL VALL HYOROXYPROLINE-RICH 
GLYCOPROTEIN) .//O. 0025: 135:32//NIC0TIAMA TABACUM (COM RON TOBACCO). 
//PI 3983 

F-PLACE 1005953//H I CH POTENTIAL IRON-SULFUR PROTEIN (HIPIP). //O. 64 : 
57 : 33//RHO0OFERAX FERKNTANS. //P80882 

F-PLACE1 005955//HYPOTHET I CAL 54.2 KD PROTEIN IN ERP5-0RC6 INTERCEN 
1C REGION. //I. Oe-32: 1 10: 50//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
T).//P3882l 

F-PLACE 1 005966//TACHYPLES IN 1 1 PRECURSOR. //0. 97:31: 35//TACHYPLEUS 
TRIDENTATUS (JAPANESE HORSESHOE CRAB). //PI 42 14 
F-PLACE 1005968//GATA FACTOR SREP.//0. 17:52:40//PENICILL1UM CHRYSOG 
ENUN.//Q92259 

F-PLACE 1 00 5990//CELL PATTERN FORMAT I ON- ASSOC I ATED PROTE IN. //O. 36: 5 
5: 36//EMER I CELLA N I DU LANS (ASPERGILLUS NIDULANS) . //P 3 SO 11 
F-PLACE 1006 00 2//!!!! ALU SUBFAMILY SC VARNING ENTRY ! ! ! !//1 . 5e-36 : 
102:75//HOMO SAPIENS (HUMAN). //P391 92 

F-PLACE 10060Q3//HYPOTHET I CAL 6.8 KO PROTEIN IN C0X3-NAD1 INTERGENI 
C REGION (ORF 61) . //I . 0: 22: 40//MARCHANTIA POLYMORPHA (LIVERVORT) ./ 
/P38473 

F -PUCE 100601! //POLY [AOP-RIBOSE] POLYMERASE (EC 2.4.2.30) (PARP) 
(ADPRT) (NAD(+) AOP- R I80SYLTRANSFERASE) (POLY [ADP-R I BOSE] SYNTHET 
ASE).//2. 8e-21 : 163: 36//ARABID0PSIS THALIAMA (MOUSE-EAR CRESS). //Ql 
1207 

F-PUCE 1005017//!!!! ALU SU8FAMILY SC VARNINC ENTRY ! !!!//!. le-10: 
43 : 67//HOMO SAPIENS (HUMAN). //P391 92 

F-PLACE1 006037//VITELLOGENIN I PRECURSOR (VTG I) (CONTAINS: LIPOVI 
TELLIN 1 (LVI); PHOSVITIN (PV) ; LIPOVITELUN 2 <LV2>].//0.00019:12 
3: 37//FUNDULUS HETEROCLITUS (KILLIFISH) (MUMMICHOG) . //Q90508 
F-PLACE 1 D06040//CAMP-REGUUTE0 PHOSPHOPROTEIN 19 (ARPP-19). //3. 2e- 
40:110: 76//H0M0 SAPIENS (HUMAN) . //P5621 I 

F-PLACE 1006076//BOWMAN-B IRK TYPE PROTEINASE INHIBITOR A-II.//0.99: 
30: 40//ARACHI S HYPOGAEA (PEANUT) . //P01 066 

F-PLACE 1006 1 1 9// IMPORT IN BETA-3 SUBUNIT (KARYOPHER 1 N BETA-3 SUBUNI 
T) (RAN-BINDINC PROTEIN S) . //S. 8e-94: 218: 76//HOMO SAPIENS (HUMAN). 
//0004I0 

F-PUCE 1006 129//A-AGGLUT IN IN ATTAOMENT SUBUNIT PRECURSOR. //O. 0009 
2 : 228 : 2 6//S ACCHAROMYCES CEREVISIAE (BAKER* S YEAST) . //P32323 
F-PUCE 1 0061 39//HYPOTHET I CAL 52.9 KO PROTEIN IN SAPI55-YMR31 INTER 
GENIC REG! ON. //S. 9a-SS: 128: 50//SACCHAR0MYCES CEREVISIAE (BAKER'S 1 
EAST) . //P43616 

F-PUCE 1 006 1 43// ! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//l . 4«-25 : 
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107 : 63//HGMO SAPIENS (HUMAN) . //P3 91 94 

F-PUCE 1 0061 57//E- SELECT I N PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESl 
ON MOLECULE 1) (ELAM-1) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLEC 
ULE 2) (LECAM2) (CD62E) . //I . 3«-2 1:168: 32//SUS SCROFA (PIG) . //P981 1 
0 

F-PLACE 10061 S9//C0LD SHOCK INDUCED PROTEIN TIRI PRECURSOR (SERINE- 
RICH PROTEIN 1).//0. 46:98 :29//SACCXAR0NYCES CEREVISIAE (BAKER’S YE 
AST). //PI 0863 

F-PLACE 1 006 I 64//NADH-UB I QU I NONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.6. 
3) . //0. 70:28: 42//ARTEM I A SALIMA (BRINE SHR IMP) .//PI 9049 
F-PLACE1 006 1 67//GLUC0AMYLASE S1/S2 PRECURSOR (EC 3. 2. 1.3) (CLUCAN 
1, 4-ALPHA- CLUCOSIOASE) (1, 4-ALPHA-D-CLUCAN GLUCOHYDROLASE) . //8. 9 
•“05 : 1 67 : 32//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST) .//P08640 
F-PLACE 1 006 170//ALPHA-ADAPT IN C (CUTHRIN ASSEMBLY PROTEIN COMPLEX 
2 ALPHA-C LARGE CHAIN) (100 KD COATED VESICLE PROTEIN C) (PLASMA 
MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA C SUBUNIT). //I. le-67: 157:88 
// MUS MUSCULUS (MOUSE) .//PI 7427 

F-PLACE1006187//C1/S-SPEC1FIC CTCLIN E. //5. 6e-75:224:62//H0M0 SAPI 
ENS (HUMAN) . //P24864 

F-PUCE1 006 195//T-RELATEO PROTEIN (TRP) (BRACHYENTERON PROTEIN) . // 
0. 99: 177: 29//DROSOPHILA MELANOCASTER (FRUIT FLY) .//P55965 
F-PLACE1 008 1 96/ /PUTAT I VE ATP-OE PENDENT RNA HELICASE C12C2.06.//2. 0 
•“33 : 1 83 : 46//SCH1 ZOSACCHAROMYCES POMBE (FISSION YEAST). //Q09747 
F- PLACE 1 006 205 

F-PLACE1 006223//SPERM Ml TOCHONORIAL CAPSULE SELENOPROTEIN (MCS).// 
0. 0001 5:22: SO//MUS MUSCULUS (MOUSE) . //PI 5265 

F-PLACE 1006 2 25//VIRI0N INFECTI VITY FACTOR (SOR PROTEIN) . //1 . 0: 63 : 3 
4//HUNAN IMMUNODEFICIENCY VIRUS TYPE 1 (NDK ISOUTE) (HIV-t).//P18 
805 

F-PLACE 1006236 

F-PUCE1006239//60S ACIDIC RIBOSOMAl PROTEIN P2 (FRAGMENT) .//O. 48: 
23:52//ARABID0PSIS THAU ANA (MOUSE-EAR CRESS) . //PS 1 407 
F-PLACE 1006246//CMP-S I AL 1C ACIO TRANSPORTER (CMP-SIA-TR).//0.0I2:8 
4: 30//MUS MUSCULUS (MOUSE) . //Q6 1420 

F-PLACE 1006 248// 140 KD NUCLEOLAR PHOSPHOPROTE I N (NOPP140).//0. 017: 
203: 22//RATTUS NORVEGICUS (RAT) . //P41777 

F-PLACE 1006 26 2//L-FUCUL0SE PHOSPHATE ALDOLASE (EC 4. 1 . 2. 1 7) . //O. 8 
4:25:S2//KAEM0PHILUS INFLUENZAE. //P44777 
F-PLACE 1006288 

F-PLACE 1 0063 18//CTSTE I NE-R I CH ANTIFUNGAL PROTEIN 1 (AFP1) (Ml).// 
1.0: 29 :48//S INAPIS ALBA (BUTE HUSTARO) (BRASSICA HIRTA) . //P30231 
F-PLACE I 006325//CYCL IN-DEPENDENT KINASE INHIBITOR 1C (CYCL I N-DEPEN 
DENT KINASE INHIBITOR P57) (PS7KIP2).//0. 99 : 97 : 32//HOMO SAPIENS (H 
UMAN) . //P4991 8 

F-PLACE1006335//PR0LINE-RICH PEPTIDE P-6.//0. 56: 19:52//HOMO SAPIEN 
S (HUMAN) . //P0281 4 
F-PUCE 1006 357 
F-PLACE 1 006360 

F-PLACE1006368//NUF1 PROTEIN (SPINDLE POLY BOOT SPACER PROTEIN SPC 
110) .//O.OOS7: 1 22: 31//SACCHAR0MYCES CEREVISIAE (BAKERS YEAST). //P 
32380 

F-PLACE1006371//ARS BINDING PROTEIN l.//0.00030:142:30//SCHIZOSACC 
MAROMYCES POMBE (FISSION YEAST). //P49777 

F-PLACE1 006382//NEUR0T0X I N Y.//0. 85: 28: 39//ANDR0CT0NUS MAURETANtCU 
S MAURETANICUS (SCORPION) .//PO 14*2 

F-PLACEI00638S//HYP0THETICAL 45.1 KO PROTEIN IN RPSS-ZNS1 INTERGEN 
1C REGI0N.//3.I«-35:I65:47//SACCHAR0MYC£$ CEREVISIAE (BAKER'S YEAS 
T) .//P47160 

F-PUCE100S412//LWE-1 REVERSE TRANSCRIPTASE H0M0L0C.//4. 3.-08 40 
47//HOMO SAPIENS (HUNAN) .//P08 547 

F-PUCE 1 00641 4//F0RKHEAD- RELATED TRANSCRIPTION FACTOR 4 (FREAC-4) . 
//3.8#-05:!23:39//H0M0 SAPIENS (HUNAN) . //Q1 6676 
F-PUCE1006438//Z INC FINGER PROTEIN I65.//2. 8e-21 :76:64//H0M0 SAPI 
ENS (HUMAN). //P499 10 

F-PUCE1 00644S//SUPPRESSOR OF HAIRY MING PR0TEIN.//0. 058:99:29//DR 
OSOPHILA VIRILIS (FRUIT FLY) . //Q08876 

F-PUCE1006469//ACETYL-COEMZYME A SYNTHETASE (EC 6.2. 1.1) (ACETAT 
E--COA LIGASE) (ACYL- ACTIVATING ENZYME) . //I . 8»-64: 1 77: 50//ESCHERI 
CHIA C0LI.//P27550 
F-PUCE 1 006470 

F-PUCEI006482//TRANSCR IPTION FACTOR MAFF.//2.0e-47:120:85//GALLUS 
CALLUS (CHICKEN) . //Q90595 

F-PUCE 1 006488//S I GNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) . 
Hi. 8e-85: 1 73: 95//CAN IS FAN! LIAR IS (DOG) . //QO 0004 
F-PUCE1 006492//VERY HYPOTHETICAL 11.2 KD PROTEIN C56F8. 1 3 IN CHRO 
HOSONE I.//0. 75:32: S6//SCHIZ0SACCHA80NYCES PONBE (FISSION YEAST)./ 
/Q10261 

F-PUCE1 006506 
F-PUCE 1 006521 

F-PUCEI006531//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSON 



E I H.//I. 3#-53: 167: 6I//CAEN0RHABDI TIS ELEGANS. //P3468I 
F-PUCE1 006534 
F-PLACE 1 006540 

F-PUCE1 0O65S2//MYOSIN HEAVY CHAIN. CLONE 203 (FRAGMENT) . //1 . 3 e-0 
7 : 242: 23//HYDRA ATTENUATA (HYDRA) (HYDRA VULGARIS) . //P39922 
F-PUCE 1006598//!!!! ALU SUBFAMILY S81 MARNINC ENTRY ! ! * !//0. 17:4 
3: 5I//HQM0 SAPIENS (HUMAN). //P3 9 190 

F-PUCE 1 0066 15//ACR0S IN PRECURSOR (EC 3.4. 21. 10). //3. 6e-05: 66: 43// 
ORYCTOUGUS CUNICULUS (RABBIT). //P48038 

F-PUCE 1 00661 7//HYP0THETICAL 14.6 KD PROTEIN (READING FRAME 0 (RE 

PLICATION) . //1 . 0: 74: 2 9// STAPHYLOCOCCUS AUREUS. //P03861 

F-PLACE1 006626//HYPOTHETICAL HELICASE KI2H4. 8 IN CHROMOSOME III.// 

2. 9«— 10:73: 46//CAEN0RKABD I T I S ELEGANS. //P34S2 9 

F-PUCE 1 006629//HYPOTHETICAL PROTEIN BB0410.//1. 0: 23 : 43//B08REL I A 

BURGDORFERI (LYME DISEASE SPIROOCTE) .//051371 

F-PUCE 1006640 

F-PUCE 1006673 

F-PUCE1 006678//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT) . //| . 0:36:41// 
ORYCTOUGUS CUNICULUS (RAB8 1 T) . //P024S6 

F-PUCE 1 006 704//BR0AD-CONPLEI C0RE-TNT1-Q1-Z1 PROTEIN (BRCORE-TNT 
1-431-21) [CONTAINS: BROAD-CONPLEX C0RE-QI-Z1 PROTEIN] .//O. 00062 : 1 5 
7 : 26/ /DROSOPH I U NELANOCASTER (FRUIT FLY). //QO 1295 
F-PUCE100673I//RIBOFUVIN KINASE (EC 2.7.1.26) (FLAVOX INASE) / FN 
N ADENYLYLTRANSFERASE (EC 2. 7. 7. 2) (FAD PYROPHOSPHORYUSE) (FAD SY 
NTHETASE) . //l . 3e-07 : 1 27: 36//C0RYNEBACTERIUN ANNON I AGENES (BREVIBAC 
TERIUM ANNON I AGENES). //Q59263 

F-PLACE 1006 7 S4//CARC I NOENBRVON 1C ANTIGEN CGM1 PRECURSOR (CD66D ANT 
IG£N).//1. 9e-l 9: 78: 53//HOMO SAPIENS (HUMAN) . //P40 1 98 
F-PUCE 1 006 760//COLUGEN ALPHA 1(111) CHAIN (FRAGMENT). //O. 21 : 1 07 : 
30//RATTUS NORVEGICUS (RAT) . //PI 3941 

F-PUCE 1 006 77 9/ /CYTOTOX I N 5 (CTX V).//l. 0:20:30//NAJA MOSSAMBICA 
(MOZAMBIQUE COBRA) .//P2 551 7 

F-PUCEI006782//ZINC FINGER PROTEIN 1.//0. 00052: 178:28//CANOIDA AL 
BICANS (YEAST). //P28875 
F-PUCE1 006792 

F-PUCE 1006 795//VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN SHAM (SHAM 

2) . //1 .0:80: 30//DR0S0PHIU MELANOCASTER (FRUIT FLY). //PI 7972 
F-PUCE 1 006800//HYPOTHET I CAL 9.4 KD PROTEIN. //O. 99:62:33//VACCINI A 

VIRUS (STRAIN COPENHAGEN) . //P2056 9 
F-PUCE 1006805 

F-PUCE1 00681 S//HYPOTHETICAL PROTEIN UL61. //O. 038: 146:3 2//HUMAN CY 
TOMEGALOVIRUS (STRAIN ADI 69). //PI68I8 

F-PUCE 1 006 8 1 9//L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOC. //7. 3«-98: 23 
9: 76//HOMO SAPIENS (HUMAN) . //P08547 

F-PUCE1006829//UBI QUIT IN CARBOXYL-TERMINAL HYDROLASE 8 (EC 3.1.2. 
IS) (UBIQUITIN THIOLESTERASE 8) (UBIQUITIN-SPECIFIC PROCESSING PRO 
TEASE 8) (OEUBIQUITINATING ENZYME 8) .//O. 061 : 34: 58//SACCHAR0MYCES 
CEREVISIAE (BAKER’S YEAST) . //P50I02 
F-PUCE 1 006860 
F-PUCE1 006867 

F-PUCE 1 006 878//HYP0THET I CAL 8.2 KO PROTEIN IN MOBL 3* REGION (ORF 

3) . //O. 85:27: 37//THI OBAC I LLUS FERROOX JOANS. //P20087 

F-PUCE 1 Q06883//V I TAMIN 03 RECEPTOR (VDR) (1, 25-0 IHYDROXYV IT AMIN 0 
3 RECEPTOR). //O. 78:51 :37//MU$ MUSCULUS (MOUSE) . //P 48 28 1 
F-PUCE 100 6 901 //HYPOTHETICAL 8.1 KD PROTEIM. //O. 99: 55: 23//VACCI Nl A 
VIRUS (STRAIN COPENHAGEN) . //P2056 7 
F-PUCE 1 006 904//MAT INC- TYPE LOCUS ALLELE 61 PR0TEIN.//0. 95:86: 26// 
U5TIUG0 MAYO IS (SMUT FUNGUS) . //P 2201 S 

F-PLACEI006917//HYPOTICTICAL 40.9 KD PROTEIN C08B11.5 IN CHROMOSON 

E 1 1. //6. 9e-1$: 101 : 45//CAEN0RHAB0ITIS ELEGANS. //Q09442 

F-PUCE 1 00693 2//H I ST 1 0 1 NE-R I CH. METAL BINOING POLYPEPTIDE. //O. 089 : 

28: 39//HEL ICOBACTER PYLORI (CAMPYLOBACTER PYLORI). //Q48 25 1 

F-PUCE 1 006 93 5//HYP0T1CT I CAL 95.2 KD PROTEIN R144.6 IN CHROMOSOME 

III. //Q. 93:35: 48//CAEN0RHABD I T I S ELEGANS. //Ql 0000 

F-PUCE1 006 956//TRANSCR IPTION INITIATION FACTOR TFIIO 135 KO SUBUN 

IT (TAFI 1-135) (TAFIII35) (TAF 1 1-130) (TAFI 1 130). //O. 00079: 122: 36/ 

/HOMO SAPIENS (HUMAN) . //OOO 268 

F-PLACE1 0O6958//OSMOTIC STRESS PROTEIN 94 (HEAT SHOCK 70-REUTED P 
ROTEIN APG- 1 ) . //8. 8«-70 : 1 40 : 9B//MUS MUSCULUS (MOUSE) .//P48722 
F-PUCE1 006961 

F-PUCE1 006962//APOL IPOPROTEIN C-l PRECURSOR (APO-C1). //I. 0:25:40/ 
/PAP 10 HAMADRYAS (HAMADRYAS BABOON) . //P34929 

F-PUCEl Q06966//HYPOTHETICAL 49.1 KD PROTEIN IN SSB2-SPX1 8 INTERGE 
NIC REGION. //I . 6«-47 : 221 :4S//SACCHAR0MYCES CEREVISIAE (BAKER S YEA 
ST).//P40I60 

F-PUCE 1 006 989//HYP0THET I CAL 13.1 KO HIT-LIKE PROTEIN IN P37 S’ REG 

ION. //O. 15:46: 32//MYCOPLASMA HYORHINI S. //P32083 

F-PLACE 1 00701 4//36 KO NUCLEOUR PROTEIN HNP36 (DELAYEO-EARLY RESPO 

NSE PROTEIN 12) (DER12).//3.4e-09: 120:29//HOMO SAPIENS (MJMAN) . //Q 

14542 
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F— PLACE 1007021//? ! ! ! ALU SU8FAMILY J WARNING ENTRY ! !!!//0. 00046:4 
2:S9//HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE I Q07045//HYPOTLCT | CAL PROTEIN 0RF-M37.//8. U-14: 115: 3S//MU 
S MUSCULUS (HOUSE). //P1 1260 

F-PLACE 1 0070S3//SMALL PROLINE RICH PROTEIN II (SPR-II) (aONE 930 
).//0. 038: 48: 39/AKNK) SAPIENS (HUMAN). //P22 531 
F-PLACE 1 007068//PROTE I N-LY5 1 NE 6-OXIDASE PRECURSOR (EC 1.4.3. 13) 
(LYSYL OXIDASE) . //0. 0040: 1 1 3: 39//CALLUS GALLUS (CHICKEN) . //QO 506 3 
F-PLACE 1007097//HYPOTHET I CAL 6.8 KD PROTEIN IN 1S6S-PK2 INTERGEN 1C 
REGION. //O. 97:47: 29//AUT0GRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS 
VIRUS (ACMNPV) . //P41 663 

F-PLACE 1 0071 05//HYP0THET I CAL 83.6 KD PROTEIN C1SAI0. 10 IN CHROHOSO 
ME I . //2. 9 *-33 : 21 9 : 37//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST)./ 
/0I3730 
F-PLACEI007I II 

F-PLACE 10071 1 2//HYP0THET I CAL 9.2 KD PROTE IN. //O. 47 : 75: 28//ESCHERIC 
HI A C0L1.//P03853 

F-PLACE 1007 132//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//l . 8e-1 1 : 5 
6: 57//HOMO SAPIENS (HUMAN) . //P39 188 

F-PLACE 10071 40/ /CAR2 PROTE I N.//0. 72: 185: 24//SCH I ZOSACCHAROMYCES PO 
MBE (FISSION YEAST). //P4 1891 

F-PLACE 1 007 178//HYPOTHET I CAL 8.5 KD PROTEIN CY274. 40C. //O. 97: 79: 30 
//MYCOBACTERIUM TUBERCULOS I S. //Q10826 

F-PLACEI007226//HYPOTHET ICAL 42.6 KD PROTEIN IN CSW-ANSB INTERGEN 
1C REGION (0378). //I. 9#-1$: 1 23: 32//ESOCRICHI A COLI . //PS2062 
F-PLACE1 0Q7238//MY0S I N HEAVY CHAIN IB (MYOSIN HEAVY CHAIN IL).//5. 
So-IO: 98: 44//ACANTHAM0EBA CASTELLAN I I (AMOEBA). //PI 9706 
F-PLACE1007239//TRANSCRI PT10N ELONGATION FACTOR S-ll (TRANSCR I PT 1 0 
N ELONGATION FACTOR A) ,//3. 9e-1 9:96 : 57//HOMO SAPIENS (HUMAN) . //P23 
193 

F-PLACE1007242//GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGOS 
FORM 8 (RALGEF) . //I .0:132: 30//RATTUS NORVEGICUS (RAT).//Q03386 
F-PUCE 1007243//KYPOTHET ICAL 53.3 KD PROTEIN IN HXTB-CAN1 INTERGEN 
1C REGION. //O. 041 : 114: 29//SACCHAROMYCES CEREVISIAE (BAKER’ $ YEAST 
).//P39981 

F-PLACE1007257//DI APHANOUS PROTEIN. //I. 3e-42:205:46//DROSOPHILA ME 
UNOGASTER (FRUIT FLY) . //P48608 

F-PLACE 1 007274//CADMIUM-METALLOTH I ONE I N (CD-MT) . //O. 0S4 : 60 : 30/ ACL 
IX POMATIA (ROMAN SNAIL) (EDIBLE SNAIL).//P33187 
F-PLACE 100 7276//BETA-0EFENS IN I PRECURSOR (RHBD-1) (DEFENS I N, BETA 
1).//1. 0:42:28//SUS SCROFA (PIG).//062697 
F-PLACE 1 00 7282//OUTER CAPSID PROTEIN VP4 (HEMAGGLUTININ) (OUTER LA 
YER PROTEIN VP4) [CONTAINS: OUTER CAPSID PROTEINS VP5 AND VP8) . // 
0.070:1 26 :27//HUMAN ROTAVIRUS (SEROTYPE 4 / STRAIN ST. THOMAS 3)./ 
/PI 1200 
F-PLACE 1007286 

F-PLACE1 007301 //HYPOTWiT ICAL PROTEIN KIAA0168. //O. 042 :61 : 39//HOMO 
SAPIENS (HUMAN) . //P50 749 
F-PLACE! 00731 7 

F-PLACE 1 007 342//PROTE IN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (E 
LEMENT I-6IN0ING ACTIVITY) (TRANSCRIPTION FACTOR NTF-1). //I. 7#-06: 
77 : 36//DROSOPHILA MELANOGASTER (FRUIT FLY). //PI 3002 
F-PLACEI007346//TRANSCRI PTION INTERMEDIARY FACTOR 1-BETA (KRAB-A I 
NTERACTING PROTEIN) (KRI P-1) . //O. 0026: 147 : 27//MUS MUSCULUS (MOUSE 
).//Q62318 

F-PLACE1007367//! ! ! ! ALU SUBFAMILY SB WARNING ENTRY !!!!//!. 3e-37: 
110: 76//HOMO SAPIENS (HUMAN) . //P391 89 

F-PLACE 1O07375//PHORBOL ESTER/DI ACYLGLYCEROL-B I NO INC PROTEIN UNC-1 
3. //4. 7*-07 : 71 : 39//CAEN0RHAB0 I T I S ELEGANS. //P2771 S 
F-PLACE1O07386//HYPOTHET ICAL 7.6 KD PROTEIN IN FL01-PH011 INTERGEN 
1C REGION. //O. 74:48: 29//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST)./ 
/P3956I 

F-PLACEI007402//TRANSCRI PTIONAL REGULATORY PROTEIN ENTR (ENTER ICID 
IN R) . //0. 99:63: 36//C I TROBACTER FREUND 1 1. //OS 9280 
F-PLACE1007409//WHITE PROTEIN. //7. 9e-38: 1 79:41 //DROSOPH I LA MELANOG 
ASTER (FRUIT FLY) .//Pi 0090 ; 

F-PLACE10074I6//DI PEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (T- 
CELL ACTIVATION ANTIGEN CD26) (TP103) (ADENOSINE DEAMINASE COMPLEX 
INC PROTEIN-2) (ADABP).//0. 031 : 1 59: 23//HOMO SAPIENS (HUMAN) . //P2 74 
87 

F-PLACE I 0074S0//2 INC FINGER PROTEIN 39 (ZINC FINGER PROTEIN KOX27) 
(FRAGMENT). //0. 023: 36 :5Q//HOMO SAPIENS (HUMAN) . //PI 7038 
F-PLACE10074S2//HYPOTHET ICAL 22.1 KO PROTEIN IN CCPI-MET! INTERGEN 
1C REGION. //2. 2e-1 8: 85: 54//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
T) . //P361 49 

F-PLACE1 007454//PHOTOSYSTEN II REACTION CENTRE N PROTE IN. //O. 66: 1 
3 : 53//CHLAMYDOMONAS REINHARDT I I . //Q0S480 

F-PLACE1007460//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 93: 
45: 33//SUS SCROFA (PIG). //Q35914 

F- PLACE 1007478//RETR0 VIRUS- RELATED POL POLY PROTE IN [CONTAINS: REVE 

[0 6 8 7] 



RSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE]. //5. 3e-08: 50: S6//MU 
S MUSCULUS (HOUSE). //P1 1369 

F-PLACE 1 00 7484//HYP0THET I CAL 6.8 KD PROTEIN IN REPLICATION ORIGIN 
REG I ON . //O. 87 : 43 : 37//ESCHER I CH I A COL I . //P03849 
F-PLACE 10074B8//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTO 
R (RHO/RAC GEF) (FAC I OGEN I TAL DYSPUSIA PROTEIN) . //1 . 2e-2S: 202 : 31/ 
/HOMO SAPIENS (HUMAN) .//P98 174 

F-PLACE1 007507//HYPOTHET ICAL 16.0 KD PROTEIN IN TAF60-G4P1 INTERGE 
NIC REGION. //O. 12: 128: 25//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST 
).//P53139 

F-PLACE 1 0075 11 //KERATIN. TYPE I CYTOSKELETAL 19 (CYTOKERATIN 19) 
(K19) (CK 1 9) . //2. 1 8-45: 209:48//BOS TAURUS (BOVINE) . //P08728 
F-PLACEI007524//HYP0THETICAL 9. 2 KD PROTEIN.//0. 74:80:30//VACClNIA 
VIRUS (STRAIN COPENHAGEN). //P20550 
F-PLACEI 007525 

F-PLACE 1 007 537//NYOTROPH IN (V-1 PROTEIN) (GRANULE CELL OlFFEftNTIA 
TION PROTEIN) . //O. 045:92 : 30//MUS MUSCULUS (MOUSE), AND RATTUS NORV 
ECICUS (RAT). //P80144 

F-PLACE 1007544// IMMEDIATE-EARLY PROTEIN IE1 80. //1 . 5«-07 : 59: 50//PSE 
UOOR ABIES VIRUS (STRAIN KAPLAN) (PRV) .//P33479 

F-PLACE 1007547//HYP0THET I CAL 97.1 KD PROTEIN R0503.4 IN CHROMOSOME 
1 1 1 . //2. 5e-1 6 : 1 88 : 34/ /CAENORHABO I T I S ELEGANS. //P34537 
F-PLACE 1007557 

F-PLACEI 007583//PR0L I NE RICH 33 KO EXTENSIN-REUTED PROTEIN PRECUR 
SOR (FRAGMENT). //O. 98:72 : 33//DAUCUS CAROTA (CARROT) . //PO 6600 
F-PLACEI 007598//2 INC FINGER PROTEIN 92 (ZINC FINGER PROTEIN HTF12) 
(FRAGMENT). //I. 7e-1 1:88: 43//H0M0 SAPIENS (HUMAN) . //Q03936 
F-PLACE 1 0076 1 8//AN I ON EXCHANGE PROTEIN 2 (NON-ERYTHROID BAND 3-LIK 
E PROTEIN) (B3RP).//0. 19: 109: 27//MUS MUSCULUS (MOUSE) . //PI 3808 
F-PLACE I 007621//PHOSPHATE RECULON SENSOR PROTEIN PHOR (EC 2.7.3.-) 
(FRAGMENT). //O. 98: 34: 41 //PSEUDOMONAS AERUGINOSA. //P23621 
F-PLACE 1 007632//CQLLAGEN ALPHA 2(1) CHAIN (FRAGXCNT) .//O. 70: 1 10:34 
//BOS TAURUS (BOVINE) . //P0246S 

F-PLACE 1007645//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) . //O. 99 : 
20:45//STRUTHI0 CAMELUS (OSTRICH). //02 140 I 

F-PLACE 1007649//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2. 1.3) (CLUCAM 
1 , 4-ALPHA- GLUCOS IOASE) (1 , 4-ALPHA-O-CLUCAN CLUCOHVOROUSE) . //8. I 
8-06:1 97 :26//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P08 640 
F-PLACE 1 007677//! ! ! ! ALU SUBFAMILY SC WARNING ENTRY ! ! ! !//1 .0:47:4 
6//H0M0 SAPIENS (HUMAN). //P39! 92 

F-PLACE 1Q07688//LA PROTEIN HOMOLOC (U R I BONUCLEOPROTE I N) (LA AUTO 
ANTIGEN HOMOLOG). //2. 7 8-06:1 16 :28//AED6S ALBOP ICTUS (FOREST DAY MO 
SQU I TO) . //Q264S7 

F-PLACE 1007690//SPERM PROTAMINE PI. //0. 12:26 : 50//TACHYCLOSSUS ACUL 
EATUS ACUIEATUS (AUSTRALIAN ECHIDNA). //P353 11 
F-PLACE 1007697//SPERM PROTAMINE P1.//0. 19: 34: S2//DIDELPHIS NARSUPI 
ALIS VIRGINI ANA (NORTH AMERICAN OPOSSUM) , AND MONOOELPHIS OONESTlC 
A (SHORT-TAILED GREY OPOSSUM). //P35305 

F-PLACE 1007705//BIOH PR0TEIN.//0. 015:97: 29//ESCHERICHIA COLI. //PlJ 
00? 

F-PLACE 1007706//HYP07HET ICAL 112.2 KD PROTEIN IN TIF35-NPL3 INTERG 
ENIC REGION (0RF1) .//5. 38-55: 190: 56//SACCHAR0MYCES CEREVISIAE (BAK 
EPS YEAST). //P32898 
F-PLACE 1007725 

F-PLACE 1007729//PROTEASE (EC 3. 4. 23. -) . //1 . 8e-21 : 136 :42//M0USE NAM 
MARY TUMOR VIRUS (STRAIN BR6). //PI 0271 

F-PLACE 1 007730//SAL I VARY PROLINE-RICH PROTEIN 11-1 (FRACMENT) . //O . 
0031 :77:40//H0MO SAPIENS (HUMAN). //P8 148 9 

F-PLACE 1 00 7737//! ! ! ! ALU SUBFAMILY SX WARNING ENTRY M ! !//0. 78 : 39: 
S6//H0M0 SAPIENS (HUMAN) . //P 39 195 
F- PUCE 1007743 

F- PUCE 1 007746// RRP5 PROTEIN HOMOLOG (KIAA018S) (FRAOCNT) . //O. 006 
6:16B:2S//H0M0 SAPIENS (HUMAN) . //Q 1 4690 

F-PLACEI 00 7791 //KRUEPPEL PROTEIN (FRAGMENT) . //O. 62 : 1 7 : 41//LITH08IU 
S FORF I CATUS. //Q01 872 

F-PUCE1 00 780 ///HYPOTHETICAL 6.4 KO PROTEIN IN BLTR-SPOIIIC INTERG 

ENIC REG I ON. //1 . 0 : 40 : 30/ /BAC I LLUS SU8TILIS.//P54446 

F-PUCE1007810//ANTHOPLEURIN A (TOXIN AP-A).//0. 79: 28: 46//AHTH0PLE 

URA XANTHOGRAMH I CA (GIANT GREEN SEA ANEMONE) . //PO 1 530 

F-PLACE 1 00782 9//SP0RE COAT PROTEIN C. //1 . 0:65: 38//BACILIUS SUBTlLl 

S.//P39801 

F-PLACE 1007843 

F-PUCE 1 007846//L I NE - 1 REVERSE TRANSCR I PTASE HOMOLOC. //! . Se-32 : 37 : 
94//H0M0 SAPIENS (HUMAN) . //PO 8 54 7 

F-PLACE 1 007852//RHO-REUTED GTP-8INDING PROTEIN RHOH (GTP-BINDING 
PROTEIN TTF) . //8. 7e-0S: 1 38: 30/ /HOMO SAPIENS (HUMAN) . //0 1 5669 
F-PUCE 1 007858//ANAPHASE SPINDLE ELONGATION PROTEIN. //O. 0039: 1 27 : 2 
5//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P50275 
F-PUCE 1 007866 
F-PUCE 1007877 
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F-PUCEI 007897//C044 ANTI GEN PRECURSOR (PHAGOCYTIC GLYCOPROTEIN I) 
(PCP- 1 ) (HUTCH- 1 ) (EXTRACELLULAR MATR I X RECEPTOR- III) (ECMR- III) 
(GPSO LYMPHOCYTE HOMING/ A DUES I ON RECEPTOR) (HERMES ANTIGEN) (HYALU 
RONATE RECEPTOR) (HEPARAN SULFATE PROTEOGLYCAN) (HAM! ANTIGEN).// 
0. 44: 128: 28//MESOCRICETUS AURATUS (GOLDEN HAMSTER) . //Q60522 
F-PLACE 1007908//! ! ! ! ALU SUBFAMILY SC RARNINC ENTRY ! ! ! !//5. Se-28: 
6I:6S//H0M0 SAPIENS (HUMAN). //P3I1 92 

F-PLACE 1007946//HYPOTHET I CAL MERCURIC RESISTANCE PROTEIN MERC.//0. 
84:48: 3 7 //PSEUDOMONAS AERUCI NOSA. //P04139 

F-PLACE 10079S4//HYPOTHET I CAL 45. S KO PROTEIN IN FIGl-GlPl INTERGEN 
1C REGION. //O. 00070: 96: 29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
D.//P38226 

F-PLACE1O07955//HYPOTHETI CAL 84.3 KD PROTEIN ZK945. 10 IN CHROMOSOM 
E 1 1.//0. 00027:2 55: 23//CAENORHABOITIS ELEGANS.//Q09625 
F- PLACE 1 007 9 58//H I GH- AFFINITY CAMP-SPECIFIC 3,5' -CYCLIC PHOSPHOOI 
ESTERASE (EC 3. 1. 4. 17) .//I. 7e-09: 127:30//MUS MUSCULUS (MOUSE). //P7 
0453 

F-PLACE 1 007 96 9//HYP0THET I CAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENI 
C REGION.//2.4e-05:104:37//AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDR 
OS IS VIRUS (ACMNPV) . //P41 479 

F-PLACE 100 7 990//SPER1 PROTAMINE PI. //O. 78 : 36 : 47//0RN I THORHYNCHUS A 
NATINUS (DUCKBILL PUTYPUS) . //P3S307 

F- PLACE 1 008 000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-110 (CHAPSY 
N-110) (SYNAPTIC OENSITY PROTEIN PSD-93).//!. 2e-1«: 128: 39//RATTUS 
N0RVEG1CUS (RAT) .//Q63622 
F-PUCEI 008002 

F-PLACE 1 008044//IBJCLEAR PORE COMPLEX PROTEIN NUP107 (NUCLEOPORIN N 
UP107) (107 KD NUCLEOPORIN) (P10S).//3. 9«-106:208:93//RATTUS NORVE 
GiCUS (RAT) . //P 52 590 

F-PLACE 100804S//C0LLACEN ALPHA 1(111) CHAIN (FRAGMENTS). //3. 9«-09: 
49 : 53/ /BOS TAURUS (BOVINE). //P 2 5508 

F-PLACE 1008080//RNA REPLICASE POLYPROTEIN (EC 2. 7. 7. 48). //0. 00025: 
1 00: 27//EGGPLANT MOSAIC VIRUS.//P20I26 

F-PLACE1008095//PR0T0PORPHYR IMOGEN OXIOASE (EC 1.3. 3.4) (PPO).//0. 
90:74:25//MYC08ACTERIUM TUBERCULOSIS. //053 2 30 

F-PLACE10081 1 1//HYP0THETICAL PROTEIN MJECS12. //O. 30: 38: 42//METHAN0 
COCCUS JANNASCHI I . //Q6031 1 

F-PLACE 1 008 122//PEA2 PROTEIN (PPF2 PROTEIN) . //O. 0085:1 17 :34//SACCH 
AROMYCES CEREVISIAE (BAKER’S YEAST) . //P4 0091 

F-PLACE1 008 1 2 9// PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS 

).//!. 8*-06: 154: 36//GALLUS GALLUS (CHICKEN) .//P0246 7 

F-PLACE10081 32//HYPOTHET I CAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOM 

E 1 1 1 .//1 .4e-13: 227 : 36//CAENORHABOITI S ELEGANS.//Q09531 

F-PUCE 1008 177//TR I CHQHYAL IN. //I. 7e-IO: 230: 26//0VIS ARIES (SHEEP). 

//P22793 

F-PLACE 1008 181 

F-PLACE 1 008 198//SK IN SECRETORT PROTEIN XP2 PRECURSOR (APEC PROTEI 
N). //O. 00044: 121 :34//XEM0PUS LAEVIS (AFRICAN CLAMED FROG) . //PI 7437 
F-PLACE 1 008201 //ZINC FINGER PROTEIN ZFMSAI2A.//3. Oe-OS: 82: 37//MICR 
OPTERUS SALMO IDES (LARGEMOUTH BASS) . //P3862I 

F-PLACE 1 008209//NETALL0TH I ONE I N- 1 (MT- 1 ) . //O. 95 : 3 9 : 35//CERC0P I THEC 
US AETHIOPS (GREEN MONKEY) (CRIVET) .//P02797 

F-PUCE 1 00823 1//PR0CYCL 1C FORN SPECIFIC POLYPEPTIDE BI-ALPHA PRECU 
RSOR (PROCYCLIN) (PARP) . //O. 028:23: 52//TRYPANOSOMA BRUCE I 8RUCEI./ 
/P08469 

F-PLACE 1 008 244//VEGETAT I BLE I NCONPAT I B I L I TY PROTEIN HET-E-1.//2.2 
e-23: 148: 38//POOOSPORA ANSERINA.//Q00808 

F-PUCE 1008273//COATOttR GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GANN 
A-COP). //I. I e-97:222:81 //BOS TAURUS (BOVINE).//P53620 
F-PLACE 1 0082 75//0NA REPAIR PROTEIN REV1 (EC 2.7. 7.-).//S.8e-20: IS 
1:37//SACCHARONYCES CEREVISIAE (BAKER'S YEAST) .//PI 2689 
F-PUCE1008280//LINE-I REVERSE TRANSCRIPTASE HOMOLOG. //6. I e-23: 12 
4:42/ AMNIO SAPIENS (HUMAN) . //P08547 

F-PUCE1008309//HYPOTHETICAL 98.3 KD PROTEIN C9GI.0SC IN CHROMOSOM 
£ I . //O. 47 : 99: 37//SCHI ZOSACCHAROMYCES P0M8E (FISSION YEAST) . //0143 
02 

F-PUCE 100B329//PUTAT I VE Z PR0TEIN.//0. 73:52 :28//0V IS ARIES (SHEE 
P) . //P08I05 

F-PUCE 10083 30//! ! ! ! ALU SUBFAMILY SQ lARNINC ENTRY ! ! ! !//9. Oe-37: 
75: 8I//H0M0 SAPIENS (HUMAN) . //P391 94 

F-PUCE 1008331//! !! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//4. 1 #-08:7 
0: SO//HOMO SAPIENS (HUMAN).//P39I88 

F-PUCE 1 008 3 56/ /FRUIT PROTEIN PKIMI50I.//0.0037:I48:29//ACTINIDIA 
CHINENSIS (KIBI) (YANGTAO) . //P43393 

F-PUCE 1 008368//R INC CANAL PROTEIN (KELCH PROTEIN) .//3. 5«-18: 205: 3 
0//DROS0PHI U NELANOGASTER (FRUIT FLY).//Q04652 
F-PUCE1 008369 
F-PUCE1 008392 

F-PUCE1 0O8398//GENE 33 POLYPEPT I DE . //1 . Se- 1 02 : 225 : 84//RATTUS NORV 
EGICUS (RAT) .//P05432 
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F-PUCE1 008401 //PROLINE- RICH PROTEIN NP-3 (FRAGMENT) . //2. 9e-Q8: 18 
6 : 34//MUS NUSCULUS (MOUSE). //P05I43 

F-PUCE 1008402//GENERAL VESICULAR TRANSPORT FACTOR PI 1 5 (TRANSCYTO 
SIS ASSOCIATED PROTEIN) (TAP).//9.4*-l05:207:98//B0S TAURUS (BOVIN 
E).//P41S41 
F-PLACE 1008405 

F-PUCE 1008424//PROTE IN ULS6.//1.0:65:33//HERPES SIMPLEX VIRUS (TY 
PE I / STRAIN 1TEM).//P35297 

F-PUCE 1008426//MYOS IN HEAVY CHAIN. NON-MUSCLE (ZIPPER PROTEIN) (M 
YOSIN I l).//4. 4e-05: 185: 28//DROSOPH I U NELANOGASTER (FRUIT FLY).// 
Q99323 

F-PUCE 1 008429//NEURONAL AXONAL MEMBRANE PROTEIN NAP- 2 2. //O. 00054 ; 
I72:25//RATTUS NORVEGICUS (RAT) . //Q0517S 

F-PLACE 1 008437//HYPOTHET I CAL 115.4 KO PROTEIN ZK757. 3 IN CHROMOSOM 
E 1 1 1.//I. 9e-23 : 226: 34//CAENORHABO ITIS ELECANS.//P34681 
F-PUCE1 008455//DNA-B I NOING PROTEIN (ACNOPROTE I N) . //O. 97: 23:52//BU 
DGERIGAR FLEDCLING DISEASE VIRUS (BFOV) . //PI 3893 
F-PUCE 1008457//!! !! ALU SUBFAMILY J NARNING ENTRY ! ! ! !//2. 1e-»2: 8 
9: 47//H0K0 SAPIENS (HUMAN) . //P391 88 

F-PLACE I 008465//Z INC FINGER PROTEIN 31 (ZINC FINGER PROTEIN K0X29) 
(FRAGMENT). //O. 0001 7: 23 :43//H0M0 SAPIENS (MAIAN) . //PI 7040 
F-PUCE 1008488//HYPOTHET I CAL PROTEIN ULS1. //9. le-05: 204: 30//HUMAN 
CYTOMEGALOVIRUS (STRAIN ADJ69) . //P168I8 

F-PUCE 10Q8524//HOMEOBOI PROTEIN HLX1 (HOMEOBOX PROTEIN HB24).//0. 
95: 74: 36//HOMO SAPIENS (HUMAN). //Q 14774 

F-PLACE1 008531//!!!! ALU SUBFAMILY SC NARNING ENTRY ! ! ! !//3. 1*-QS: 
86: 45//H0M0 SAPIENS (HUMAN) . //P391 92 

F-PUCE 1008532/ /HY POTHET I CAL 36.4 KD PROTEIN IN SMPI-MBAI INTERGEN 
1C REGION. //3. 9e-21 : 62 : 45//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T).//P38298 

F-PUCE 1 008 533//HYPOT1CT I CAL 86.2 KO PROTEIN C4G8. 04 IN CHROMOSOME 
I.//3. 5e-06: 1 18: 29//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST). //Q 
09830 

F-PUCEIO08S68//NEURONATIN.//O. 046 : 34: S2//H0M0 SAPIENS (HUMAN) . //Q 
16517 

F-PUCE 1 008584//HUNCH6ACK PROTEIN (FRAGMENT) . //O. 94:30: 43//L I THQB I 
US F0RF1CATUS. //Q02030 

F-PUCE 1008603//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN N 
UP1S5) (155 KO NUCLEOPORIN) (P140).//3. 9«-123:224:96//RATTUS NORVE 
GICUS (RAT) . //P37t 99 

F-PUCE 1 00862 1 //B-CELL GROWTH FACTOR PRECURSOR (BCCF-12 KD).//5.0 
e-05:3l:67//HOMO SAPIENS (HUNAN). //P2 0931 

F-PUCE1008625//DI SAGREGIN (PLATELET AGGREGATION ACTIVATION INHIBi 
TOR) . //O. 87:17: 52//ORN I THOOOROS MOUBATA (SOFT TICK) . //P36235 
F -PUCE 1 008626/ /METALLOTH I ONE I N- 1 (NT-l).//0.77:33:36//SCYLU SERR 
ATA (HUD CRAB) . //P02805 

F-PUCE1008627//NETALLOTHIONEIN-1 1 1 (NT-Ill) (GROWTH INHIBITORY FA 
CTOR) (GIF) <CIF8).//0. 14: 44: 31 //HOMO SAPIENS (HUMAN) . //P2571 3 
F-PUCE 1008629 

F-PLACE 1008630//PROTAM I HE Z3 (SCYLUORHI NINE Z3).//0. 78: 33: 36//SC* 
LlORHINUS CANICUU (SPOTTEO DOGFISH) (SPOTTED CATSHARK) . //P302S8 
F-PLACE 1008643// I NTER-ALPHA-TRYPS IN INHIBITOR HEAVY CHAIN H4 PRECU 
RSOR ( I T I HEAVY CHAIN H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HE 
AVY CHAIN- REUTED PROTEIN) (PUSMA KALLIKREIN SENSITIVE GLYCOPROTE 
IN 120) (PK-120) .//l. 7e-30:220:41//H0M0 SAPIENS (HUMAN) .//Q 14624 
F-PUCE 1 008650//PP1/PP2A PHOSPHATASES PLEIOTROPIC REGUUTOR PRL1./ 
/2. Se-10: 106: 31 //ARAB I OOPS IS T HAL I ANA (MOUSE-EAR CRESS) . //Q4 2 384 
F-PUCE1 OQB693//BOWMAN-6 1 RK TYPE PROTEINASE INHIBITOR (NSTI) . //I. 
0:36: 38//MED I CAGO SCUTELUTA (SNAIL MEDIC) . //P8032I 
F-PUCEI OOS696//NAOH-UBIQUINONE OX IDOREDUCTASE 23 KO SUBUNIT PRECU 
RSOR (EC 1.6. 5. 3) (EC 1.6.99.3) (COMPLEX I-23KD) (CI-23KD) (TYKY S 
UBUN I T) . //4. 8*-1 4 : 47 : 80//H0MO SAPIENS (HUMAN). //00021 7 
F-PUCE 1 0087 1 S//HYPOTHET I CAL 13.4 KD PROTEIN IN ACTS- YCK1 INTERCEN 
1C REGION. //O. 66:1 05: 24//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 
//P38834 

F-PUCE 1008748//HYP0THET I CAL 57.5 KO PROTEIN IN VMA7-RPS25A INTERG 
ENIC REGION. //O. 10: 178: 26//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P53214 

F-PLACE 10Q8757//HYPOTHET I CAL 10.1 KD PROTEIN IN RHSO-GCL INTERGENI 
C REGION (0RFD3) . //0. 60:44: 34//ESCHER ICHIA COLI.//P33669 
F-PUCE 1008790// IMPORT IN ALPHA-6 SUBUNIT (KARYOPHERIN ALPHA-6 SUBU 
NIT) (IMPORT IN ALPHA S2) . //3. Oe-69: 191 . 80//MUS MUSCULUS (MOUSE) .// 
035345 

F-PUCE 1008798//BACTER IOC IN UCT08IN A.//1. 0:34:41//UCTO8ACILLUS 
AMYLOVORUS. //P80696 

F-PUCE 1 008807/ /L I NE- 1 REVERSE TRANSCRIPTASE HOMOLOG. //O. 91 : 77: 36/ 
/HOMO SAPIENS (HUMAN) . //P08547 

F-PUCEI 008808//REC1 PR0TEIN.//0.45:39:30//USTIUG0 MAYO IS (SMUT F 
UNCUS). //PI 4746 
F-PUCE 100881 3 
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F-PUCE 1008851 //VERY HYPOTHETICAL 11.8 KO PROTEIN IN KTR3-OUR1.2 I 
NTERGENIC REGION.// 1.0: 6* :30//SACCHARONYtt$ CEREVISIAE (BAKER'S YE 
AST).//P383D9 

F-PUCEIOOB8S4//HYPOTHETICAL 18?. 0 KO PROTEIN IN NMDS-H0M6 INTERGE 
NIC REGION.//!. 0:82: 2 6//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST)./ 
/P47I70 

F-PLACE 1 Q08867//PATAT I N T5 PRECURSOR (POTATO TUBER PROTE I N) . //0. 6 

5: Si :36//SOUNUM TUBEROSUM (POTATO). //PI 5478 

F-PLACE 1008887//UNE-1 REVERSE TRANSCRIPTASE HOMOLOG. //I . Se-56: 18 

0 : 54/ /NYCT I CEBUS COUCANG (SLOT LORIS). //P08 548 

F-PUCE 1008902 

F-PLACE1 008920 

F-PLACE1008925//HYPOTHETICAL 41.2 KO PROTEIN IN GAPA-RND INTERGENI 

C REGION. //O. 90: 77 : 33//ESCHERICHI A C0U.//P7S242 

F-PLACE 1 008934//HY POTHET I CAL PROTEIN IN ADHS 5’ REGION (0RF3) (FRAG 

NENT).//0. 14:77: 45//GLUC0N0BACTER SUBOXYDANS.//OOS543 

F-PLACE 1008941 //ZINC FINGER PROTEIN 141. //I. Ie-I7: 45: 95//HOMO SAPI 

ENS (HUMAN). //Ql 5928 

F-PLACE1008947//MAJOR CENTROMERE AUTOANT I GEN 8 (CENTROMERE PROTEIN 
B) (CENP-fl) . //4 . 1 e-1 4 : 1 36 : 39//MUS MUSCULUS (HOUSE) . //P27790 
F-PUCE1009020//ANNEXIN VII (SYMEXIN) (FRAGMENT) . //O. 74: 37 : 48//B0S 
TAURUS (BOV 1 NE) . //P20072 

F-PLACE1009027//NAOHHIBIQUINONE OIIDOREDUCTASE CHAIN 4L (EC 1.6.5. 
3) . //0. 39:57: 36/ /BALAENOPTERA HUSCULUS (BLUE »HALE).//P4130I 
F-PLACE 1009039 

F-PLACE1 00904 5//HYP0THET ICAL 9.5 KO PROTEIN IN SPEA-METK INTERGENI 
C REGION (F83).//0.48:32:43//ESCHERICHIA COLI. //P46879 
F-PLACE 1009048 
F-PLACE 1009050 

F-PLACE1 009060//HY POTHET I CAL 98.3 KO PROTEIN R10E12. 1 IN CHROHOSOM 
E 1 1 1.//4. 9e-23: 244; 31//CAENORHABOITIS ELEGANS.//P34552 
F-PLACEl 009090//50S RIBOSOMAL PROTEIN L35.//1. O:27:51//HTCOPLASMA 
GENITALIUM.//P47439 
F-PUCE 1009091 

F- PUCE 1009094/ /NEl -LIKE PROTEIN (FRAGMENT) . //3. 6a- 1 5: 180: 30//HQMO 
SAPIENS (HUMAN) . //Q92B32 

F-PUCE1 0090 99//Z INC FINGER PROTEIN 27 (ZFP-27) (MKR4 PROTEIN) (FR 
AGKNT). //1 . 4e-94: 228: 71//MUS HUSCULUS (HOUSE) .//PI 0077 
F-PUCE1Q091 10//HIRUDIN HV1 (BUFRUOIN).//!. 0:49:34//HIRU01NARIA HA 
NILLENSIS (BUFFALO LEECH) . //P8 149 2 

F-PUCE10091 1 1//! ! ! ! ALU SUBFAMILY SX IARNING ENTRY ! ! ! !//1.4e-05: 
30:83//H0M0 SAPIENS (HUMAN). //P39 195 

F-PUCE 1 0091 13//ANNEX IN VII (SYNEXIN) (FRAGMENT). //O. 032: 40: 52//BO 
S TAURUS (BOVINE). //P20072 

F-PUCE 1 0091 30//HYPOTHET I CAL PROTEIN KIAA0032. //3. 3e-37: 214: 38//H0 
MO SAPIENS (HUMAN). //Ql 5034 

F-PUCE 1009 ISO//!!!! ALU SUBFAMILY SX VANNING ENTRY ! ! ! !//!. 6e-32: 
56 : 76//HOMO SAPIENS (HUMAN). //P39 195 

F-PUCE 1 009 1 55// ! ! ! ! ALU SUBFAMILY SQ VANNING ENTRY !! ! !//1. 2e-17: 
101 : 57//H0M0 SAPIENS (HUMAN) . //P39 194 

F-PUCE 1 009 158//HYP0THET I CAL PROTEIN W(RFX (J1 1) . //O. 0058: 73:42//H 
UMAN CYTOMEGALOVIRUS (STRAIN AD169) . //P0971 I 

F-PUCE 1009 1 6 6//CYT0S0L 1C PURINE 5’ -NUCLEOTIDASE (EC 3. I. 3. 5).//0. 
0086 : 96 : 30//K0MO SAPIENS (HUMAN) . //P49902 

F-PUCE 1 009 1 72//HYPOTHET I CAL 8.7 KD PROTEIN IN CAPA-RNO INTERCENJC 
REG I ON. //1 . 0 : 1 9 : 52//ESCHER I CH I A COLI. //P76246 
F-PUCE1009174//!!!! ALU SUBFAMILY SQ VANNING ENTRY ! ! ! !//3. le-17: 
47 : 82//H0M0 SAPIENS (HUMAN) . //P39 194 
F-PUCE 1009 1 83 

F- PUCE 1 009 1 86//HY POTHET I CAL 11.4 KD PROTEIN C13G6.04 IN CHROMOSOM 
E I.//0. 019:62: 24//SCHIZOSACCHAROMYCES POHBE (FISSION YEAST). //Q09 
783 

F-PUCE 1 009 190//PALM I TOYL-COA HYDROUSE (EC 3. 1.2.2) (LONG-CHAIN F 
ATTY-ACTL-COA HYOROUSE) (FRAGMENT). //O. 027 : 53: 28//RATTUS NORVEGIC 
US (RAT) . //P80250 

F-PUCE 100 9200//!!!! ALU SU8FAMILY SQ VANNING ENTRY ! ! ! !//S. 4e-28: 
84: 71 //HOMO SAPIENS (HUMAN). //P39I94 

F-PUCE 1009230//! ! ! ! ALU SUBFAMILY SB VARNING ENTRY !»!!//2.8e-l2: 
S0:74//H0M0 SAPIENS (HUMAN) . //P39 189 

F-PUCE1 009246//UB I QU I NO L -CYTOCHROME C REDUCTASE COMPLEX 7.8 KD PR 
OTEIN (EC 1.10.2.2) (MITOCHONDRIAL HINGE PROTEIN) (CR7).//1.0: 17:5 
2//S0UNUN TUBEROSUM (POTATO) . //P48S04 

F-PLACE 1009298//VACU0LAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS35. 
//6.6«-41:!77:S3//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) .//P341 1 
0 

F-PUCE1 009308/ AERAT IN. ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KER 
ATIN) . //O. 00034: 108: 33//KOMO SAPIENS (HUMAN) . //P26371 
F-PUCE1 00931 9//PRESYNAPT 1C DENSITY PROTEIN 95 (PSD-95) . //5. 3e-l6: 
84 : 5D//H0N0 SAP I ENS (HUMAN) . //P78352 

F-PUCE 1 009328//L I ME— 1 REVERSE TRANSCRIPTASE HOMOLOG. //6. 9e-82 : 26 
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3 :67//HCMO SAPIENS (HUMAN) . //P08547 

F-PLACE 1009335//60S RIBOSOMAL PROTEIN L32.//0. 95:71 : 36//HOMO SAPIE 
NS (HUMAN). MUS NUSCULUS (MOUSE). AND RATTUS NORVEGICUS (RAT) . //PO 
2433 

F-PLACE 1 009338// TRANSCR I PT I ON FACTOR *$-S (HAIRY AW) ENHANCER OF 
SPLIT 5).//0. 90: 42:40//MUS MUSCULUS (MOUSE) .//P701 20 
F-PUCE 1009368//BAS 1C PROLINE-RICH PEPTIDE IB-1 . //O. 013: 33 :48//H0M 
0 SAPIENS (HUMAN). //P04 281 

F-PLACEl 009375//HYP0THET ICAL 88.1 KD PROTEIN K02D10. 1 IN CHROMOSOM 
E III. //0. 002 2:135:21 //CAEN0RHA8D I T I S ELECANS. //P34492 
F-PUCE1009388// ! ! ! ! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//4. 8e-22. 
73: 65//KOMO SAPIENS (HUMAN) . //P3 9 1 95 

F-PUCE 1 009 398//Z I NC FINCER PROTEIN 84 (ZINC FINCER PROTEIN HPF2) . 
//8. 1 e-83: 223 : 65//HOMO SAPIENS (HUMAN). //PS 1 52 3 
F-PUCE 1009404//GLUTEN IN, HIGH MOLECUUR VEICHT SUBUNIT P1212 PREC 
URS0R.//0. 047:1 45 :29//TRITI CUM AESTIVUM (VHEAT) . //P0S489 
F-PLACEl 00941 0//T0X IN C13SIC1 PRECURSOR. //O. 22: 21 :47//DEN0R0A$PiS 
ANGUSTICEPS (EASTERN GREEN MAMBA) .//PI 8329 

F-PLACEl 009434//NADH-UB I QUINONE OX I DOREDUCTASE SUBUNIT K (EC 1.6. 
5.3) (FRAGMENT). //O. 81: 61 : 29//ANTHOCEROS F0RM0SAE.//Q31 791 
F-PLACEl 009443//SPL I CEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A6 
6).//9. le-05:93: 32//MUS MUSCULUS (MOUSE). //Q62203 
F-PLACEl 009444//PHOSPHATIOYL INOSITOL 4-KINASE ALPHA (EC 2.7.1.67) 
(PI4-KINASE) (PTD I NS-4-K I NASE) (PI4K-ALPHA) .//6. 4e-1 S: 41 : 97//H0M0 
SAPIENS (HUMAN). //P42 356 

F-PUCE10094S9//HYPOTHETICAL 42.3 KD PROTEIN C12G12.1IC IN CHROMOS 
OME I.//0. 0011:1 19: 31//SCHIZOSACCHAROMYCES P0M8E (FISSION YEAST)./ 
/Q09874 

F-PUCEI009468//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP).//4. 2 
e-34 : 1 01 : 75//RATTUS NORVEGICUS (RAT) . //P543 1 9 

F-PUCE1 009476//DMA-B I NDING P52/P100 COMPLEX. 100 KO SUBUNIT (FRAG 
MENTS) . //O. 086 : 21 : S2//H0M0 SAPIENS (HUMAN) . //P30808 
F-PUCE 1 009477 

F-PUCE 1009493//HYPOTHET I CAL 127.3 KO PROTEIN B04l6.t IN CHROMOSOM 
E X.//l.4e-18: 1 38: 39//CAENORHABOITIS ELECANS. //Ql 1069 
F-PLACEl 009524//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) 
(ARF EXCHANGE FACTOR) . //9. 4e-80 : 1 55 : 85//H0M0 SAP I ENS (HUMAN) . //Q99 
418 

F-PLACEl 009539//GTP-B I NDINC NUCLEAR PROTEIN RAN/TC4.//I. 0:76:26//G 
IAROIA L AMELIA (GIARDIA INTEST I NAL I S). //P38543 

F-PUCE1 009542//!!!! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//0. 0001 6: 3 
1 : 77//HOMO SAPIENS (HUMAN) .//P3 9 1 88 

F-PUCE 1 009 57 1 //ATP SYNTHASE B CHAIN (EC 3.6.1.34) (SUBUNIT I).// 

0. 88: 1 16: 29//STREPTOCOCCUS PNEUMONIAE. //Q59952 

F-PUCE 1 00958 1 //50S RIBOSOMAL PROTEIN L32.//0. 00023: 37: 5I//RHOOOBA 

CTER CAPSULATUS (RHOOOPSEUOONONAS CAPSUUTA) . //P30788 

F-PUCE1 009595 

F-PUCE 1009596//HYP0THET I CAL 40.4 KD TRP-ASP REPEATS CONTAINING PR 
OTEIN C14B1.4 IN CHROMOSOME III.//2. le-36: 116:49//CAEN0RHAB0ITlS E 
LEGANS. //Ql 7963 

F-PUCE 1009607//! I ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//l . 8e-43 : 7 
3: 69//HOMO SAPIENS (HUMAN) . //P391 88 
F-PUCEI00961 3 

F-PUCE1 0096 21 //TRANSCRIPT I ON FACTOR BTF3 HOMOLOG 2. //O. 91 : 29:44// 
HOMO SAPIENS (HUMAN) . //Q 13891 

F-PUCE1 00 96 2 2 //MATERNAL EFFECT PROTEIN STAUFEN. //I. 3#-22: 132:47// 
DROSOPHILA MELANOGASTER (FRUIT FLY) . //P251 59 

F- PUCE 1 00 963 7//HY POTHET ICAL 18.1 KO PROTEIN IN CFXA 3' REGION.//0. 
30:28: 57//BACTER0 I OES VUIGATUS. //P30905 

F-PUCE 1 0096 3 9//L I PASE MODUUTOR PRECURSOR (LIPASE HELPER PROTEIN 
) . //O. 23:79:31 //PSEUDOMONAS AERUGINOSA. //Q0459 1 
F-PUCE 1 009659/ /MEMBRANE -ASSOC I ATED PROTEIN HEM- 2 (BRAIN PROTEIN H 
19) (MH19) (FRAGMENT). //3.9e- 126: 227 :96//MUS MUSCULUS (HOUSE) . //P2 
8660 

F-PUCE 1 009665// 1 G KAPPA CHAIN V-l REGION (HAU) . //O. 52 : 89: 35//HOMO 
SAPIENS (HUMAN). //PO 1 600 

F-PLACE 1QO9670//CYCL0MALTODEXTR IN GLUCANOT RAN SFE RASE PRECURSOR (EC 
2.4.1.19) (CYCLOOEXTRIN-CLYCOSYLTRANSFERASE) (CGTASE) . //O. 16: 1 14: 
29//PAEN I BACILLUS MACERANS (BACILLUS MACERAMS) . //P31835 
F-PUCE 1009708//HYPOTHET ICAL 143.3 KD TRP-ASP REPEATS CONTAINING P 
ROTEIN C12GI2. 13C IN CHROMOSOME I.//9. 6e-l9: 1 56: 36//SCHI ZOSACCHARO 
NYCES POMBE (FISSION YEAST) . //Q098 76 

F- PUCE 1 009721 //MSF1 PROTEIN. //7. 7e-23 : 176: 33//SACCHAROMYCES CEREV 
ISIAE (BAKER'S YEAST) . //P35200 

F-PUCE1 009731 //A ICl PROTEIN. //I. I«-09:91 : 43//ARAB I OOPS I S THALIANA 
(MOUSE-EAR CRESS) . //P541 20 

F-PUCEl 009763//HYPOTHETICAL 48.9 KO PROTEIN C24H6.12C IN CHROMOSO 
ME I . //8. 3e-42 : 1 71 : 51//SCHI20SACCHAR0MYCES POMBE (FISSION YEAST)./ 
/Q09765 

F-PLACE 1 009794//C-HORD6 1 N (CLONE PC H0R1-3) (FRAGMENT) . //O. 99: 36 : 3 
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3//H0RDEUN VULGARE (BARLEY) . //PI 7991 

F-PUCE1009798//HYPOTHETICAL PROTEIN C22F3. 14C IN CHROMOSOME I (FR 
AGM£NT).//2. 6 e- 34 : 191 : 38//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAS 
T) . //Q09779 

F-PUCE1009845//MEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31).// 
2.2e-19:l9Q:»//SACCHAROMYCES CEREY I S I AE (BAKER'S YEAST) . //P38968 
F-PLACE 1 009861 //CATHEPS I N B PRECURSOR (EC 3. 4. 22. 1) .// 4 . 40-20: 171 : 
33/ /BOS TAURUS (BOVINE) . //P07688 

F-PLACE1O09S79//HYPOTHETICAL 8.7 KO PROTEIN IN RPL22-RPL23 INTERGE 
NIC REGION (0RF70) . //O. 99:30: 33//ASTASIA LONGA (EUCLENOPHYCEAN ALC 
A).//P34779 
F- PLACE 100 98 88 

F-PLACE 1 009888//NOMSTRUCTURAL POLYPROTEIN [CONTAINS: NONSTRUCTURAL 
PROTEIN NSP4] (FRAGMENT) .//I. 0:33: 42//IESTERN EQUINE ENCEPHALITIS 
VIRUS. //PI 3898 

F-PLACE 1 00990B//HYPOTHET I CAL GTP-flINDINC PROTEIN C3FI0. I6C IN CHRO 
NOSONE I . //3. 1 e-42 : 205 : 46//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAS 
T) . //Q101 90 
F-PLACE 1 00 9921 

F-PLACE 1009924//ATP SYNTHASE A CHAIN (EC 3.8.1.34) (PROTEIN 6).// 
0. 70: 1 28: 2S//TRYPANOSOMA BRUCE I BRUCE I . //P24499 
F-PLACE 100992 5// ATP SYNTHASE D CHAIN. MITOCHONDRIAL (EC 3.6.1.34). 
//O. 99:111 :27//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST) . //P30902 
F-PUCE 10G9935//HYPOTHET I CAL PROTEIN NJ0258. //0. 063: 75: 32//NETHAN0 
COCCUS JANNASCHI I . //QS7706 

F-PLACE 1009947//NEUROGRAN IN (NG) (P17) (B-50 I NMUNOREACT I VE C-KINA 
S£ SUBSTRATE) (BICKS) (FRACttNT). //O. 33: 51 : 4S//B0S TAURUS (BOVINE 
).//P35722 

F- PUCE 100997 1 //M I PP PROTEIN (MURINE I AP- PROMOTED PUCENTA-EXPRESS 
ED PROTEIN) . //0. 022 : 84 : 27//NUS MUSCULUS (NOUSE). //P28575 
F-PUCE1 009992//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24. 
-) (BMP- 1).//0. 0001! : 35: 5I//H0M0 SAPIENS (HUMAN). //PI 3497 
F-PUCE 10O999S/AR0P0MY0S IN, SMOOTH MUSCLE/FIB ROBUST CTM1 . //O. 05 
2:185: 22//CIONA I NTEST I HAL I S. //Q070S8 

F-PUCE 1 0099 97/ ARANSCR I PT I ON ELONGATION FACTOR S-ll (RNA POLYMERA 
SE II ELONGATION FACTOR DMS-II) (TFI IS). //0. 68:98 :28//DROSOPHIU M 
ELANOGASTER (FRUIT FLY) .//P20232 

F-PUCE 101 D023//HYP0THET I CAL 83.8 KO PROTEIN C27F2.7 IN CHROMOSOME 
III. //6. 6e-06 : 1 1 1 : 32//CAENORHABO I T I S ELEGANS. //Ql 8262 
F-PUCE 1010031 //HYPOTHET I CAL 24.1 KO PROTEIN IN LEF4-P33 INTERCENI 
C REGI0N.//0. 0024:72:33//AUTOGRAPHA CAL I FORMICA NUCLEAR POLYHEOROS 
IS VIRUS (AQMPV) . //P41479 

F-PUCE1010053//HYPOTHET I CAL PROTEIN HIO593.//0.83:24:45//HAEM0PHI 
LUS I NFLUENZAE. //P44022 
F-PUCE 101 0069 

F-PUCE1OI0O74//VACUOUR PROTEIN SORTINC-ASSOCIATED PROTEIN VPS5./ 
/O. 00027:1 92 : 28//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST).//Q9233I 
F-PUCEI01 0O76//HUNCHBACK PROTEIN (FRAGMENT) . //O. 80: 39: 30//SC I ARA 
COPROPHIU (FUNGUS GNAT) . //Q01790 

F-PUCE 1 01 0083//RHO-GAP *MAT0P01ETIC PROTEIN Cl (P1 15) (KIAA0131 
).//2. 70-48:1 77 :46//H0M0 SAPIENS (HUMAN) .//P981 71 
F-PUCE 1 01 0089/AB I QU I T I N CARB01 YL-TERN I NAL HYOROUSE 11 (EC 3.1. 
2.15) (UBIQUITIN TH I OLESTERASE 11) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE 13) (DEU8 1 QUIT I NAT INC ENZYNE 11) (Kl AA0055) . //7. 9e-07 : 5S: 
43//HOMO SAPIENS (HUMAN) . //P408 18 

F-PUCE1010096//100 KD PROTEIN (EC 8. 3. 2. -) .//I. Oe-107 : 232 : 90//RAT 
TUS NORVEGICUS (RAT) .//Q62671 

F-PUCE10I0102//DNA-DI RECTED RNA POLYNERASE SUBUNIT N (EC 2. 7. 7. 6 
) . //1 . 0: 33: 45//METHAN0C0CCUS JANNASCHI I . //Q57S49 
F-PUCEI010105//RING CANAL PROTEIN (KELCH PROTEIN). //I. 20-47:200:4 
8//DR0S0PHIU ICLANOGASTER (FRUIT FLV).//Q04652 
F- PUCE 10101 06//RE T ROV I RUS- RE UTEO POL POLYPROTEIN [CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49); ENDONUCLEASE).//!. 20-1 4: 94: 41 //HU 
S MUSCULUS (HOUSE). //P1 1389 

F-PUCE10101 34//HYP0THETI CAL. 171.5 KD HELICASE IN NUT1-AR02 INTERG 
ENIC REG I ON. //4. Oe-28: 78: 76//SACCHAR0NYCES CEREVISIAE (BAKER'S YEA 
ST) .//P531I5 

F-PUCE10101 48//CAR2 PROTEIN. //2. 60-05: 1 80: 26//SCH I ZOSACCHAROMYCES 
PONBE (FISSION YEAST) .//P4 1 891 

F-PUCE10101S2//UBIQUITIN CARBOXYL- TERN INAL HYDROUSE 64E (EC 3.1. 
2.15) (UBIQUITIN THIOLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE 64E) (0EUB1QUI TINATING ENZYME 64E).//2. 1 ©-59:227 :54//DR0 
S0PH1U MELANOGASTER (FRUIT FLY). //Q24574 

F-PUCE1010181//MALE SPECIFIC SPERM PROTEIN MST87F.//0. 39: 12:58//D 
ROSOPHIU MELANOGASTER (FRUIT FLY) . //P081 75 

F-PUCE 1 01 01 94//SPL ICING FACTOR, ARGININE/SERINE-RlCH 2 (SPLICING 
FACTOR SC35) (SC-35) (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN)./ 
/1 . 4e-07 : 9S:43//GALLUS CALLUS (CHICXEN) . //P3Q3S2 
F-PUCE1 01 0202//TR I STETRAPROL I NE (TTP) (T1S11A) (TIS1I) (ZFP-36)./ 
/O. 094:1 09 :29//RATTUS NORVEGICUS (RAT).//P47973 



F-PUCE1010231//UNTIBIOTIC NISIN A PRECURSOR. //O. 99:42: 35//LACTOC 
OCCUS UCTIS (SU8SP. LACTIS) (STREPTOCOCCUS UCTIS).//P1 3068 
F-PUCE 101 026 1 //SEGREGATION DISTORTER PROTE IN. //6. 0©-71 : 201 62//OR 
OSOPHIU MELANOGASTER (FRUIT FLY) . //P25722 
F-PUCE 1 01 0270 

F-PUCE 101 0274//HYPOTHETICAL 18.2 KD PROTEIN C4F8.01 IN CHROMOSOME 
I.//4. 40-08: 100: 26//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) . //O 
14177 

F-PUCE 101 0293//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//3. 9©-26: 9 
4:64//H0M0 SAPIENS (HUMAN). //P391 88 

F-PUCE 1010310/ /SYNAPS I NS IA AND IB.//5. 7©-09:89:37//RATTUS NORVEC 
ICUS (RAT) . //P09951 

F-PUCE1 010321 //IMMEDIATE-EARLY PROTEIN IE180.//0. 033: 14S:31//PSEU 

DO RABIES VIRUS (STRAIN KAPLAN) (PRV). //P33479 

F-PUCE 1 01 0324//MAST CELL OEGRANUUT I NG PEPTIDE (MCOP) (MCD).//0. 6 

0:25: 48//MECAB0MBUS PENNSYLVANICUS (AMERICAN COMON BUMBLEBEE) . //P 

04567 

F-PUCE 101 0329/ AOX IN S5C10.//1.0:39:33//DEN0RQASPIS JAMESON) KAIM 
OSAE (EASTERN JAMESON’S NAMBA).//P01419 

F-PLACE1010341//! ! ! ! ALU SU8FANILY SB MANNING ENTRY HH//0.0049 4 
9 : 55//HOMO SAPIENS (HUNAN) . //P3 9 189 

F-PUCE 1 01 0362//VAR I ANT- SURFACE-GLYCOPROTEIN PHOSPHOLIPASE C (EC 
3.1.4.47) (VSG LIPASE) (GLYCOSYLPHOSPHAT IDYL INOSITOL-SPEC IF 1C PHOS 
PHOLIPASE C) (GPI -PLC) . //O. 0034 : 89 : 30//TRYPAN0S0MA CRUZ I . //01 5886 
F-PUCE1010364//NADH-UBIQUINONE OX 1 00 REDUCTASE BI7 SUBUNIT (EC 1. 
6.5.3) (EC 1.6.99.3) (COMPLEX I-B17) (CI-617).//1.0:40:35//SUS SCR 
OFA (P IG) . //Q29259 
F-PUCEI010383 

F-PUCE 1 01 040 1 //1 40 KD NUCLEOUR PHOSPHOPROIEIN (NOPPHO) . //O. 10: 1 
74:22//RATTUS NORVEGICUS (RAT). //P4 1777 

F-PLACE 101 048 1//HYP0THET I CAL 71.9 KD PROTEIN B0285.S IN CHROMOSOME 
II I . //1 . 50-2 1 : 1 70 : 35//CAENORHABD I T I S ELEGANS. //P46S55 
F-PUCE 101 0491 //HYPOTHET I CAL. 13.5 KD PROTEIN IN NOBI-SGAI INTERCEN 
1C REGION. //I. 0: 31 :4I//SACCHAR0MTCES CEREVISIAE (BAKER'S YEAST).// 
P40490 

F-PUCE 1 01 0492//HYPOTHET I CAL 42.3 KD PROTEIN CI2GI2.11C IN CHROMOS 
ONE I.//0. 77: 97 :30//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST). //QO 
9874 

F-PUCE 1 0 1 0S22//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 
).//0. 74:45: 37//HOMO SAPIENS (HUNAN). //P2 25 3 1 
F-PUCE 1 0 1 0529//DELTA 1 -PYRROL I NE-5-CARB0XYUTE SYNTHETASE (P5CS) 
[CONTAINS: GLUTAMATE 5-KINASE (EC 2.7.2.11) (GAMA-GLUTAMYL KINAS 
E) (GX): GAMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) (EC 1.2.1.41) (G 
LUTAMATE-S-SEM I ALDEHYDE DEHYDROGENASE) ( GLUTAMYL -GAMA- SEN I ALDEHYD 
E DEHYDROGENASE)]. //O. 70: 58: 39//VIGNA ACQNITIFOLIA (M0THBEAN).//P3 
2296 

F-PUCE 1010547//HYPOTHET I CAL 31.0 KD PROTEIN IN BUD9-RJE1 INTERCEN 
1C REGI0N.//0. 17:68:39//SACCHAR01YCES CEREVISIAE (BAKER' S YEAST)./ 
/P53227 

F-PUCE 101 056 2//CHLOROPUST SOS RIBOSONAL PROTEIN L33.//0. 50:48: 29 
//PORPHYRA PURPUREA. //PS 1 255 

F-PUCE 1 01 05 79//HYP0THET I CAL PROTEIN HI 1571 . //O. 29:37: 43//HAEM0PHI 
LUS INFLUENZAE. //P44260 

F-PLACE 1 0 1 0580//PUT AT I VE ATP-OE PENDENT RNA HELICASE Cl 2C2. 06. //3. 3 
0-38: 1 78 :48//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) . //Q09747 
F-PLACEI010599//PER0X I SOMAL HEM8RANE PROTEIN PERI 0 (PEROX IN- 14) . // 
4. 6o-l7: 192: 31//PICHIA ANGUSTA (YEAST) (HANSENUU POLYNORPHA) . //P7 
8723 

F-PLACE 1010616/ /HYPOTHET 1 CAL 9.2 KD PROTEIN IN RNPA 3’ REG ION. //O. 4 
4: 32: 37//PSEUDOMONAS PUT IDA. //P2 57 53 

F-PUCE1010622//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR. // 5. 0©-0 
6: 102: 42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //P323 23 
F-PLACEI0I0624//SAL IVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-0] (FRAGMENT). //O. 00036: 134: 32//HOMO SAPIENS (HUMA 
N). //PI 01 62 
F-PLACE1010628 

F-PLACE1010629//!!!! ALU SUBFAMILY SQ MARKING ENTRY ! ! ! !//2. 7©-12: 

37 :8t//H0M0 SAPIENS (HUMAN) .//P3 9 1 94 

F-PLACE1010630 

F-PUCE1010631//MNT-58 PROTEIN (FRACMENT) . //O. 49: 52 : 30//EUMECES SK 
ILTONIANUS (MESTERN SKINK) . //P281 18 

F-PLACE 101 066 1//NATERNAL EXUPERANTIA 2 PROTEIN. //I . 0: 95: 30//OROSOP 
HI U PSEUDOOBSCURA (FRUIT FLY) .//Q24617 

F-PUCE 1 01 0662//UDP-CLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECU 
RSOR (EC 2.4.1.-) (0UGT).//3. 2©-05: 117: 24//DROSOPH I LA MELANOGASTER 
(FRUIT FLY) . //Q09332 

F-PLACE1 01 0702//Z INC FINGER PROTEIN 195.//l.4e-62: 117:62//HONO SAP 
IENS (HUMAN). //O 146 28 
F-PLACE 101 071 4 

F-PLACE 1 01 0720//CHROMOSONE ASSEMBLY PROTEIN XCAP-C. //1 . 1 0-64. 1 76 : 7 
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6//XEN0PUS LAEVIS (AFRICAN CLANEO FROG) . //P50532 
F-PLACE1 01 0739//TAT PROTEIN (TRANSACT I VAT I NG REGULATORY PROTEIN) 
(FRAGMENT). //0. 97: 3I:41//HUMAN IIMUNOOEFICIENCY VIRUS TYPE 1 (BH5 
ISOLATE) (HIV-I) .//P04612 

F-PUCE10I0743//PR0LINE-RICH PROTEIN NP- 3 (FRACKNT).//3. 8«-05:25 
3: 30//MUS MUSCULUS (MOUSE). //PO 5 1 43 

F-PLACE1 01 0761 //HYPOTHETICAL 37.0 KD PROTEIN B0495. 8 IN CHROMOSOME 
1 1.//1. S«-14:175:25//CAENORHABOITIS ELEGANS.//Q09217 
F-PLACE10I0771//TRANSCRI PT IONAL REGULATOR PROTEIN HCNCP. //I. 3e-12 
0:216: 89//MUS MUSCULUS (MOUSE) . //Q02S 14 

F-PLACE101O786//CENTROSOMIN (ARROV PROTEIN) .//O. 97: 133: 24//0R0S0PH 

1 LA MELANOGASTER (FRUIT FLY) . //P54623 

F-PLACE1010800//HYPOTHETICAL 31.7 KD PROTEIN IN TRAX-F1N0 INTERGEN 
1C REGION (ORFC) .//O. 0060: 11 1 : 3I//ESCHERICHIA C0LI.//Q99390 
F-PLACE 101080 2//UREASE ACCESSORY PROTEIN UREI .//O. 82:44:29//BACILL 
US SP. (STRAIN TB-90).//Q07415 

F-PLACE101081 1//CYT0CHR0ME C-5S! (CS51) . //O. 99:42: 38//ECT0THI0RH00 
OSPIRA HALOCHLOR IS. //P38S87 

F-PLACE 101 083 3//CALTRACT IN. ISOFORM 1 (CENTR IN) . //2. 8e-09 : 90 : 34//H 
OHO SAPIENS (HUMAN). //P4 1208 

F-PLACE I0108S6//MOLT-INHIBIT IRC HORMONE (MIH).//1. 0:32: 37//PROCAM8 
ARUS CLARK) I (RED StAMP CRAYFISH) . //PS S848 

F-PLACE 101 0857// IG ALPHA-! CHAIN C REGION.//0.49:73:34//GORILLA GO 
RILLA GORILLA (LOf LAND COR I LLA) . //P20758 

F-PLACE 1 01 0870//2 INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) 
(HPF7) .//I. 2e-S6: 173:58//HOMO SAPIENS (HUMAN) . //Q0S481 
F-PLACE 1 01 0877//HEAT SHOCK PROTEIN 82.//0. 1 3: 130:25//ZEA MAYS (MAI 
ZE).//Q08277 

F-PLACE 1 01 0891//HYPOTHET I CAL 8.2 KD PROTEIN-IN BLTR-SPOIIIC INTERG 
ENIC REGION. //O. 95:51 :27//BACILLUS SUBTIL IS. //P544 36 
F-PLACE 1 01 0896//SER I NE/ THREONINE-PROTEIN KINASE PTK1/STK1 (EC 2.7. 
I. “).//0. 98:71: 30//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P360 

02 

F-PLACE 1 01 090Q//HYP0THET I CAL PROTEIN H10840.//1. 0:42:30//HAEMOPHIL 
US INFLUENZAE. //P44897 

F-PLACE1 01091 6//KERATIN. HIGH- SULFUR MATRIX PROTEIN. IIIB3.//0.06 
O:59:35//0VIS ARIES (SHEEP) . //P02444 

F-PLACE1 01091 7//E2 GLYCOPROTEIN PRECURSOR (SPIKE GLYCOPROTEIN) (PE 
PLOMER PROTEIN) . //O. 71:141 :24//B0VINE CORONAVIRUS (STRAIN L9).//P2 
St 91 

F-PLACE10I0925//HYP0THET I CAL 8.1 KD PROTEIN.//I. 0: 17:58//THERMOPRO 
TEUS TENAX VIRUS I (STRAIN KRAI) (TTV1) . //P19285 
F-PLACE10I0926//HYPOTHETICAL PROLINE-RICH PROTEIN KIAA0269.//0. 01 
1 :51 :45//H0M0 SAPIENS (HUMAN) . //Q92S58 

F-PLACE1010942//EP I DERMAL GROVTH FACTOR RECEPTOR SUBSTRATE SU8STRA 
TE 15 (PROTEIN EPS15).//3. U-09:64:37//MUS MUSCULUS (MOUSE) . //P425 

67 

F-PLACE10I0944//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44). 
//D. 17:71: 38//BOS TAURUS (BOV I NE) . //P4 1 987 
F-PLACE1 010947 

F-PLACE1 0109S4//TR0P0MYOS IN ALPHA CHAIN. SKELETAL MUSCLE. //0. 01 1 : 1 
44:25//H0M0 SAPIENS (HUMAN) . //P 094 9 3 

F-PUCE1 01 0960//ACT IN-LIKE PROTEIN I3E.//I. le-60: 136:S2//OROSOPHIL 

A MELANOGASTER (FRUIT FLY) .//P45890 

F-PLACE101096S 

F-PUCEI01I026//PERIOO CLOCK PROTEIN (FRAGMENT) .//». 0:64: 3I//DR0S0 
PH I LA ANANASSAE (FRUIT FLY). //Q03293 

F-PLACEI01 1032//RIBONUCLEASE HI (EC 3.1.26.4) (RNASE HI) (RIBONUCL 
EASE H) (RNASE H).//1.0:32:37//SALMONELLA TYPHIMURIUM.//P23329 
F-PLACE 1 01 1041 //HOMEOBOX PROTEIN VAB-7. //O. 36:65: 30//CAENORHABD I T I 
S ELEGANS. //Q93899 

F- PUCE 1 0 1 1 046// 1 -PHOSPHAT I DYL I NOS I TOL-4. 5-B I S PHOSPHATE PHOSPKOO | E 
STERASE BETA 1 (EC 3.1.4.11) (PLC-BETA-l) (PHOSPHOLIPASE C-BETA-1) 
(PLC-I) (PLC-I54).//1. 3e-22: 58: 93//RATTUS NORVEGICUS (RAT).//P106 
87 

F-PUCE101 1054//! !! ! ALU SUBFAMILY SX MARN INC ENTRY ! ! ! !//l . 6«-Q7: 
38: 73//HOMO SAPIENS (HUMAN) . //P391 95 

F-PUCE1 01 1056//HI STONE HI .//2. 2e-IO: 109: 41 //PI SUM SATIVUM (CARDEN 
PEA).//P08283 
F-PUCEIOl 1057 

F-PUCE101 1090//HYPCTHETICAL 33.8 KD PROTEIN IN T1T1-FL05 INTERCEN 
1C REGION. //1 . 8e-07: 1 33: 32//SACCHARQMYCES CEREVISIAE (BAKER’ S YEAS 
T).//P38892 

F-PUCEIOl 1 109//EL0NGAT10N FACTOR G. MITOCHONDRIAL PRECURSOR (MEF- 
G) .//5. 4e— 25 : 63 : 88//RATTUS NORVECICUS (RAT) . //Q07803 
F-PUCEIOl 1 114//PUTATIVE ATP-OE PENDENT RNA HELICASE C1F7. 02C. //8. 4 
«-31 : I 57:45//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST). //Q099 16 
F-PUCEIOl 1 133//SERIM AMYLOID P-COMPONENT PRECURSOR (SAP) (9. 5S AL 
PHA- 1 -GLYCQPROTE I N) . //O. 92: 58: 31//H0M0 SAPIENS (HUMAN) . //P02 743 
F-PUCE 1011143/ /PROBABLE E5 PROTEIN.//0. 24: 42 : 35//HUMAN PAPILLOMAV 



IRUS TYPE 31. //PI 7385 

F-PUCEIOl 1160//EARLY NODULIN 55-2 PRECURSOR (N-5S-2) (NOOULIN-31 
5).//0. 88:98: 27//GLYCINE MAX (SOYBEAM). //Q0291 7 
F-PUCEIOl II6S//HISTIDINE-RICH PR0TEIN.//0. 013: 13.76//PLASMOOIUM F 
ALCIPARUM (ISOUTE FCM17 / SENEGAL). //PI 4586 

F-PUCElOl 1 185//! ! ! ! ALU SUBFAMILY J IARNINC ENTRY !! ! !//!. 4e-1 3: 9 

8: SO//HOMO SAPIENS (HUMAN) . //P391 88 

F-PLACE1011203 

F-PUCEIOl 1 21 4//ATP SYNTHASE PROTEIN 8 (EC 3.5.1.34) (A6L) .//1 . 0: 4 
827//EQU US ASINUS (DONKEY) . //P92 479 

F-PUCEIOl 1 21 9//PR0BABLE OX I DOREDUCTASE (EC I.-. -).//1. 9«-IS 16 

2:31 //STREPTOMYCES ANT I B I OT I CUS. //Q03326 

F-PLACE1011221//ANT1THR0MBIN-I II HOMOLOG. //O. 84: 74:3 3//F0MLP0X VIR 
US (ISOUTE HP-4 38 [MUNICH]). //PI 4 369 

F-PLACEIOI I229//U8IQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1.2. 
IS) (UBIQUITIN THIOLESTERASE 4) (UBI QUIT IN-SPECIFIC PROCESSING PRO 
TEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN H 
OMOLOG) . //3. 5e-86: 218 : 68//HOMO SAPIENS (HUMAN) . //Q 1 3107 
F-PLACEIOI 1263//ANXVR IN. BRAIN VARIANT 2 (ANKYRIN B) (ANXYRIN, NON 
ERYTHROID) (FRAGMENT) . //3. 0»-07: 99: 36//HOMO SAPIENS (HUMAN). //Q0I4 
85 

F-PLACEIOI 1273 

F-PUCEIOl 1291 //PROTEIN KINASE C SUBSTRATE 80 KO PROTEIN (FRAGMENT 
S) . //0 . 0 1 1 : 36 : SO//RATTUS NORVECICUS (RAT) .//P20468 
F-PUCE 1 0 1 1 296/ /HOMEOBOX PROTEIN OLX-6. //O. 76 : 55: 32//BRACHYDAN 10 R 
ERIO (ZEBRAFISH) (ZEBRA DAN 10) .//Q98877 

F-PLACE10I13I0//ATP SYNTHASE PROTEIN 9. MITOCHONDRIAL (EC 3.6.1. 3' 
4) (LIPID-BINDING PROTEIN) . //0. 46:43 :44//PETUN I A SP. (PETUNIA) . //Q 
07060 

F-PUCEI011 325//HYPOTHETICAL 222.8 KD PROTEIN CIF3.06C IN CHROMOSO 
ME I.//0. 00021: 171 :27//SCHI ZOSACCHAROMYCES POMBE (FISSION YEAST)./ 
/Q10411 

F-PLACE 1011 33 2//DNA-0AMAGE- REPA l R/TOLERAT I ON PROTEIN ORTl 01 PRECUR 
SOR. //7. 3*-27: 1 1 3 : S2//ARABID0PSIS THAU ANA (MOUSE-EAR CRESS). //QOS 
211 

F-PUCEIQI 1 340//! ! ! ! ALU SUBFAMILY J VANNING ENTRY M ! !//2. 6e-07:4 
0: 62//HOMO SAPIENS (HUMAN) . //P39 188 

F-PUCEIOl 1371// INTER- ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECU 
RSOR (IT I HEAVY CHAIN H2) . //2. 2e-54: 227:44//MUS IKJSCULUS (MOUSE)./ 
/Q6I703 

F-PUCElOl 1 37S//PR0BA8LE-ES PR0TEIN.//0. 93: 28:57//HUMAN PAPILLOMAV 
IRUS TYPE 51.//P26553 

F-PUCEIOl 1399//HI STONE H2B-IV.//0. 19: 1 29:27//V0LV0X CARTER I . //P 1 6 
868 

F-PUCEIOl 1419 

F-PUCElOl 1433//ZINC FINGER PROTEIN GLI3 (FRAGMENT) . //3. 4 «-0S: 1 33 : 
24//GALLUS CALLUS (CHICKEN). //P5S879 

F-PLACE1011452//LINE-1. REVERSE TRANSCRIPTASE HOMOLOC. //3. 9e-25 76 : 
S3 //HOMO SAPIENS (HUMAN) . //P08547 

F-PLACElOl 1465//ECTOOERMAL DYSPUSIA PROTEIN (EDA PROTEIN) . //O. 97: 
36:4)//HOMO SAPIENS (HUMAN). //Q 92838 

F-PUCE 1 0 1 1 472//METALL0TH I (MEIN-1 (CUMT-l) . //O. 084 : 55 : 30//HOMARUS 
AMERICANUS (AMERICAN LOBSTER) .//P2 9499 

F-PUCEIOl 1477//CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER 
PROTEIN B) (S-UYER PROTEIN O.//0. 028: 129:34//CLOSTRIOIUM THERMO 
CELLUM. //Q06BS2 

F-PUCE10I1492//NON-CREEN PUSTIO TRIOSE PHOSPHATE TRANSLOCATOR PR 
ECURSOR (CTPT).//2. 9e-l3: 1 47 : 3I//BRASSICA OLERACEA (CAULIFLOVER) . / 
/P52178 

F-PUCE 1 0 IT 503//PUTAT I VE FERREDOXIM-LIKE PROTEIN IN PURL-OPJ INTER 
GENIC REGION (086>.//0. 66:32:40//ESOCRICHIA COLI.//PS2102 
F-PUCElOl 1 520 

F-PUCEIOI 1 563//L0R ICRIN. //O. 00023: 112: 39//HOMO SAPIENS (HUMAN).// 
P23490 

F-PUCE! Oil 567//! ! M ALU SU8FANILY SX VARMING ENTRY ! ! ! !//9. 2e-3l : 
78: 76//HOMO SAPIENS (HUMAN) . //P391 95 

F-PLACE ! Oil 576//Z INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) 
(HPF7) . //I . 5e-32 : 45 : 86//HOMO SAPIENS (HUMAN) . //QO 54 81 
F-PUCEIOI I 5B6//N-TYPE CALClUai CHANNEL ALPHA- IB SUBUNIT (OMEGA-CON 
OTOX IN -SENSITIVE N- TYPE. BRAIN CALCIUM CHANNEL ALPHA-1 SU8UNI T) . / 
/0. 26 : 81 : 37//HOMO SAPIENS (HUWN) . //Q00975 

F-PLACEIOI 1635// IMMEDIATE -EARLY PROTEIN IE180.//0. 0004S: 1 70: 30//PS 
EUD0RA8IES VIRUS (STRAIN IKOI ANA-FUNKHAUSER / BECKER) (PRV).//P1IS 
7S 

F-PUCEIOI 1641 

F-PUCE1 01 1643//CUTICLE COLUCEN 40. //I. 0: 128: 32//CAENORHABDI T IS E 
LECAMS. / /P34804 

F-PUCEIO1 1646//!!!! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//1 . I«-1 5: 4 
4: 63//HOMO SAPIENS (HUMAN). //P3 9 188 

F-PLACEIOI 1649//HYP0THETICAL PROTEIN F-215.//0. 48: 106: 34//HUVAN AD 
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ENOVIRUS TYPE 2.//P03291 
F-PtACE 101 1650 

F-PUCE101 1664//CR00KED RECK PROTEIN. //1 . 2*-79: 201 : 68//DR0S0PH I LA 
MELANOGASTER (FRUIT FLY) . //PI 788S 

F-PLACE101 1 S75//FE RREDOX I N. //1 . 0:44 : 2 9//ME THANOCOCCUS THERMCL I THOT 
ROPHICUS.//P2I305 

F-PLACE1 Q1 1 682//HYP0THET I CAL 7.0 KD PROTEIN IN RPS26A-COX4 INTERGE 
NIC REGION. //I. 0:40:22//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAST)./ 
/P53098 

F-PLACE101 1 7I9//NEUR0T0X IN TXZ-6.//Q. 90: 31 : 35//PHONEUTR1A NIGRIVEN 
TER (BRAZILIAN AMO SPIDER) . //P29425 

F-PLACEI01 1725//KUCLEOBINDIN PRECURSOR (MUC81) (BONE S3 KD CALCIU 
N-B I NO I NG PROTEIN) . //O. 0065:1 25: 25//RATTUS NORVECICUS (RATK//Q630 
83 

F-PLACEI01 1729//SRY-RELATED PROTEIN LG27 (FRACMENT) . //O. 97:48: 39// 
EU8LEPHARIS MACUURIUS. //P40654 
F-PLACEIOI 1 749 

F-PLACE101 1762//0-BIN0ING PROTEIN (OBP) (ALBUMIN D 801-BINDING PRO 
TE I N) . //O. 028:91: 39//MJS VUSCULUS (MOUSE) . //Q60925 
F-PLACEIOI 1778 

F-PLACEIOI 1783//EM8RYON 1C GROVTH/D I FFERENT I AT I ON FACTOR I PRECURSO 
R (GOF- I ) . //O. 97 : 48 : 43//MUS MUSCULUS (BOUSE) . //P20863 
F-PLACEIOI 1858//C0LLAGEN I (X) CHAIN PRECURSOR. //O. 0027: 154: 33//BOS 
TAURUS (BOVINE). //P23206 

F-PLACEIOI 1874//BACTERIOCHLOROPHYLL A PROTEIN (BCHL A PROTEIN) (BC 
P) . //1 . 0: 60 : 26//PROSTHECOCHLOR I S AESTUAR 1 1 . //P1 1 74 1 
F-PLACEIOI 1875//HYP0THET I CAL 6. 6 KD PROTEIN IN GP54-ALT INTERGEN 1C 
REGION. //O. 99:34: 3S//BACTER I OPHAGE T4. //P39495 
F-PLACEIOt I891//SIWOTHEL IN. //O. 018: 122: 31//H0MD SAPIENS (HUNAN).// 
P53I14 

F-PLACEIOI 1 896//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEI 
N) . //6. 3e-09 : 203 : 35//XEN0PUS LAEVIS (AFRICAN CUVED FROG). //PI 743 7 
F-PLACEIOI 1922//CRYPT0 I N-RELATEO PROTEIN 4C-2 PRECURSOR (CRS4C) . // 
0.067: 37: 48//MUS MUSCULUS (MOUSE) . //P507I 5 

F-PLACEIOI 192 3//SER I NE/THREON I NE-PROTE IN KINASE SNK (EC 2.7.1.-) 
(SERUM INDUCIBLE KINASE). //t.Se-83:175:89//NUS MUSCULUS (MOUSE).// 
P53351 

F-PLACEIOI 1 962//MAT I NG-TYPE PHEROMONE BAP1 (2) PRECURSOR. //O. SO : 46 : 
4I//SCHIZ0PHYLLUM COMMUNE (BRACKET FUNGUS) . //Q02S93 
F-PLACEIOI 1 964//L IKE- 1 REVERSE TRANSCRIPTASE HOBOLOG. //1 . 6e-05: 47 : 
5I//NYCTICEBUS COUCAMC (SLOT LORIS) .//P08 548 

F-PLACEIOI I 982//APICAL MEMBRANE ANTIGEN I PRECURSOR (MEROZOITE SUR 
FACE ANTIGEN). //O. 98:83: 3I//PLASM00IUM FRACILE.//P22622 
F-PLACEIOI 1 995 

F-PLACEI01203I//HVPOTHETICAL PROTEIN KIAA0254. //O. 032 :62 : 33//HOMO 
SAPIENS (HUMAN). //Q92S43 

F-PLACE2000003//! ! ! I ALU SUBFAMILY SP VARNING ENTRY M ! !//S. 4e-18: 
63 : 7 3 //HOMO SAPIENS (HUMAN) . //P391 93 

F-PLACE2000006// ANNEX IN VI 1 (SYNEXIN) (FRAGMENT) .//0. 14: 20: 50//B0S 
TAURUS (BOVINE). //P20072 

F-PLACE2000007//PROL INE-R I CH PROTE IN NP-3 (FRAGMENT) . //O. 004S : 1 76 : 
30//MUS MUSCULUS (MOUSE) . //POS 143 

F-PLACE20000II//!!!! ALU SUBFAMILY $Q NARNINC ENTRY ! ! ! !//3. 6«-25: 
57 : 78//HOMO SAPIENS (HUMAN) . //P3 91 94 

F-PLACE200001 4/ /HYPOTHET I CAL HELICASE C28H8. 3 IN CHROMOSOME III.// 
0. 000 1 3 : 2 37 : 27//CAENORHABO I T I S ElEGANS . //Q0947 S 
F-PLACE20000IS//M M ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//l . 4«-33: 
60:80//HOMO SAPIENS (HUMAN) . //P391 93 

F-PLACE200001 7//F0LATE RECEPTOR BETA PRECURSOR (FR-BETA) (FOUTE R 
ECEPTOR 2) (FOUTE RECEPTOR, FETAL/PUCENTAL) (PUCENTAL FOUTE-BI 
NOING PROTEIN) (FBP).//I.O:83:31//HOMO SAPIENS (HUMAN) . //PI 4207 
F-PUCE2O0OQ2 1 //EPHR I N TYPE-A RECEPTOR 4 PRECURSOR (EC 2.7.1.112) 
(TYROS I NE-PROTE IN KINASE RECEPTOR CEK8) . //O. 99: 103: 26//GALLUS CALL 
US (CHICKEN). //OO 7496 

F-PUCE2000030//1ALE SPECIFIC SPERM PROTEIN NST840A. //O. 69:29:44// 
DROSOPHIU MELANOGASTER (FRUIT FLY) . //Q01 642 

F-PUCE2000033//PR08ABLE OX I DOREDUCTASE (EC I. . //I . le-05: 74: 
41 //STREPTOMYCES ANT 16 10T I CUS. //Q03326 

F-PUCE2000034//AXON IN- 1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-!) (TR 
ANSI ENT AXONAL GLYCOPROTEIN 1) . //6. 7«-1 8: 191 : 35//HOMO SAPIENS (HUM 
AN). //QO 2 246 

F- PUCE 200003 9//DYNE IN HEAVY CHAIN. CYTOSOLIC (DYHC) (MAP lC).//4. 
7e-80: 163: 96//RATTUS NORVECICUS (RAT) .//P3 86 50 
F-PUCE2000047//! ! ! ! ALU SUBFAMILY SB2 VARNING ENTRY !M!//6.4«-0 
6: 63: 49//H0M0 SAPIENS (HUMAN) . //P391 91 

F-PUCE2000050//1 M ! ALU SUBFAMILY SC VARNING ENTRY » ! ! !//3. 2e-22 : 

74:64//H0M0 SAPIENS (HUMAN) . //P3 91 92 

F-PUCE200006I 

F-PUCE2000062//GLUCOSE STARVAT I ON- INDUCIBLE PROTEIN B (GENERAL ST 
RESS PROTEIN BJ.//1. 9e-0fi : 108: 37//BACILLUS SUBTIL IS. //P26907 



F-PUCE 2 00007 2//Z 1 NC FINGER PROTEIN I65.//3. 5e-34: 175:49//HOMO SAP 
IENS (HUMAN). //P499 10 

F-PUCE2000097//RIBONUCLEASE PANCREATIC (EC 3. 1.27.5) (RNASE I) (R 
NASE A) . //O. 36:39: 38//ONDATRA ZIBETHICUS (MUSKRAT) . //PQ0681 
F-PUCE2000100 

F-PUCE2000103//TUBUL IN ALPHA-4 CHAIN (FRAGMENTS). //O. 18: 32 : 1T//ZE 
A MAYS (NAIZE).//P33626 

F-PUCE20001 1 1//CMRF35 ANTIGEN PRECURSOR. //O. 056 : 107: 2 7//H0M0 SAP! 
ENS (HUMAN) . //Q08708 

F-PLACE20Q0US//DIAMINOPINEUTE EPIMERASE (EC 5. 1.1.7) (DAP EPIMER 
ASE) (FRAGMENT) .// 1.0: 21 : 52//CLOSTRIDIUI PERFR 1NCENS. //Q461 8$ 
F-PUCE2000124//!!!! ALU SU8FAMILY SQ VARNING ENTRY * ! ! !//3. 4«-37 
1 08: 6S//H0M0 SAPIENS (HUMAN) . //P391 94 

F-PUCE20001 32//PR08A8LE MEMBRA NE ANTIGEN CP85. //O. 99: 133:29//EPST 
E IN-BARR VIRUS (STRAIN B9S-8) (HUMAN HERPESVIRUS 4).//P03224 
F-PUCE2000I36//VASOACTIVE INTESTINAL POLYPEPTIDE RECEPTOR 2 PRECU 
RSOR (VIP-R-2) (PITUITARY ADENYUTE CYCUSE ACTIVATING POLYPEPTlOE 
TYPE III RECEPTOR) (PACAP TYPE III RECEPTOR) (PACAP-R-3) .//0. 83 6 
5: 32//MUS MUSCULUS (MOUSE) . //P4 1 588 
F-PLACE2000140 

F-PLACE20001S4//TIPD PROTEIN. //5. Te-12: 190: 28//DICTYOSTELIUM 01SC0 
I OEUM (SLIME MOLD). //O 157 36 

F-PLACE2000170//BACTER I0C1N CARNOBACTERIOCIN BM1 PRECURSOR (CARN08 
ACTERIOCIN B1).//1 . 0: 30: 26//CARN06ACTERIUM PISCICOU. //P38579 
F-PUCE2000172 

F-PUCE2000176//HYPOTHETICAL PROTEIN AF0526.//0. 76:44: 43//ARCHAEOG 
LOBUS FULGIDUS. //029724 

F-PUCE20001 87//EM-L IKE PROTEIN GEA6.//0.84:42:35//ARABIDOPSIS THA 

LIANA (MOUSE-UR CRESS) . //Q02973 

F-PUCE20002I6 

F-PUCE2O00223//NEUROTOXIN III (LQQ III) .//O. 99: 38:34//LEIURUS QUI 
NQUESTR IATUS QU INQUESTRIATUS (EGYPTIAN SCORPIOM).//P01487 
F-PUCE2000235 

F-PUCE 2000246//R INC CANAL PROTEIN (KELCH PROTEIN) .//5. 1 e-37 : 1 21 4 
2//DR0S0PHIU MELANOGASTER (FRUIT FLY) .//Q04652 
F-PUCE2000264//! ! ! ! ALU SUBFAMILY SB2 BARN INC ENTRY !!!!//2.4e-0 
5:77:42//H0M0 SAPIENS (HUMAN) .//P391 91 

F-PLACE2000274//DYNE IN BETA CHAIN. CILIARY. //S. 3«-46: 232: 45//TR1PN 
EUSTES GRATILU (HAVA I AN SEA URCHIN). //P2 3 098 

F-PLACE2 000 302//TR I CHOHYAUN. //1 . 5«-06 : 215: 29//0R YCTOLAGUS CUN I CUL 
US (RABBIT). //P37709 

F-PUCE2D0030S//! * ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//5. 3#-06 : 3 
3: 66//H0M0 SAPIENS (HUMAN) . //P391 88 

F-PUCE200031 7//T0XIN C13S1C1 PRECURSOR. //O. 44: 45 : 33//OENOROASP I S 
ANGUSTICEPS (EASTERN GREEN MAMBA) . //PI 8329 

F-PLACE2000335//! M ! ALU SUBFAMILY SI VARNING ENTRY ! ! ! !//7. 9e-08 : 
35: 7I//H0M0 SAPIENS (HUMAN) . //P391 95 

F- PUCE 200034 1//S00 1 UM/GLUC0S6 COTRANSPORTER I (NA (f) /GLUCOSE COTR 
ANSPORTER I) (H ICH AFF INI TY SODIUM- GLUCOSE COTRANSPORTER) .//O. 014 : 
141 :24//0RYCT0UGUS CUNICULUS (RABBIT) . //P1 1 1 70 
F-PLACE2000342//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERCENI 
C REGION. //5.7*-09: 96: 38//AUT0GRAPHA CAL I FORMICA NUCLEAR POLYHEDRO 
SIS VIRUS (ACMNPV) . //P4I479 

F-PLACE2000347//Z 1 NC FINGER PROTEIN I77.//5. 9e-OS:49:53//HONO SAPI 
ENS (HUMAN). //Q 13360 

F-PLACE2000359//! M! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! *//7. 5e- 10 : 

69 : 52//HOMO SAPIENS (HUMAN) . //P3 91 94 

F-PLACE2000366 

F-PUCE200037I//ATR0PHIN-1 (OENTATORUBRAL-PALL I OOLUYS I AN ATROPHY P 
ROTE IN). //I. 5«-05: 216: 29//H0M0 SAPIENS (HUMAN) . //PS4259 
F-PUCE 2000 3 73//MAX BINDING PROTEIN MNT (ROX PROTEIN) (NYC ANT AGON 
1ST MNT) .//O. 27 :63:33//HOMO SAPIENS (HUMAN) . //Q99583 
F-PUCE20Q0379//HYPOTHETICAL GENE 1 PROTE IN. //O. 72: 1 20: 31 //EQUINE 
HERPESVIRUS TYPE 1 (STRAIN AB4P) (EHV-1) . //P28978 
F-PUCE2000394//BASIC PROLINE-RICH PEPTIDE P-E (IB-9). //O. 95:40:42 
//HOMO SAPIENS (HUNAN) . //P0281 1 

F-PUCE2000398//R I BONUCLEASE PRECURSOR (EC 3. 1 . 27. -) . //O. 88: 88 31/ 
/AEROMONAS HYDROPHI LA. //Q07465 

F-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (EZ ANTIG 
EN) (C099) (MIC2 PROTEIN) (12E7).//7. 6*-16: 18O:39//HOM0 SAPIENS (H 
UMAN) . //PI 4209 

F-PUCE2000404/ /PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6. 1.1. 4) (LEUC 
INE— TRNA LIGASE) (LEURS) . //I. 7e-94: 243 : 64//CAEN0RHA8DI T IS ELEGAN 
S.//Q09996 

F-PUCE20004 11 //SERI NE/THREON INE PROTEIN PHOSPHATASE 5 (EC 3. 1.3. I 
6) (PP5) (PROTEIN PHOSPHATASE T) (PPT) (FRAGMENT) . //I . 2e-09: 78 39/ 
/MUS MUSCULUS (MOUSE) . //Q6 06 76 

F-PUCE200041 9//! ! • ! ALU SUBFAMILY J VARNING ENTRY ! ! M//2. 6»-2Q : 6 
I :62//HOMO SAPIENS (HUMAN) . //P39I88 

F-PUCE2000425//HYPOTHETICAL 11.9 KD PROTEIN IN MSB2-UGAI INTERGEN 
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1C REGION. //0. 98: 75: 32//SACCHAROMYCES CEREVIS IAE (BAKER'S YEAST)./ 
/P532I1 

F-PUCE2000427// INSULIN PRECURSOR. //0. 98: SS: 34//CERC0P I TICCUS AETH 
(OPS (GREEN MONKEY) (GR I YET) . //P30407 

F-PUCE20C0433//!!!! ALU SUBFAMILY J IARNIKG ENTRY ? ! ! !//7. Se-07 :6 
5 : 50//HOMO SAPIENS (HUMAN). //P3 9 188 
F- PLACE 2 00 04 3 5 

F-PLACE2000438//HYPOTHET I CAL 67.9 KD PROTEIN ZK688.8 IN CHROMOSOME 
Ml. //4. 7«-66: 1 78: 47//CAENORHABO I T I S ELECANS. //P34678 
F-PLACE2000450//! ! ! ! ALU SUBFAMILY SX IARNIKG ENTRY ! ! ! !//2. 1e-23: 
88:62//H0N0 SAPIENS (HUMAN) .//P39I 95 

F-PLACE 2000455/ /TOX IN II (TOXIN 1 1.10.9. 2) (FRAGMENT) . //O. 093 : 1 8 : 4 
4//CENT RURO I DES LIMP I DUS LIMP I DUS (MEXICAN SCORPION). //P4 56 30 
F-PLACE2000458//CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT P 
R0TEIN).//3. 1 e— 23 : !65:4O//DR0S0PHILA MELANOGASTER (FRUIT FLY).//P3 
3450 

F-PLACE 2 00046 5//! ! ! ! ALU SUBFAMILY J VARNING ENTRY !! ! !//3. 6e-23: 7 
3 : 6 3 //HOMO SAPIENS (HUMAN) . //P39188 

F-PLACE 2000477//! ! ! ! ALU SUBFAMILY SQ IARNIKG ENTRY ! ! ! !//4. 4e-37: 
90: 78/ /HOMO SAPIENS (HUMAN) .//P3 9 1 94 

F-PLACE 3000D04//EYES ABSENT HOMOLOG 3.//I . le~09:27: 100//MUS MUSCUL 
US (MOUSE) . //P97480 

F-PLACE300D009//PUTATIVE CUTICLE COLLACEN C09CS.6.//0.0061 :148:34/ 
/CAENORHABD I T I S ELEGANS. //Q09457 

F-PLACE3000020//ADENYLATE CYCLASE. OLFACTIVE TYPE (EC 4.6. 1.1) (TY 
PE IN) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) . //8. 8«-93 : 1 9 
3: 92//RATTUS NORVECICUS (RAT) . //P21 932 

F-PLACE3000029//50S RIBOSOMAL PROTEIN L3 IE. //0. 1 5:50: 38//METHAN0C0 
CCUS JANNASCHI I . //P54009 

F-PUCE30000S9//TCP1 -CHAPERON IN COFACTOR A.//0. 96 : SO : 34//B0S TAURU 
S (BOVINE) . //P48427 

F-PLACE3000070//HYPOTHETICAL 17.1 KD PROTEIN IN PURS 3* REGION. //O. 
29:22: 59//SACCHAR0MYCES CEREVISIAE (BAKER’S YEAST). //P3 8898 
F-PLACE30001 03//LYS I S PROTEIN (E PROTEIN) (GPE).//0. 99: 53:32//BACT 
ERIOPHAGE ALPHA-3. //P31 280 

F-PLACE3000119//! ! ! ! ALU SUBFAMILY SB I ARMING ENTRY ! ! ! !//5. 4e-41 : 
87:78/ /HOMO SAPIENS (HUMAN).//P39I89 

F-PLACE30001 21//VES ICULAR TRAFFIC CONTROL PROTEIN SEC15.//I. 0e-07: 
269: 22//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) . //P22224 
F-PLACE3000! 24//! ! ! ! ALU SUBFAMILY J IARNIKG ENTRY !! !!//1.2t-29:9 
7 : 73//H0M0 SAPIENS (HUMAN) . //P39I88 

F-PLACE30001 36//PARS INTERCEREBRAL IS MAJOR PEPTIDE 01 (PMP-OI).// 
0. 77:26: 42//L0CUSTA MIGRATOR I A (MIGRATORY LOCUST). //P8005 9 
F-PLACE30001 42//HYP0THET I CAL 7.1 KD PROTEIN IN NAD2 3’ REGION (ORF 
63). //O. 82 : 34:4I//MARCHANTIA POLYMORPHA (L I VERMONT) . //P38468 
F-PLACE3000145//TENSIN. //3. Se-91 : 238:74//GALLUS CALLUS (CHICKEN)./ 
/Q042Q5 

F-PLACE3000I47//!!!! ALU SUBFAMILY SQ VARNING ENTRY !!! !//4. 48-30: 
61 :6S//H0M0 SAPIENS (HUMAN) . //P 39 194 

F-PLACE30001 48//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-): 
REVERSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE]. //1. 4 e-1 8: 226: 
34//CIBB0N APE LEUKENIA VIRUS.//P2I414 

F-PLACE3000 1 55//EXTENS I N PRECURSOR (PROLINE-RICH CLYCOPROTE I N) . // 
0.00014: 107: 33//ZEA MAYS (MAIZE) .//PI 491 8 

F-PLACE3000I 56//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-): 
REVERSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE] . //2. 7e-1 9: 1 69: 
30//BABOON ENDOGENOUS VIRUS (STRAIN 17). //PI 0272 
F-PLACE3000I 57//PROBABLE SERINE/THREONINE-PROTE IN KINASE CY50. 16 
(EC 2.7. I. -) . //0. 0061 : 92 : 30//MYC0BACTERIUM TUBERCUL0SIS.//Q1 1053 
F-PLACE30001 58//! ! ! ! ALU SUBFAMILY SB MARK INC ENTRY !!! !//5. 78-49: 
S6: 80/ /HOMO SAPIENS (HUNAN) . //P39 189 

F-PLACE 3 000 160//DNA TRANSFORMATION PROTEIN TFOX (COMPETENCE ACTIVA 
TOR) (PROTEIN SXY) . //O. 39: 94: 34//HAEMOPH I LUS INFLUENZAE. //P4377I 
F-PLACE3000169//! ! ! ! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//S. 68-28: 
99: 59//H0M0 SAPIENS (HUMAN). //P391 93 

F-PLACE30001 94//PR0LINE-RICH PROTEIN LAS 1 7. //O. 91:80: 36//SACCHAR0M 
YCES CEREVISIAE (BAKER’S YEAST) . //Q1 2446 

F-PLACE30001 97//NEUR0F I LAMENT TRIPLET M PROTEIN (160 KD NEUROFILAM 
ENT PROTEIN) (NF-M).//0. 24: 1 1 9: 32//GALLUS CALLUS (CHICKEN) . //PI 60S 
3 

F-PLACE30001 99//EXTENS I N PRECURSOR (CELL IALL HTDROXYPROL INE-RICH 
GLYCOPROTE I N) . //O. 76 : 87 : 3 7//N I COT I ANA TABACUN (COMMON TOBACCO) . //P 
13983 

F-PLACE30002Q7//! ! ! ! ALU SUBFAMILY j NARNING ENTRY !! ! !//4. Se-09: 3 
2 : 78//H0MQ SAPIENS (HUMAN) . //P3 9 1 88 
F-PLACE 3000208 

F-PLACE30002 ! 8// ! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//7. 2e-34: 
96: 7O//HQM0 SAPIENS (HUNAN) . //P39I94 

F-PLACE 300 02 2 0//0STE0CALC I N (GANMA-CARBOXYGLUT AM I C ACID-CONTAINING 
PROTEIN) (BONE CU- PROTEIN) (BGP) . //O. 46: 1 3: 53//CANIS FAMILI ARI S 



(DOG). //P8 1455 

F-PLACE300022I//! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//2. 8a-24: 1 
78:4S//H0M0 SAPIENS (HUMAN) . //P39 188 

F- PUCE 30002 26// 30S RIBOSOMAL PROTEIN S1S.//0. 98: 38:34//NE!SSERlA 
GONORRHOEAE. //00781 S 

F - PUCE 3 0002 30//MET ALLOTH I (WE I N (NT) . //O. 97: 25:48//0RE0CHR0MI S MOS 
SANBICUS (MOZAMBIQUE TIUPIA) (TIUPIA MOSSAMBICA) . //P52726 
F-PUCE3000242//NELANDNA-ASSOCIATED ANTIGEN 8 (MAGE-8 ANTIGEN).// 
8. 08-21 : 121 : 39//HOMO SAPIENS (HUMAN) . //P43 361 

F-PUCE3000244//PROTE IN TSG24 (ME I OTIC CHECK POINT REGUUTOR) . //2. 
3e-1 25: 264:87//MUS NUSCULUS (MOUSE) . //P53995 

F-PUCE3000254//RTOA PROTEIN (RATIO-A).//0. 99: 142: 23//DICTYOSTEL1U 
N D I SCO I OEUM (SLIME MOLD) . //P 54681 

F-PLACE3000271//! !!! ALU SLBFAMILY J VARNING ENTRY ! ! ! !//2. 2«- 1 2 : 6 
3 : 5 3 //HOMO SAPIENS (HUMAN) . //P391 88 

F-PLACE3000276//COLLAGEN ALPHA 1 (VI I l> CHAIN PRECURSOR (ENOOTHELIA 
L COLLAGEN).// 1.0: 55 : 38//HOMO SAPIENS (HUMAN) . //P276S8 
F-PUCE30003Q4//DNA-BINOING P52/P100 COMPLEX. 100 KD SUBUNIT (FRAG 
KENTS) . //O. 0028 : 3 1 : 54 //HOMO SAPIENS (HUMAN) . //P30808 
F-PUCE30003 1 0//ATR0PHI N-1 (OENTATORU8RAL-PALL I DOLUYS I AN ATROPHY P 
ROTE IN) . //O. 98:82: 34//RATTUS NORVEGICUS (RAT) . //P54258 
F-PLACE3 000320 

F-PLACE3000322//GLYC INE-RICH CELL VALL STRUCTURAL PROTEIN l PRECUR 
S0R.//2. 2e-22:61:52//ORYZA SATIVA (R ICE). //P25074 
F-PUCE3Q00331 //SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174 
N) . //O. 32:15 : 53//HONO SAPIENS (HUMAN) . //P22 532 
F-PLACE3000339//CHOR I ON PROTEIN S19.//0. 34:89: 37//DROSOPHIU VIRIL 
IS (FRUIT FLY) . //P24S16 

F-PUCE3000341//NADH-UBIQUINONE OXIOOREDUCTASE CHAIN I (EC 1.6.5. 
3) (FRAGMENT). //I. 0:47: 38//COTURN IX COTURN IX JAPONlCA (JAPANESE QU 
AIL) .//P24968 

F-PUCE30OO35Q//SERINE/THREONINE-PROTE IN KINASE SULU (EC 2.7.1.-). 
//3. 9e-50 : 1 68 : 60/ /CAENORHABD I T I S ELECANS. //P45S49 
F-PUCE30003S2//! ! ! ! ALU SUBFAMILY SQ MARNINC EMTRY ! ! ! !//7. 8e-29. 
76: 71//HOMO SAPIENS (HUMAN) . //P39 194 

F-PLACE30OO353//POLYPEPTIDE N-ACETYLGAUCTOSAMIMYLTRANSFERASE (EC 
2.4.1.41) (PROTEIN- UDP ACETYLGAUCTOSAM I NYLTRAMSFERASE) (UDP-GALN 
AC: POLYPEPTIDE. N- ACETYLGAUCTOSAM I NYLTRANSFE RASE) (GALNAC-T1) . // 
3.0«-09: 100: 41//H0M0 SAPIENS (HUMAN) . //Ql 0472 

F-PLACE3000362//HYPOTHET I CAL PROTEIN TP0064. //I. 0: 75: 26//TREPOMEMA 
PALLIDUM. //0B31 03 

F-PUCE3000363//MET ALLOTH I ONE l N (NT) . //0. 067:42: 33//ASTACUS FLUVIA 
THIS (BROAD-F I NCERED CRAYFISH) (ASTACUS ASTACUS). //P55951 
F-PLACE30Q036 5//LYS I S PROTEIN (E PROTEIN) (GPE). //1 . 0:65: 27//BACTE 
RIOPHAGE PHI-K. //Q38040 

F-PUCE3000373//RETROV I RUS-REUTEO ENV POLYPROTEIN. //I. Se-1 8: 90: 47 

//HOMO SAPIENS (HUNAN). //PI 026 7 

F-PUCE3000388 

F-PUCE3000399//!!!! ALU SUBFAMILY SP VARNING ENTRY ! ! ! !//6. 3e-4S : 

60: 75//HOMO SAPIENS (HUMAN) .//P3 9 1 93 

F-PUCE3000400 

F-PUCE3000401//!!!! ALU SUBFAMILY J MARNINC ENTRY * ! ! !//3. 6e-09 4 
6 : 73//HOMO SAPIENS (HUMAN) . //P39 188 

F-PUCE3000402//!!!! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//0. 036: 43 
44//H0M0 SAPIENS (HUMAN) . //P3 9 188 

F-PUCE3000405//POSTERI OR PITUITARY PEPTI0E.//0. 70: 25 : 40//BOS TAUR 
US (BOV INE) . //P011 54 

F-PLACE3000406//!!!! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//4. 3«-09 
49: 67//HOMO SAPIENS (HUMAN). //P3 91 95 

F-PUCE30OO4 1 3/ /MALE SPECIFIC SPERM PROTEIN MSTS7F.//0. 12:42 :40//D 
ROSOPHIU MELANOGASTER (FRUIT FLY). //P081 75 

F-PUCE30QO4 1 6//CYL I C I N I (MULTIPLE-BAND POLYPEPTIDE l).//0.67:23 
6: 21 //BOS TAURUS (BOVINE) . //P3 566 2 

F-PUCE30OO425//PROL INE-RICH PEPTIDE P-B. //O. 45 : 19 :42//H0M0 SAPIEN 
S (HUMAN) . //P02814 

F-PUCE30OO4S5//AMELOCENIN. CUSS I PRECURSOR. //O. 0073:81 :43//B0S 
TAURUS (BOVINE). //PO 28 17 

F-PUCE3000475//8. 6 KD TRANSGLUTAMINASE SUBSTRATE. //1 . 0: 53 : 32//T AC 
HYPLEUS TRIDENTATUS (JAPANESE HORSESHOE CRAB) . //P81 281 
F-PUCE3000477//NUSCARINIC TOXIN 7 (NT-7) .//0. 1 3: 55 : 32//DENDR0ASP I 
S ANGUSTICEPS (EASTERN GREEN MAMBA) . //P80 970 

F-PUCE40Q0009//MYOS I N HEAVY CHAIN. SMOOTH MUSCLE ISOFORM (SMKHC) 
(FRAGMENT). //7. 08-19: 1 80: 27//H0M0 SAPIENS (HUMAN). //P3 5749 
F-PLACE40000I4//X-L INKED HELICASE II (X-L INKED NUCLEAR PROTEIN) (X 
NP) .//3. 2 e- 15:193: 30//H0NO SAPIENS (HUMAN) . //P46 100 
F-PUCE4000034//BRIDE OF SEVENLESS PROTEIN PRECURSOR. //O. 0024: 97 ; 2 
9//DR0S0PHIU MELANOGASTER (FRUIT FLY).//P22815 
F-PUCE4000049//*!!! ALU SUBFAMILY SQ VARNING ENTRY I ! ! !//3. Be-32 : 
79: 75//HOMO SAPIENS (HUMAN). //P39 194 

F-PUCE4000052//ATP-BIND I NG CASSETTE TRANSPORTER 1 . //2. 2e-99: 1 78 9 
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7//MUS MUSCULUS (MOUSE) . //P41 233 

F-PLACE40000S3// INMED I ATE-EARLY PROTE IH./XO. 0017:159: 2S//HERPES¥ I R 

US SAIMIRI (STRAIN 1I).//Q01Q42 

F-PLACE4000089 

F-PLACE4Q00093 

F-PLACE4Q001 00//! ! ! ! ALU SUBFAMILY J BARRING ENTRY ! ! !!//!. So- 1 4 : 6 
8 : 60//HONO SAPIENS (HUMAN) . //P391 88 

F-PLACE4000 1 06// 1 A PROTEIN (CONTAINS: «LICA$E: METHYL TRANSFERASE 
J.//1. 0: 48:41 //BROAD BEAN MOTTLE VIRUS.//Q00020 
F-PLACE40001 28//HYP0TWET I CAL PROTEIN E-1I5.//0. 00020: 101 : 30//HUMAN 
ADENOVIRUS TYPE 2.//P03290 

F-PLACE 40001 29//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR-I 
B) (14.9 KD PANCORNULIN).//0. 15:57: 3! //HOMO SAPIENS (HUMAN) .//P2 25 
28 

F-PLACE 40001 31 

F-PLACE40O0147//C0MPETENCE PHEROMONE PRECURSOR.//!. 0:4S: 2 4//BAC ILL 
US SUBT I L I S. //P454S3 

F-PLACE4000 1 56/ /Z I NC FINGER PROTEIN 1 36. //2. !«-88: 194: 59//HOMO SAP 
IENS (HUMAN). //P52 737 

F-PLACE4000 1 92//Z I NC FINGER PROTEIN 142 (KIAA0236) (HA4654) . //O. 08 
3:148: 26//HOMO SAPIENS (HUMAN) . //PS2746 

F-PLACE400021 1//CALPH0TIN. //O. 20: 43:39//0R0S0PHI LA BELANOCASTER (F 
RUIT FLY) . //0Q2910 

F-PLACE 4000 2 2 2//! ! ! ! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//1 . l«-05: 2 
0:85//HQMO SAPIENS (HUMAN) . //P391 88 

F-PLACE4000230//0 1 HYDROFOLATE REDUCTASE (EC 1.5. 1.3) / THYMIDYLATE 
SYNTHASE (EC 2.1.1.45) (DHFR-TS) . //1 .0:96: 28//TRYPAN0S0MA BRUCEI 
BRUCE I.//Q2 7783 
F-PLACE4000233 

F-PLACE4000247//METALLOTH I ONE I N (MT) . //I . O#-05 : 34 : 41 //PLEURONECTES 
PLATESSA (PLAICE) . //P07216 

F-PLACE4000250//VPU PROTEIN (ORF-X PROTEIN) (UPX PROTEIN) .//O. 99: 3 
3:42//CAPRINE ARTHRITIS ENCEPHALITIS VIRUS (CAEV). //P31 834 
F-PLACE 4000 252/ /MALE SPECIFIC SPERM PROTEIN MST840B. //O. 42: 24:45// 
OROSOPHILA MELANOGASTER (FRUIT FLY). //Q01 643 

F-PLACE40002S9//PRE-NRNA SPLICING HELICASE 8RR2 (EC 3. 6. l.-).//3. 5 
•-09: 189: 32//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST) . //P32639 
F-PUCE4000261 //PEREGRIN (BR140 PROTEIN) . //S. Oe-U : 1 03: 37//HOMO SA 
PIENS (HUMAN) . //P55201 

F-PLACE400Q 26 9// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//0.0 
37: 181 : 25//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST) . //P2 5386 
F-PLACE40O027O//COACUUTION FACTOR VII PRECURSOR (EC 3.4.21.21).// 
1 . 0:46: 39//MUS MUSCULUS (HOUSE) .//P7037S 

F-PLACE 4000300//50S RIBOSOMAL PROTEIN L32. //O. 81 :28:4*//THERMUS AO 
UATICUS (SUBSP. TFERMOPH I LUS) . //P8033 9 

F- PLACE4000320/ /FKBP-RAPANYC I N ASSOCIATED PROTEIN (FRAP) (RAPAMYCI 
N TARGET PROTEIN) . //1 . 6e-29: 44: 93//HOMO SAPIENS (HUMAN) . //P42 345 
F-PLACE4000323 

F-PLACE4000326//PARATHYMOS IN. //O. 00 1 8 : 54 : 48//H0M0 SAPIENS (HUMAN). 
//P20962 

F-PLACE4000344//EPI DERMAL GROWTH FACTOR (EGF) (FRAGMENT) . //O. 97: 2 
8 : 42//SUS SCROTA (PIG) . //Q00968 

F-PLACE4OO0367//NEUROTOX I N 1 (TOXIN SHP-I) (SHNA) (NEUROTOXIN SHI 
).//1 . 0:33: 36//ST01CHACTI S HEL IANTHUS (CARR I BEAN SEA ANEMONE) (ST I 
CHOOACTYLA HELI AMTHUS) . //PI965I 

F-PLACE4000369//EXTENS I N PRECURSOR (PROLINE-RICH GLYCOPROTEIN).// 
0.071: 42 :42//S0RGHUM VULGARE (SORGHUM) . //P241 52 
F-PLACE4000379//! M ! ALU SUBFAMILY SP WARNING ENTRY ! » ! !//l . 4«-l6: 
54:77//H0M0 SAPIENS (HUMAN). //P391 93 

F-PLACE4000387//PH0T0STSTEN 1 1 4 KO REACTION CENTRE PROTEIN PRECUR 
S0R.//0. 25:21 :52//HOROEUM VULGARE (BARLEY). AND SECALE CEREALE (RY 
E) . //P25877 

F-PLACE4000392//FERR0CHELATASE (EC 4.99.1.1) (PROTOHENE FERRO-LYAS 
E) (HEME SYNTHETASE) (FRAGMENT). //O. 91 : 36: 50//YERSINIA PSEUOOTUBER 
CULOSIS. //Q05338 

F-PLACE400040 1// ! ! ! ! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//4. 4«-29: 
96 :67//HONO SAPIENS (HUMAN). //P3 9 194 

F-PLACE40004J1//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//2. 3«-18: 4 
1 : 73//HOMO SAPIENS (HUMAN) . //P39 1 88 

F-PLACE40D043 1//PRE-NRNA SPLICING HELICASE BRR2 (EC 3. 6. 1 . -). //S. 4 
e— 21 : 237 : 33//SACCHAR0MTCES CEREVISIAE (BAKER’S YEAST). //P32639 
F- PLACE 40 0044 5//HYP0THET I CAL 99.7 KO PROTEIN IN SOLI S’ REGION PREC 
URS0R.//O. 00081: 21 0 : 26//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST)./ 
/P40442 

F-PLACE40D04S0//TRANSCR IPTION FACTOR HBP-IA (HISTONE-SPECIFIC TRAN 
SCR I PT I ON FACTOR HBP1).//0.020:87:33/ARITICUM AESTIYUM (WHEAT).// 
P2392Z 

F-PLACE400046 5//METALL0TH 1 ONE I N- 1 L (MT- 1 L) (NT 1 X) . //O. 20:18: 38//HQ 
NO SAPIENS (HUMAN). //P80297 

F-PLACE4000487//MH ALU SUBFAN I LY J WARNING ENTRY ! ! ! !//1 . 5*-l9:7 



3 : 5 2 //HOMO SAPIENS (HUMAN) . //P3 9 1 88 
F-PLACE 400 048 9 

F-PLACE4000494//NPC OERIVED PROIINE RICH PROTEIN I <NDPP-l>.//0. I 
7: 1 30: 30//MUS MUSCULUS (MOUSE) . //Q031 73 

F-PLACE4000521 //RETROVIRUS-RELATED POL POLYPROTEIN (CONTAINS: REVE 
RSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE] (FRAGMENT) .//3. 0«-0 
5: SO: 36//MUS MUSCULUS (MOUSE) .//PI 0400 

F-PUCE4000522//NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURSO 
R. //1 . 8e-45: 231 : 47//RATTUS NORVECICUS (RAT) . //Q07008 
F-PLACE4DOOS48//CTTOCHROME C-551 (CS5D.//0. 96: 50: 34//ECTOTHIORHOD 
OSPIRA HALOPHI LA. //P001 22 

F-PLACE4000558/ /PROBABLE U8IQUITIN CARBOXYL-TERMINAL HYOROLASE FAF 
(EC 3.1.2.15) (UBIQUITIN THIOLESTERASE FAF) (UBIQUITIN-SPECIFIC P 
ROCESSING PROTEASE FAF) (0EU8IQUITINATING ENZYME FAF) (FAT FACETS 
PROTEIN). //1 .6e-28:223:36//DR0S0PHILA MELANOGASTER (FRUIT FLY).//P 
SS824 

F-PLACE4000S81//P-SE LECTIN PRECURSOR (GRANULE MEMBRANE PROTEIN 14 
0) (GMP-140) (PADCEM) (C062P) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION 
MOLECULE 3) (LECAM3) . //9. 7e- 1 1 : 1 66 : 28//KOM0 SAPIENS (HUMAN). //PI 6 
109 

F -PUCE 40005 90//P0L POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-): 
REVERSE TRANSCRIPTASE (EC 2.7.7.49): ENDONUCLEASE]. // 1. 6 e- 1 7: 134: 
35//GIBBON APE LEUKEMIA VIRUS.//P214I4 

F-PUCE4000S93//GONADOTROP IN-RELEASING HORMONE RECEPTOR (GNRH-R) . / 
/1.0: 54:29//RATTUS NORVECICUS (RAT) . //P30969 

F-PLACE40006 I 2//GAG POLYPROTEIN (CONTAINS: CORE PROTEIN PIS: INNER 
COAT PROTEIN PI 2 : CORE SHELL PROTEIN P30].//2. 6«-l 4:221 :32//MOLON 
EY MURINE SARCOMA VIRUS (STRAIN TS1 10).//P32S94 
F-PUC64O00638//HYPOTHETICAL 9.3 KD PROTEIN IN NRD8-INAA INTERGENI 
C REGION. //0.6S: 37 : 40//ESCHERICHIA COLI.//P37910 
F-PUCE 40006 50//Z INC FINGER PROTEIN 16 (ZINC FINGER PROTEIN K0X9) 
(FRAGMENT). //I. 0: 33 : 33//HOMO SAPIENS (HUMAN) .//PI 7020 
F-PLACE 40006 54 

F-PUCE4000670//HYPOTHETICAL 44.1 KD PROTEIN IN RPB5-COC28 INTERGE 
NIC REGION. //I . 6#-07 : 161 : 2S//SACCHAR0MYCES CEREVISIAE (BAKER’S TEA 
ST).//P333I3 

F-SKMMC 10000 11 //PUTATIVE IMPORT IN BETA-4 SUBUNIT (KARYOPHERIN BET 
A-4 SUBUNIT) .// 7. 4«-15:223 : 31//SCHI ZOSACCHAROMYCES POMBE (FISSION 
YEAST). //06 01 00 

F-SKfOIC 100001 3//TRANSCRIPT ION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) 
(C8F-2) (T-14-6).//0.0013: 1 28: 35//GALLUS CALLUS (CHICKEN) . //Q9893 7 
F-SKNMC 1 000046//CUT I CLE COLLAGEN I . //O. 001 0: 154: 33//CAEN0RHABDITIS 
ELEGANS. //P081 24 

F-SKNMC 1000050//CALPA IN 2. URGE [CATALYTIC] SUBUNIT (EC 3.4.22.1 
7) (CALCIUM-ACTIVATED NEUTRAL PROTEINASE) (CAMP) (M-TYPE) . //3. 2e-4 
1:87: 98//H0M0 SAPIENS (HUMAN) .//PI 765S 

F-SKNMC 1000091 //NTAK PROTEIN (NEURAL- AMO THYMUS- DERIVED ACTIVATO 
R FOR ERBB KINASES). //O. 0032: 154: 3S//HOMO SAPIENS (HUMAN). //01 451 1 
F-TMYR0100001 7//PUTATI VE PYRIOOXAMINE 5’ -PHOSPHATE OXIDASE (EC 1. 
4.3.5) (PNP/PMP OXIDASE). //I. 6e-23:1 24 : 3 7//CAEN0RHAB0 HIS ELEGANS. 
//Q20939 

F-THYR01 000026//! ! ! ! ALU SUBFAMILY SC MANNING ENTRY ! ! ! !//3. Oe- 1 3 
54: 66/7 HOMO SAPIENS (HUMAN) . //P391 92 

F-THYR01 000034//HVPOTHET ICAL 10.4 KD PROTEIN. //O. 16:44: 34//HEPATIT 
IS B VIRUS (SUBTYPE AYW) .//P03163 

F-THYROI 000035/ /CAMPATH- I ANTIGEN PRECURSOR (C052 ANTIGEN) (COW52) 
(CAMBRIDGE PATHOLOGY 1 ANT I GEN). //O. 83: S9: 37//HACACA FASCICULAR IS 
(CRAB EATING MACAQUE) (CYNOMOLGUS MONKEY) . //P 3 276 3 
F-THYROI 000040//60S RIBOSOMAL PROTEIN L37 (FRAGMENT) .//O. 25: 23: 39/ 
/BOS TAURUS (BOV I NE) . //P79244 

F-THYRO 1 000070//HYPOTHET ICAL 29.3 KD PROTEIN (ORF92) . //2. 3e-11 : 1 3 
3: 36//0RGYIA PSEUDOTSUGATA MULTICAPSID POLTHEDROSIS VIRUS (OPMNPV 
) . //010341 

F-THYROI 00O072//C-PR0TE I N, SKELETAL NUSCLE SLOB- ISOFORM. //I . $•- 14 : 
205: 29//HOMO SAPIENS (HUNAN) . //Q00872 
F-THYROI 000085 

F-THYROI 000092//SPERN MITOCHONDRIAL CAPSULE SELENOPROTE i N (MCS).// 
0. 063:59: 33//HOMO SAPIENS (HUMAN) . //P4 9 901 
F-THYROI 000107 

F-THYROIQOOI 1 1//LINE-1 REVERSE TRANSCRIPTASE HONOLOG. //5. 0«- 58: 11 

0: 67//NYCT I CEBUS COUCANG (SLOB L0RIS).//P08548 

F-THYROI 0001 2 1//SPL I CEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A6 

6) . //2. 6e-06 : 1 34: 35//MUS MUSCULUS (MOUSE) .//Q6 2 20 3 

F-THYROI 000124//TENEC IN 3 PRECURSOR. //0. 047 : 76 : 35//TENEBR 10 NOLI TO 

R (YELLOW MEALWORM) . //Q27270 

F-THYROI 000129//F I BROS IN (FRAGMENT) . //O. 35: 43 : 34//MUS MUSCULUS (HO 
USE) . //Q60791 

F-THYROI 000132//!!!! ALU SUBFAMILY J BARN INC ENTRY ! ! ! !//8. Te-14: t 
04 : 42//HOMO SAPIENS (HUMAN). //P391 88 
F-THYROI 000156 
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F-THYROI 000163//! !!! AlU SUBFAMILY SB BARNING ENTRY ! H !//3. 7«-20: 
71 : 71//H0M0 SAPIENS (HUMAN). //P3 91 8 9 

F-THYR01QQ0I73//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (C LA TURIN COAT 
ASSOCIATED PROTEIN AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA I 
47 KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN ASSEMLY PROTEIN COMPLEX 
1 MEDIUM CHAIN). //6. 7a-88:2l6:76//MUS NUSCULUS (MOUSE) . //P3SS85 
F-THYROI 0001 86//! ! ! ! ALU SUBFAMILY SC BARN INC ENTRY ! ! ! !//2. 9e-24: 
72: 77//HOMO SAPIENS (HUMAN). //P391 92 
F-THYROI 000 187 

F-THYRO 10001 90//PR0TE IN TRANSPORT PROTEIN SEC61 BETA 2 SUBUNIT.// 
0.060: 50 :42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). //PS2871 
F-THYR01000197 

F-THYR010001 99//HYPOTHETICAL 49.8 KD PROTEIN D2007.5 IN CHROMOSOME 
III. //2. 0«-06 : 88 : 35//CAENORHABD I T I S ELEGANS. //P34379 
F-THYROI 000206 
F-THYR0100022I 

F-THYROI 000241 //HYPOTHETICAL 11.8 KD PROTEIN IN IC65-PK2 INTERGENI 
C REGION. //1 .0:51 : 35//AUTOGRAPHA CAL I FORMICA NUCLEAR POLYHEDROSIS 
VIRUS (ACMNPV) . //P41661 

F-THYROI 000242//Z INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2). 
//7.4e-37: I37:36//H0M0 SAPIENS (HUIAN).//P5IS23 
F-THYROI 000253//DNA-B I NO INC P52/PIOO COMPLEX. 100 KD SUBUNIT (FRAG 
HENTS).//0. 11:21 :S2//H0M0 SAPIENS (HUMAN). //P 30808 
F-THYROI 000270//WDNM1 PROTEIN PRECURSOR. //0. 40:52: 32//MUS MUSCULUS 
(MOUSE). //Q62477 

F-THYROI 000279//BETA CRYSTALUN A4. //O. 97:64: 26//BOS TAURUS (BOVIN 
E). //PI 1842 

F-THYROI 000288//POTENT I AL CAAX PRENYL PROTEASE 1 (EC 3.4.24.-) (PR 

EMYL PROTEIN- SPECIFIC ENOOPROTEASE 1) (PPSEP 1).//3.4e-48:142:42/ 

/SCHIZOSACCHAROMYCES P0M8E (FISSION YEAST). //Q1 007 I 

F-THYROI 000320//Z INC FINGER PROTEIN 14 (ZFP-14) (KROX-9 PROTEIN) 

(FRAGMENT). //O. 87: 35: 45//MUS MUSCULUS (MOUSE) .//PI 0755 

F-THYROI 000327//HYPOTHET I CAL 64.7 KD PROTEIN F26E4. 1 1 IN CHROMOSCM 

E I .//O. OOOIO: 75: 26//CAEN0RHA8DITIS ELEGANS. //P90859 

F-THYROI 00034 3//CHROMOCRAN IN A PRECURSOR (CGA) [CONTAINS: PANCREAS 

TAT IN: BETA-GRAN IN: BE- 14] . //0. 88 : 1 07 : 26//MUS MUSCULUS (MOUSE). //P 

26339 

F-THYROI 000358//SELEN I UM-8 1 NO I NG LIVER PROTEIN. //4. 6e-Z5: 49: 81//MU 
S MUSCULUS (MOUSE). //PI 7563 

F-THYROI 0O0368//LOC0MOT I OM-REUTED PROTEIN HIKARU GENKI PRECURSOR. 
//1. 0:136:26/ /DROSOPH I LA MELANOGASTER (FRUIT FLY) .//Q09101 
F-THYROI 000381 //GAG POLYPROTEIN [CONTAINS: CORE PROTEIN PIS; INNER 
COAT PROTEIN PI 2: CORE SHELL PROTEIN P30; NUCLEOPROTE I N P10].//0. 
032:99:35//SIMIAN SARCOMA VIRUS. //P03 330 

F-THYROI 000387// ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.90: 
46 : 3D//HAL I CHOERUS GRYPUS (GRAY SEAL) . //P38592 
F-THYROI 000394//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 
).//0.0O019:48:37//H0MO SAPIENS (HUMAN) . //P22 531 
F-THYR01000395//RINC CANAL PROTEIN (KELCH PROTEIN).//!. 2«-33: 186:3 
8//DR0S0PHILA MELANOGASTER (FRUIT FLY) . //Q04652 
F-THYROI 000401// SOS R I BOSOMAL PROTEIN L7/LIZ (FRAGMENT) . //O. 57:67 : 
31 //STAPHYLOCOCCUS AUREUS. //P48860 

F-THYROI 000438//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1.0:4 
2 : 38//STRONCYLOCENTROTUS PURPURATUS (PURPLE SEA URCHIN) . //PI 5997 
F-THYRO 1 000452/ /BACTER I OC I N CARNOBACTER 10CIN A PRECURSOR (PISCICOL 
IN 6I).//0.31:34:44//CARN0BACTERIUM PISClCOLA. //P38578 
F-THYROt 00047 1 // ! ! ! ! ALU SUBFAMILY SQ BARRING ENTRY ! ! » t//2. lt-31 : 
94: 72//H0M0 SAPIENS (HUMAN) . //P391 94 

F-THYROI 000484//! ! ! ! ALU SUBFAMILY SX BARN INC ENTRY ! ! ! !//S. 9»-08: 
30: 86//H0M0 SAPIENS (HUMAN). //P3919S 

F-THYROI 000488//EARLV NO0ULIN SS-2 PRECURSOR (N-55-2) (NODUL IN-31 

5).//0. 93 :98: 27//GLYCINE MAX (SOYBEAN) . //Q0291 7 

F-THYRO I 00050 1//D0BN RECULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR. 

//2. 4«-S1 : 1 98: SO//MUS MUSCULUS (MOUSE) . //PI 5533 

F-THYROI 000502//HUNCHBACK PROTEIN (FRAGMENT). //O. 84:41 :43//APIS ME 

LL1FERA (HONEYBEE). //P3 1504 

F-THYR01000505//HYPOTHETI CAL BHLF1 PROTE IN. //O. 99: 231 : 33//EPSTE IN- 
BARR VIRUS (STRAIN B9S-8) (HUNAN HERPESVIRUS 4).//P03l81 
F-THYROI 000558//ANT I THROMBIN- 1 1 1 PRECURSOR (ATI II) (FRAGMENT) .//O. 
47:58: 37//GALLUS GALLUS (CHICKEN).//Q03352 

F-THYROI 00056 9//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) .//0. 00048: 6 
4:42//RATTUS NORVEGICUS (RAT) . //P02454 

F-THYR01000570//HYPOTHET I CAL 11.6 KD PROTEIN IN ACS1-GCV3 INTERGEN 
1C REGION. //O. 94 :61:32//SACCHAROMYCES CEREVISIAE (BAKER' S YEAST)./ 
/P39725 

F- THY RO 1 000 58S//SPL ICING FACTOR. ARGININE/SERINE-RICH 6 (PRE-NRNA 
SPLICING FACTOR SRP5S) .//O. 050: 1 04: 36//HOMO SAPIENS (MJMAN) . //Q1 32 

47 

F-THYRO 1000596// INFECTED CELL PROTEIN ICP34. 5 (NEUROVIRULENCE FACT 
OR ICP34. S).//0. 99: 37:40//HERPES SIMPLEX VIRUS (TYPE I / STRAIN MG 
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H-l 0) .//P3731 9 

F-THYROI 000602//EAMZP30-47 PROTEIN (FRAGMENT) .//O. 88:61: 34//EIMERI 
A ACERVUL I NA. //P2 1 959 

F-THYRO 1OOO605//SUPPRESSOR PROTEIN SRP40. //O. 0016: 1 16 : 26//SACCHARO 
MYCES CEREVISIAE (BAKER’S YEAST) . //P32583 

F-THYROI 000625//! ! ! ! ALU SUBFAMILY SQ BARNING ENTRY ! ! ! !//J. 4*-33: 
88:78//HOMO SAPIENS (HUMAN). //P3 9 1 94 

F-THYROI 0O0637//METALLOTHIONE IN A (MT A).//1.0:23:43//SPARUS AURAT 
A (CIITHEAD SEA BREAM). //P52727 

F-THYRO 1 000641 //PHOTOSYSTEM II 10 KO PHOSPHOPROTE IN. //O. 99:26:46// 
CYAN ID) UN CALOARIUM (GALDIERI A SULPHLRARI A) . //Ol 9925 
F-THYROI 0006S8//MM ALU SUBFAMILY SB BARNING ENTRY ! ! ! !//l. 5e*49: 
116: 69//HOMO SAPIENS (HUMAN) . //P391 89 

F-THYR01000662//ONA-DAMAGE- INDUCIBLE PROTEIN P. //3: 7e-l5: 1 I9:43//E 
SCHERICHIA C0LI.//Q47I55 

F-THYROI 000666//KINES IN-LIKE PROTEIN KLP1 .//I. 0e-44:232:4l//CHLAMY 
DONONAS REINHARDT I I.//P46870 

F-THYROI 000676//!!!! ALU SUBFAMILY SP BARNING ENTRY ! ! ! !//2. I •- 1 5 : 
144: 39//HONO SAPIENS (HUNAN) . //P391 93 

F-THYRO1000684//HYP0THETICAL 73.5 KO PROTEIN IN SCS3-RPS2 INTERCEN 
1C REGION. //O. 00033 : 84 : 30//SACCHAROMYCES CEREVISIAE (BAKER S YEAS 
T) . //P531 29 

F-THYROI000699//!!!* ALU SUBFAMILY SC BARNING ENTRY ! ! ! !//0. 97:20 
BS//HOMO SAPIENS (HUMAN).//P39I92 

F-THYR0 100071 2//!!!! ALU SUBFAMILY J BARNING ENTRY ! ! !!//4. 2e-IO 6 
9 : 59//H0M0 SAPIENS (HUMAN) . //P3 91 88 

F-THYROI 0007 1 5/ /SAL I VARY PROLINE-RlCH PROTEIN PRECURSOR (CLONES CP 
3. CP4 AND CPS) [CONTAINS: BASIC PEPTIDE IB-6: PEPTIDE P-H].//4.6 
e-10: 2D4:32//HONO SAPIENS (HUMAN) . //P04280 
F-THYROI 000734 

F-THYR01000748//HYPOTHETICAL PROTEIN K I AA041 1 (FRAGMENT) . //1 . 8e-4 
6: 130: 70//HOMO SAPIENS (HUMAN). //043295 

F-THYROI 0O07S6//ALPHA-N-ACETVLGALACT0SAMIN I DE ALPHA-2, 6-SIALYLTRAN 
SFERASE (EC 2.4.99.-) (ST6GALNAC1 II) (STY). //I. 1 e-06: 95: 3I//RATTUS 
NORVEGICUS (RAT). //Q6 4686 

F-THYROI 000777//CUT I CLE COLLAGEN 2C (FRAGMENT) . //O. 0031 : 1 19: 34//HA 
EMONCHUS CONTORTUS. //PI 6252 

F-THYROI 000783//MYOS IN 1C HEAVY CHAIN. //O. 0014: 1 21 : 37//ACANTHAMOEB 
A CASTELLAN I I (AMOEBA) . //PI OSS 9 

F-THYROI 0OO787//HUNCHBACK PROTEIN (FRAGMENT) .//O. 54: 25 : S2//PH0LCUS 
PHALANGIOIDES. //Q02031 

F-THYROI 000793//PRE-MRNA SPLICING FACTOR PRP9. //O. 91 : 30: 36//SACCHA 
RONYCES CEREVISIAE (BAKER'S YEAST). //PI 9736 
F-THYRO 1000796 

F-THYROI 00080 5//HYP0THET I CAL 7.3 KD PROTEIN IN 100 KO PROTEIN REG • 
ON. //O. 081 : 31 : 38//HUNAN ADENOVIRUS TYPE 4I.//P23691 
F-THYRO 100081 5//!!!! ALU SU8FAMILY SX BARNING ENTRY ! ! ! !//6. 0e-30 
81 : 70//H0M0 SAPIENS (HUNAN). //P39 195 

F-THYROI 0008 2 9//NEUR0T0X IN III (BOM 1 1 1) .//0. 022: 32: 34//BUTHUS OCC 
IT ANUS MARDOCHEI (MOROCCAN SCORPION) . //PI 3488 

F-THYROI 00084 3//HYP0THET I CAL 7.7 KD PROTEIN IN GENES 5-4 INTERGENI 
C REGION (ORF 109) .//O. 98: 25:44//BACTERI0PHACE P22.//P26750 
F-THYROI 000852//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185). //7. 3 
e-09 : 83 : 42//V0LV0X CARTER I . //P2 1997 

F-THYRO I 000855//ANT1 FREEZE PEPTIDE 4 PRECURSOR.//! . 0 : 54: 35// PSEUDO 
PLEUROMECTA AMER1CANUS (VINTER FLOUKOER) . //P02734 
F-THYRO 100086 5//!!!* ALU SUBFAMILY J BARNING ENTRY ! ! ! !//5. 2e-l 7 6 
6: 57//HOMO SAPIENS (HUMAN) . //P3 91 88 

F-THYROI 000895//!!!! ALU SUBFAMILY SB BARNING ENTRY M !!//!. Oe-12 : 
58: 62//H0M0 SAPIENS (HUMAN) . //P 39 189 

F-THYR010009I6//!!!! ALU SUBFAMILY SB BARNING ENTRY M ! !//2. Oe-32 : 
101 : 69//HOMO SAPIENS (HUMAN) . //P3 9 189 

F-THYROI 0009 26//N I TROGEN FIXATION REGULATORY PROTE IN. //5. 5e-05 : 10 
8: 27//KLEBS IELLA OXYTOCA. //P56267 

F-THYROI 000934//PYRR0L INE-5-CARB0XYLATE REDUCTASE (EC l.S. 1.2) (P5 
CR) (P5C REDUCTASE). //3.9«-50:1 47 :40//HOMO SAPIENS (HUMAN) . //P3232 
2 

F-THYROI 00095 1//D I HYDROXY ACETONE KINASE (EC 2.7.1.29) (GLYCERONE K 
I NASE) // 1 . Be- 3 1 : 1 36 : 56//C I TROBACTER FREUND 1 1 . //P4S51 0 
F-THYRO 1O0O9S2//HYPOTHET I CAL 182.0 KD PROTEIN IN NMD5-HOM6 INTERGE 
NIC REG I ON. //2. 48-05:91 :34//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAS 
T).//P47l 70 

F-THYROI 000974//M1TOCHONDR I AL ATP-DEPENDENT RHA HELICASE SUV 3 PREC 
URS0R.//1. 0: 35:40// SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) . //P325 
80 

F-THYROI 000975 

F-THYRO 1000983//HYPOTHET I CAL 48.1 KO PROTEIN B0403.2 IN CHROMOSOME 
X. //1 . 3«-20: 96 : 5 1 //CAENORHABO ITI S ELEGANS. //Oil 076 
F-THYRO 1000984//CTP-B I ND INC AOP-fltBOSYLATION FACTOR HOMOLOG 1 PROT 
EIN. //O. 011:76: 34//DROSOPHILA MELANOGASTER (FRUIT FLY) .//P2S160 
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F-THTRO 1000988 

F-THYROIOOIOQ3//HYPOTHET ICAL 8.1 KD PROTEIN IN MSCL-RPLQ INTERCENt 
C REGION. //O. 97:60:31//ESCHERICH1A COLI . //P36675 
F-THYRO 100 1031//! ! ! ! ALU SUBFAMILY SI lARNIIIG ENTRY M ! !//9. 59-18: 
56:66//HOMO SAPIENS (HUMAN) . //P39 195 

F-THYRO 1 00 1 03 3//TRANSF0RMAT I ON-SENSITIVE PROTEIN IEF SSP 3521. //5. 
09-13:1 26: 3S//H0M0 SAPIENS (HUMAN) . //P3 1 948 

F-THYRO 1001 062// !!M ALU SUBFAMILY SQ VARNING ENTRY ! !!!//!. le-35: 
97 :79//HOMO SAPIENS (HUMAN) . //P39 194 

F-THYR0 100 10 93// MM ALU SUBFAMILY SQ 1ARNING ENTRY !!! !//6. 49-13: 
70 :S7//HOMO SAPIENS (HUMAN) . //P39I94 

F-THYR0 100 11 00//Z INC FINGER l-LINXED PROTEIN ZIDA (FRAGMENT) . //4. 2 
e-63:21 9: 63//HOMO SAPIENS (HUMAN) . //P98I68 

F-THYR0 100 1 1 20//SPL I CEO SOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B5 
3).//0. 00068: 160: 31 //HOMO SAPIENS (HUMAN). //Q 154 27 
F-THYROIOOI 121//VERY HYPOTHETICAL 20.6 KD PROTEIN CS6F8. 15 IN CHRO 
MOSOME I.//0. 37: 1$8:28//SCH1ZOSACCHARONYCES POMBE (FISSION YEAST). 
//Q10263 

F-THYROIOOI 133//MM ALU SUBFAMILY J VARNING ENTRY ! ! M//7. 39-15: 5 
9: 66//H0M0 SAPIENS (HUMAN). //P39t 88 

F-THYR01 001 1 34//SAL I VARY PROLINE-RICH PROTEIN PO (ALLELE N) (CONTA 
INS: PEPTIDE P-O] (FRAGMENT). //O. 00088: 159: 29//HOMO SAPIENS (HUMA 
N) . //P10161 

F-THYROIOOI 142//! !M ALU SUBFAMILY SQ VARNING ENTRY ! H !//3. Oe-29: 
81 : 71//H0M0 SAPIENS (HUMAN). //P391 94 

F-THYROIOO1 1 73//CYTOCHROME C OXIDASE POLYPEPTIDE VMS (EC 1.9. 3.1 
). //0. 88:51 : 35//DICTYOSTELIUM DISC01DEUM (SLIME MOLD) . //P206 1 0 
F-THYROIOO1 1 77//! ! ! * ALU SUBFAMILY SC VARNINC ENTRY ! ! M//3. Oe-24 : 
91 : 68/ /HOMO SAPIENS (HUMAN). //P391 92 

F-THYROIOOI 189//NXR2 PROTEIN (ZINC FINGER PROTEIN 2) . //7. 3e-27 : 16 
5: 39//MUS MUSCULUS (NOUSE) . //P08043 

F-THYROIOOI 204//BAS 1C PROUNE-RICH PEPTIDE P-E (IB-9) . //O. 67:42:42 
//HOMO SAPIENS (HUMAN) .//PO 2 81 1 

F-THYROIOOI 2 13//!!!* ALU SUBFAN I LY SQ VARNING ENTRY !!! !//2. 9e-16: 
61 :68//HOMO SAPIENS (HUMAN) . //P391 94 

F-THYROIOOI 262// MM ALU SUBFAMILY SP VARNING ENTRY !!!!//!. 4«-36: 
50:84//H0MO SAPIENS (HUMAN). //P391 93 

F-THYRO I 00 1271 //HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556. 
//O. 62 : 1 26 : 30//STREPT0MYCES FRAOIAE. //P20186 

F-THYROI 00 1287//HYPOTHET I CAL 91.2 KD PROTEIN IN RPS4B-SCH9 INTERGE 
NIC REGION. //I. 9e-26:208: 37//SACCHAR0MYCES CEREVISIAE (BAKER'S YEA 
ST) . //P38888 

F-THYROIOOI 2 90//C I ANT HEMOGLOBIN AIV CHAIN (FRAGMENT). // 1.0: 31 : 38/ 
/LAICLL I BRACH I A SP. (DEEP-SEA GIANT TUBE VORM) . //P20413 
F-THYROIOOI 31 3//VACU0LAR PROTEIN SORT INC- ASSOCIATED PROTEIN VPS5. / 
/0. 00042: 105 : 31//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAST). //Q923 31 
F-THYROIOOI 3 20//C0LLACEN ALPHA 1(111) CHAIN. //O. 27: 57: 38//B0S TAUR 
US (BOV I NE) . //P042 58 

F-THYR0100I321//!!!! ALU SUBFAMILY J VARNING ENTRY !!! !//5. 59-20:7 
4: 64//HOMO SAPIENS (HUNAN) . //P3 9 1 88 

F-THYROI 001 322//HYPOTFCT I CAL 7.2 KD PROTEIN. //0. 66 : 49: 30//VACCINIA 
VIRUS (STRAIN COPENHAGEN). //P2 1123 
F-THYROI 001 347//T0I IN F-VIM PRECURSOR (TOXIN TA2) (TOIIN OAFS).// 
0.94:61 :36//DENOROASP IS AUGUST I CEPS (EASTERN GREEN MAMBA) . //P0 1404 
F-THYR0 100 136 3// MM ALU SUBFAMILY J VARNING ENTRY ! M !//0. 0025: 2 
3: 73//H0M0 SAPIENS (HUNAN). //P 39 188 

F-THYROIOOI 36S//MERSACIO IN PRECURSOR. //O. 35: 38: 42//BACILLUS SP. (S 
TRAIN HIL-Y85/54728). //P43683 

F-THYROIOOI374//PROTE IN VOLD. //1 . 69-13: 140 : 3I//HELIC0BACTER PYLORI 
(CAMPYLOBACTER PYLOR I ) . //005729 

F-THYR01001401//MM ALU SUBFAMILY SC VARNING ENTRY MM//0. 047:4 
3 : 48//H0M0 SAPIENS (HUMAN) . //P39I 92 
F-THYRO) 00) 403 

F-THYROI 001 405//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930 
) . //O. 0068: 26:42//HOMO SAPIENS (HUMAN) . //P22 531 
F-THYROI 00 1 406//PUT AT I VE STEROID DEHYDROGENASE KIK-I (EC 1.1.1.-). 
//3. te-81 : 97: 83//MUS MUSCULUS (MOUSE) . //070503 

F-THYROI 00 141 1//! !M ALU SUBFAMILY SP VARNINC ENTRY MM//1. 99-26: 
89: 74//H0M0 SAPIENS (HUMAN) . //P39 193 

F-THYROI 001426// M ! !‘ ALU SUBFAMILY SP VARNING ENTRY MM//1.4e-09: 
55: 61 //HOMO SAPIENS (HUMAN) . //P39 193 

F-THYROI 0014 34//BE T A-OEFE NS 1 N 4 PRECURSOR (BND8-4).//0.68:44:34//B 
OS TAURUS (BOVINE) . //P46 1 62 

F-THYROI 001 458//MY0S IN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYO 
SIN HEAVY CHAIN, TYPE B) (NMMHC-B) . //3. 89-64:21 6: 62//HOMO SAPIENS 
(HUMAN). //P3 5580 

F-THYROI 00 1 480//!! M ALU SUBFAMILY SQ VARNING ENTRY ! ! ! !//9. 3#-29: 
88: 7S//H0M0 SAPIENS (HUMAN) . //P39 194 

F-THYROI001487//HOMEOBOI PROTEIN H0X-B4 (HOX-2. 6) .//O. 99:59: 37//MU 
S MUSCULUS (MOUSE). //PI 02 84 
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F-THYROIOOI 534//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY !!! !//l. 49-14: 
40: 82//HOMO SAPIENS (HUMAN) .//P3 9 1 94 

F-THYROI 001 537//HYPOTHET ICAL 33.8 KD PROTEIN IN TVT1-FL0S INTERGEN 
1C REGION. //2.4e-07: 142: 32//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T) . //P38892 

F-THYROIOOI 541//! !!! ALU SUBFAMILY SX VARNING ENTRY ! ! ! !//0. 98: 26 : 

6 1 //HOMO SAPIENS (HUMAN) . //P3 9 195 

F-THYROI 001 559//PR0TE IN Q30O. //2.69-OS: 20: 7 S//MUS MUSCULUS (MOUSE 

).//Q02722 

F-THYROIOOI 570 

F-THYROIOOI 573//SPERN MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS).// . 
0.033:71 :36//MUS MUSCULUS (HOUSE). //PI 5 26 5 

F-THYROI 001 S84//SUPPRESSOR PROTEIN SRP40.//2. 19-05: 188 : 2 7//5ACCHAR 
OMYCES CEREVISIAE (BAKER'S YEAST). //P32583 

F-THYROI 001 595//RAS SUPPRESSOR PROTEIN 1 (RSUH) (RSP-I PROTEIN) 
(RSP-D.//6. 19-21 :3S:91//HOMO SAPIENS (HUMAN) . //Ql 5404 
F-THYROI 001 602//TRK SYSTEM POTASSIUM UPTAKE PROTEIN TRKH. //I . 0: 57 : 
42/ /HAEMOPH I LUS INFLUENZAE. //P4484 3 

F-THYROI 001 605//VENOM BASIC PROTEASE INHIBITORS IX AMD VII IB. //I. 
0:34: 38/ /BUNGARUS FASCIATUS (BANDED KRAI T) . //P25660 
F-THYROI 001 61 7//! ! ! ! ALU SUBFAMILY SQ VARNING ENTRY !!! !//7. 09-18 : 
55: 81 //HOMO SAPIENS (HUMAN). //P3 9 1 94 

F-THYROI 001637//! ! ! ! ALU SUBFAMILY SX VARNING ENTRY !!! !//0. 00020: 
25:80//H0M0 SAPIENS (HUMAN). //P3 9 1 95 

F-THYROI 001 656//PR0L I NE-R I CH PROTEIN MP-2 PRECURSOR. //O. 0091 : 54 : 42 
//MUS MUSCULUS (HOUSE) . //P05 142 

F-THYROI 001 66 1 //HYPOTHETICAL 21.1 KD PROTEIN IN SSR-SERA 1NTERGENI 
C REGION (0182). //O. 033: 77:3S//ESCHERICHIA COLI . //P09160 
F-THYROI 001 67 1//(2‘ -5’) Ql I GOADENYLATE SYNTHETASE 1 (EC 2.7.7.-) ( 
(2-5’ )0L ICO (A) SYNTHETASE I) (2-SA SYNTHETASE 1) (P46/P41) (EI8/E1 
6).//4. 3e-34:207: 34//KOMO SAPIENS (HUMAN) . //P00973 
F-THYROI 001 67 3//!!!! ALU SUBFAMILY SQ I ARMING ENTRY !!! !//3. 99-08 : 
49: 65//HOMO SAPIENS (HUMAN) . //P391 94 

F-THYROI 001 703//HYPOTHET1CAL 69.8 KD PROTEIN IN BOFl-SFPI INTERGEN 
1C REGION. //6. 49-16: 134: 35//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T) . //Q06Q53 
F-THYROI 001 706 

F-THYROIOOI 721 //RING CANAL PROTEIN (KELCH PROTEIN) . //2. 79-27 : 1 91 : 3 
6//DROSOPHI LA MELANOGASTER (FRUIT FLT).//Q04652 
F-THYROIOOI 738//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN S 
ISO (PROTEIN KINASE A INTERFERENCE PROTEIN). //0. 0032: IOS:32//SACC 
HAROMYCES CEREVISIAE (BAKER'S YEAST) . //P36027 
F-THYROI 001 745 

F-THYRO 1 001 746//CENE 10 PROTE I N. // 1 . 0 : 55 : 30//SP I ROPLASNA VIRUS SPV 
1-R8A2 B. //PI 5901 

F-THYROI 001 772//! ! ! ! ALU SUBFAMILY J VARNING ENTRY !! I !//1. 29-05:4 
I : 63//H0M0 SAPIENS (HUMAN) . //P39 188 

F-THYROIOOI 793//HYPOTHET I CAL 21.6 KD PROTEIN F37A4. 2 IN CHROMOSOME 
1 1 1 . //1 . 59-28 : 1 61 : 42//CAENORHABOIT I S ELEGANS. //P41 880 
F-THYROI 00 1 8Q9//LATENCY-RELATED PROTEIN 2. //0. 49: 74: 27//HERPES SIM 
PLEX VIRUS (TYPE I / STRAIN F). //PI 7589 

F-THYROI 001 828//PROTE I NASE INHIBITOR. //O. 1 1 : 34: SO//SOLANUM MELONCE 
NA (EGGPLANT) (AUBERGINE) . //PO 1078 

F-THYROI 001 8S4//ACYL-C0A-B I NO INC PROTEIN HOMOLOC (AC8P) (DIAZEPAM 
BINDING INHIBITOR HOMOLOG) (OBI) .//O. 63: 50: 38//RANA RIDIBUNDA (LAU 
CHING FROG) (MARSH FROG) . //P45B83 

F-THYROI 00 1 895// ! ! ! ! ALU SUBFAMILY J VARNING ENTRY ! ! ! !//6. 19-09: 7 
2 :47//HOMO SAPIENS (HUMAN) .//P39I 88 

F-THYRO 100 1907// TRY POMAST I GOTE DECAY-ACCELERATING FACTOR (T-DAF) 
(FRAGMENT) . //O. 79: 36: 44//TRYPANOSOMA CRUZ I . //Q26327 
F-VESEN1 0001 22//HOMEOBOX PROTEIN HB9. //O. 57: 64: 32//HOMO SAPIENS (H 
UMAN) . //PS02 1 9 

F-Y79AAI 0000 1 3//METALL0TH I ONE I N B (MT-B) .//O. 034: 3S:48//SALM0 SALA 
R (ATLANTIC SALMON) . //P52720 

F-Y79AAIOOOQ33//CHOLECYSTOKININ. //O. 97 : 49: 30//PSEUDEMYS SCRIPTA (S 
UDER TURTLE) . //P80345 

F-Y79AA1 000037//DNA-8I NO I NG PROTEIN BMI-I . //I. 49-23: 80: 60//H0M0 SA 
PIENS (HUMAN). //P3 52 26 

F-Y79AAI 000059//HYPOTHETICAL 35. S KO PROTEIN IN TRANSPOSON TN4556. 
//O. 0075 : 1 27 : 36//STREPT0MYCES FRAOIAE. //P201 86 
F-Y79AA1 000065//SAL I VARY PROIINE-RICH PROTEIN PO (ALLELE K) [CONTA 
INS: PEPTIDE P-O] (F R AMENT) . //0. 022:1 35 :29//HOMO SAPIENS (HUMAN). 
//P 10162 

F-Y79AA1 000 1 31 //REGULATORY PROTEIN E2.//1. »e-05: 175: 26//HUMAN PAPI 
LLOMAVIRUS TYPE 24. //PS0770 

F-Y79AA1 0001 81 //PROl IKE-RICH PROTEIN NP-3 (FRAGMENT) . //1 . 4«- 06 : 1 8 
7 : 2 9 //MUS MUSCULUS (ROUSE) . //POSI 43 

F-Y79AA1 000202//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) // 6. 2 
o-09 : 47 : 53//0VEN I A FUS I FORM IS. //P2! 260 

F-Y79AA1 00021 4//H I STONE H2A VAR I ANT. //I. 79-50: 107: 100//GALLUS GALL 
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US (CHICKEN) .//P02272 

F-Y79AA1000230//GONADOL IBERIN I PRECURSOR (LHRH I) (LUTEINIZING HO 
RHONE RELEASING HORMONE I) (GONADOTROPIN RELEASING HORMONE I) (GNR 
H I) (IULIBERIN l).//0.27:64:34//HOMO SAPIENS (HUMAN). //PO 1 148 
F-Y79AA 10002 31 //HYPOTHETICAL 47.9 KD PROTEIN M02IB04. I2.//2. Se-72: 
277 : S3/ /ARAB I OOPS I S THALIANA (MOUSE-EAR CRESS) . //0046 58 
F-Y79AAI 000258//PRQL I NE-RICH PROTEIN NP-2 PRECURSOR. //2. 8e-08: 174: 
35//MUS MUSCULUS (MOUSE) . //POS 142 

F-Y79AAI 00026B//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT) . //O. 00020: I 
76:33//RATTUS NORVECICUS (RAT). //PI 3941 

F-Y79AAI 00031 3//HYP0THET I CAL 54.0 KD PROTEIN C32A3. 1 IN CHROMOSOME 
1 1 1 . //0. 092 : 1 27 : 2 1 //CAENORHABD I T I S ELEGANS. //QQ9260 
F-Y79AA1 0O0328//SEL-I0 PR0TEIN.//5. 3e-05: I29:28//CAEN0RHAB0ITIS EL 
EGANS. //Q93 794 

F-Y79AA1 000342/ AERAT IN. ULTRA HICH-SULRJR MATRIX PROTEIN (UHS KER 

AT IN). //1 . 0: 73:30//0VI S ARIES (SHEEP) . //P26372 

F-Y79AAI 000346//COATOMER GAMMA SUBUNIT (CAHIA-COAT PROTEIN) (GAMM 

A-COP) . //I . 8«-9S: 20$: 83//BOS TAURUS (BOVINE) . //P53620 

F-Y79AA 1 000349// ANT I FREEZE PEPTIDE 4 PRECURSOR. //O. 03$: 37: 54//PSEU 

DOPLEURONECTA ANERICANUS (■ INTER FLOUNDER) . //P02 7 34 

F-Y79AAI000355//HYPOTHET ICAL 18.2 KD PROTEIN ZK$32. 13 IN CHROMOSOH 

E III. //0. 0031 : 106 : 28//CAENORHABD I T I S ELEGANS. //Ql 01 20 

F- Y7 9AA 1 000 36 8//REDUCED VIABILITY UPON STARVATION PROTEIN 161. //I. 

4e-l6:20B:28//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAST). //P2 534 3 

F- Y79AA1 000405//L I GHT-HARVEST I NG PROTEIN B-800-8S0. ALPHA CHAIN C 

(ANTENNA PIGMENT PROTEIN. ALPHA CHAIN C) (LH I i-C ALPHA) . //O. 98: 5 

0: 30//RHOOOPSEUDOMONAS PALUSTR I S. //P35103 

F-Y79AAI 00041 0//!!!! ALU SUBFAMILY SQ IARNING ENTRY !! ! !//7. 9e-20: 
62: 79//HOMO SAPIENS (HUMAN). //P39 194 

F-Y79AA1OO042O//HYPOTHET ICAL 27.7 KD PROTEIN IN UME3-HDA1 INTERCEN 
1C REG I CM. //1 . 4«-06 : 86 : 38//SACCHAR0MYCES CEREVISIAE (BAKER* S YEAS 
T) . //P53970 

F-Y79AA1000469//HYPOTHET ICAL 48.4 KD PROTEIN F44B9. S IN CHROMOSOME 

1 1 1.//2. 8e- 34:211 :40//CAEN0RHABDITIS ELEGANS. //P344 26 
F-Y79AA1000480//HYPOTHET ICAL 63.2 KD PROTEIN C1F3.09 IN CHROMOSOME 

l . //3. 9e- 1 S : 90 : 32//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST). //Ql 

0414 

F-Y79AA1000538//H ! ! ALU SUBFAMILY SX IARNING ENTRY ! M !//0. 37:41 : 
48//H0M0 SAPIENS (HUMAN) . //P3 91 95 

F-Y79AAI000539//SPL ICING FACTOR, ARGININE/SERI NE-RICH 4 (PRE-MRNA 
SPLICING FACTOR SRP75) .//1 . 8e-21 : 1 90 : 37//HOMO SAPIENS (HUMAN). //QO 
8170 

F-Y79AA1000S40//SPERM PROTAMINE PI . //O. 00045:66: 4S//DASYURUS VIVER 
RINUS ( SOU TVCAS TERN QUOLL). AND DASYURUS HALLUCATUS. //P421 35 
F-Y79AA1 000560//ALPHA-ADAPT I N C (CLATHRlN ASSEMBLY PROTEIN COMPLEX 

2 ALPHA-C URGE CHAIN) (100 KD COATED VESICLE PROTEIN C) (PUSMA 
MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA C SUBUNIT) . //1 . 6«-79: 1 86: 87 
//MUS MUSCULUS (MOUSE) . //Pt 7427 

F-Y79AAI000574//AKUVINONE C-11 HYDROXYUSE (EC 1.-.-.-) (FRACMEM 
T>.//0. 010: 35 : 6Q//STREPT0MYCES PEUCETIUS. //P32009 
F-Y79AAI000S89//32. 3 KO PROTEIN IN CWPI-MBR1 INTERCEN 1C REGION.// 
4. 5«-27 : 1 97: 35//SACCHAROMYCES CEREVISIAE (BAKER’ S YEAST) . //P2 8 3 20 
F-Y79AA1000627//Z INC FINGER PROTEIN 134. //1 . 6«-34 : 191 : 35//HOMO SAP 
IENS (HUMAN). //P52741 

F-Y79AAI000705//HYPOTHET ICAL 128.5 KD l€LICASE IN ATS1-TPD3 INTERG 
ENIC REGION. //8.7«-36: 250: 40//SACCHAR0MYCES CEREVISIAE (BAKER’S YE 
AST). //P3 1380 

F-Y79AA1000734//PEROXI SOMAL MEMBRANE PROTEIN PMP30A (PMP3I) (PEROX 
IN-I 1A).//0. 00037 : 108: 27//CANDIDA B0ID1N1 I (YEAST) . //Q003 16 
F-Y79AA1000748//HYP0THETICAL 61.3 KD PROTEIN F25B5. 5 IN CHROMOSOME 
III. //I . 0*-23: 210: 34//CAENORHABOITI S ELEGANS. //Q093 1$ 

F-Y79AA1 000752//PUTAT I VE HETEROGENEOUS NUCLEAR R I BONUCLEQPROTE I N X 
(HIRNP X) (C8P).//1.4e-53: 1 56 :68//MUS MUSCULUS (MOUSE) . //Q6 1990 
F-Y79AAIQOQ774//HYPOTHET I CAL 77.9 KD PROTEIN IN RRNI0-NC12 INTERCE 
NIC REGION.//!. 2e-1 1 :231 : 26//SACCHAR0MYCES CEREVISIAE (BAKER’S YEA 
ST).//P38205 

F-Y79AA1000782//CUT1CLE COLLAGEN 2. //O. 012 : 56 : 35//CAENORHABD ITIS E 
LEGANS. //PI 7656 

F-Y79AA1 000784/ /H I ST 1 0 1 NE -R I CH GLYCOPROTEIN PRECURSOR. //1 . 3«-08: 8 
2 : 3 9//PLASM0D I UM LOPHURAE. //P04929 

F-Y79AA1 D00794//DNA-B I ND I NG PS2/P100 COMPLEX. 100 KO SUBUNIT (FRAG 

MENTS).//0.043:13:53//HOMO SAPIENS (HUMAN) . //P30808 

F-Y79AA1 000800//PRIA PROTEIN PRECURSOR. //O. 031 : 94: 34//LENT I NUU ED 

ODES (SHIITAKE MUSHROOM) (LENTINUS EDODES) . //Q01 200 

F-Y79AA1 OOQ802//HYPOTHETICAL 67.4 KD PROTEIN IN RPS3-PSD1 INTERCEN 

1C REG I ON. //0. 26:186 ~23//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 

//P53882 

F-Y79AA1 00080 5//ANP DEAMINASE (EC 3.S.4.6) (MYOADENYLATE DEAN I NAS 
E) .//O. 99:78: 3S//SCH I ZOSACCHAROMYCES POMBE (FISSION YEAST) .//PS099 

8 



[0 6 9 7 ] 



F-Y79AA1 000824//HVPOTHETICAL 81.7 KD PROTEIN IN M0L1-NAT2 INTERCEN 
1C REG1 ON. //3. 4e-44: til: 49//SACCHAR0MYCES CEREVISIAE (BAKER’ S YEAS 
T) .//P48234 

F-Y79AA1 0O0827//HYPOTHET ICAL BHLF1 PROTEIN. //O. 0046: 187 : 33//EPSTE I 
N-BARR VIRUS (STRAIN B9S-8) (HUMAN HERPESVIRUS 4).//P03l8l 
F-Y79AAI 000833//TUBUL I N ALPHA-1 CHAIN. //I . Oe-75 : 239: 66//CR » CETULUS 
GRISEUS (CHINESE HAMSTER) . //PO 5 2 09 
F-Y79AA! 000850//SMALL PROLINE-RICH PROTEIN II (SPR-I I) (CLONE 174 
N).//0. 0078 . 57:31 //HOMO SAPIENS (HUMAN) . //P2 25 3 2 
F-Y79AA1 000962//MYOS I N ttAVY CHAIN. GIZZARD SMOOTH MUSaE.//8. 5e-l 
1 : 241 : 26//GALLUS CALLUS (CHICKEN) . //PI 0587 

F-Y79AA1000966//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6).// 
0.69: 122: 31 //TRYPANOSOMA BRUCE I BRUCE I . //P24499 
F-Y79AA 1 00096 8//T RAMS LAT I ON INITIATION FACTOR EIF-2B GAMMA SUBUNIT 
(EIF-2B GOP-GTP EXCHANGE FACTOR). //3. 3*— 1 02 : 21 1 :93//RATTUS NORVEC 
ICUS (RAT) . //P70541 

F-Y79AAI000969//PROCOLUGEN ALPHA 1(1) CHAIN PRECURSOR. //1 . 0: 67 : 38 
//CALLUS GALLUS (CHICKEN) . //P024S7 . 

F-Y79AA1000976//INVOLUCRIN.//0. 99:66: 31//CEBUS ALBlFRONS (MHI TE-FR 
ONTED CAPUCHIN). //P247 09 

F-Y79AA1000985//PERICENTRIN. //I . le-24: 1 16: 59//IWS MUSCULUS (MOUSE 
). //P48725 

F-Y79AAI001023//HYP0THETICAL 105.9 KD PROTEIN IN AAC3-RFC5 INTERCE 
NIC REGION. //O. 37 : 79: 27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST). 
//P38250 

F-Y79AA1 001 041//SPERMAT 10-SPECIFIC PROTEIN T1 (CONTAINS: SPERM PRO 
T AMINE SPI].//0. 93:43:39//SEPIA OFFICINALIS (COMMON CUTTLEF ISH) . // 
P 80 001 

F-Y79AA 1 001 O48//ACYL-C0A DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC P 
RECURSOR (EC 1.3.99.-) (VLCAO) . //1 . 5e-51 : 21 1 : 52//B0S TAURUS (BOVIN 
E).//P48818 

F-Y79AA100I061//! ! ! • ALU SUBFAMILY SQ IARNING ENTRY ! ! • ! //3. 8e-ZS: 
85: 69//HOMO SAPIENS (HUMAN). //P39 194 

F-Y79AA 1 0Ot 066//PR0C0LLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: 
CHONDROCALCIN] . //O. 0015: 207: 33//MUS MUSCULUS (MOUSE) . //P28481 
F-Y79AA1001077//ADULT-SPEC IFIC RlGIO CUTICULAR PROTEIN 11.9 (ACP 1 
1.9).//0. 99: 36:41 //ARANEUS OIAOEMATUS (SPIDER) . //P8051 5 
F-Y79AA 1 001 078//HYP0THET I CAL 88.1 KD PROTEIN K02D10. I IN CHROMOSOH 
E 1 1 1 . //1 . 0e-06 : 1 97 : 23 //CAENORHABD ITIS ELEGANS. //P34492 
F-Y79AAI001 105//H0ME0B0X PROTEIN 0TX2. //2. 9e-62 : 163: 79//MUS MUSCUL 
US (MOUSE) . //P8 0206 

F-V79AA1001145//!!!! ALU SUBFAMILY SX IARNING ENTRY MM//0.024 4 
2 : 59//HOMO SAP I ENS (HUNAN) . //P391 95 

F-V79AA1001 167//HYPOTHETICAL 7.1 KD PROTEIN IN IAP2-VLF1 INTERCEN! 
C REGION. //O. 96: 20. 50//AUT0GRAPHA CAL I FORMICA NUCLEAR POLYHEDROSIS 
VIRUS (ACMNPV) . //P41471 

F-Y79AA1001177//HYPOTHETICAL BHLF1 PROTE IN. //3. 9«-0S: 1 35: 34//EPSTE 
IN-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03l81 
F-Y79AA1001 1 8S//PUTATI VE CUTICLE COLUGEN C09G5. 5.//0. 0001 7:93 : 38/ 
/CAENORHABD ITIS ELEGANS. //Q094S6 
F-Y79AA1001 21 1 

F-Y79AA1001 216//TENS IN.//0. 012: 134: 32//GALLUS GALLUS (CH I CKEN) . //Q 
04205 

F-Y79AAI001 22B//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2) . //O. 088 : 75 
34//H0M0 SAPIENS (HUMAN) . //Q028I7 

F-Y79AAI001233//ESTRADIOL 17 BETA- DEHYDROGENASE 1 (EC 1.1.1.62) (1 
7-BETA-HSO 1) ( 1 7-BETA-HYDROXYS TERO I D DEHYDROCENASE I) .//l . U-40: 1 
39: 51//RATTUS NORVECICUS (RAT) . //PS 1657 

F-Y79AA1001 236//HYPOTHETICAL 34.7 KD PROTEIN IN 0RC2-TIPI INTERCEN 
1C RECI0N.//2. Oe-22: 108: 53//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS 
0.//P3B238 
F-Y79AA1001281 

F-Y79AA1 00 1299//PR0L I NE-RICH PROTEIN NP-3 (FRACMENT) . //O. 0022:49 4 
4//MUS MUSCULUS (MOUSE) . //POS 1 43 

F-Y79AA1001 31 2//50S RIBOSOMAL PROTEIN L24, CHLOROPUST PRECURSOR./ 
/O. 98: 1 17: 25//ARABIDOPS (S THALIANA (NOUSE-EAR CRESS) . //P92959 
F-Y79AAI001 323//C0RNIF IN (SMALL PROLINE-RICH PROTEIN I) (SPR-1) (S 
MALL PROLINE-RICH SQUAMOUS CELL MARKER) (SPRP) . //O. 082: 44: 40//SUS 
SCROFA (PIC) . //P35323 

F-Y79AA1001 384//APOLI POPROTEIN C-l 1 1 PRECURSOR (APO-CI II). //O. 99 4 
7 : 40//WJS MUSCULUS (MOUSE) . //P3 36 2 2 

F-Y79AA1 001 391 //HOME 0801 PROTEIN H0X-A13 (HOX-1 J) . //9. 8«-5B: I 57 : 62 
//HOMO SAPIENS (HUMAN) . //P3 1271 

F-Y79AA1001394//TRICHOHYALIN.//4. 7*-08: 121 : 36//HOMO SAPIENS (HUMA 
N) . //Q07283 

F-Y79AAI001 402//ETS-DOMAIN TRANSCRIPTION FACTOR ERF. //O. 0087 : 81 : 33 
//MUS MUSCULUS (MOUSE) . //P70459 

F-Y79AAIQ01 493//HYPOTHETICAL 48.1 KD PROTEIN 80403.2 IN CHROMOSOME 
X.//4. Se-21 : 1 25 : 44//CAEN0RHABDIT I S ELEGANS. //Ql 1076 
F-Y79AA1 001 51 1//HYP0THETICAL 86.6 KD PROTEIN IN PFKI-TDS4 INTERGEN 
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1C REGION. //2. 3e-l 7 : 249: 31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAS 
T).//P5331 J 

F-Y79AAI001533//DNA-DIRECTED RNA POLYMERASE I 49 KO POLYPEPTIDE (E 
C 2. 7. 7. 6) (A49) . //O. 0099 : 1 55 : 23//SACCHAROMYCES CEREVISIAE (BAKER' 
S YEAST) . //QOIOSO 
F-Y79AA100154I 

F-Y79AA100154I//! } } ! ALU SUBFAMILY SC VARNING ENTRY ! ! ! !//1 . le-17: 
53 : 83//HOMO SAPIENS (HUMAN) . //P391 92 

F-Y79AAI00I555//MAJ0R SURFACE ANTIGEN.//0.04S:62:29//»€PATITIS B V 
IRUS.//P31873 

F-Y79AAI 001 S81//ACETYL-C0ENZYME A SYNTHETASE (EC 6.2. 1.1) (ACETAT 
E — COA UGASE) (ACYL- ACTIVATING ENZYME) . //8. fie-ll : 144: 3I//ESCHERI 
CHI A C0LI.//P27550 

F-Y79AA1 001 585//S PERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS).// 
0.012:64:40//MUS MUSCULUS (MOUSE) . //PI 5265 

F-Y79AA1 0Q1S94//C0RNIFIN BETA. //O. 61 : 88:31 //MUS MUSCULUS (MOUSE)./ 
/009116 

F-Y79AA1 001603//TRANSCRIPTI0N INITIATION FACTOR TFIID 135 KD SUBUN 
IT (TAFI 1-135) (TAFIII35) (TAF 1 1-1 30) (TAFI 1 130) .//O. 024: 170:30//H 
OMO SAPIENS (HUMAN). //0002 68 

F-Y79AA1 0016I3//Z1NC FINGER PROTEIN 42 (MYELOID ZINC FINGER I) (M2 
F-1) .//4. 5*-09: 136: 27//HGM0 SAPIENS (HUMAN) . //P2 8698 
F-Y79AA1 OOI647//HYPOTHET ICAL 23.1 KD PROTEIN CY277. 20C. //O. 093 : 94: 
26//MYC08ACTERIUM TUBERCULOSI S. //P71779 

F-Y79AA1 001 665//HCME060X PROTEIN DLX-2 (HOMEOBOX PROTEIN TES-I).// 
0. 79:90: 26//HUS MUSCULUS (HOUSE) . //P40764 

F-Y79AA1 001 679//LAM80A-CRYSTALL I N. //1 . 6e-95 : 224: 8t //ORYCTOLAGUS CU 
Nl CUIUS (RABBIT). //PI 4755 

F-Y79AAI001692//GERH CELL-LESS PR0TEIN.//3. 5e-08: 78: 38//OROSOPHILA 
MELANOGASTER (FRUIT FLY) . //QOI 820 

F-Y79AA1 00 1 696// INSULIN. //I. 0:33: 27// ANGUILLA ROSTRATA (AMERICAN E 
ED.//P42633 

F-Y79AA100170S//HYP0THETICAL BHLF1 PROTEIN. //O. 001 3: 1 92 : 33//EPSTEI 
N-BARR VIRUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03l8l 
F-Y79AA1001711//PARATHYMOSIN (ZINC -BINDING II. 5 KD PROTE I N) . //O. 03 
2:38: 34//RATTUS NORVEGiCUS (RAT) .//P04S50 
F-Y79AA100178I 

F-Y79AAI 001 80S//VAS0D I LATOR-ST INULA TED PHOSPHOPROTEIN (VASP).//0.0 
063:1 28: 3O//H0MO SAPIENS (HUMAN).//PSOS52 

F-Y79AA1 001 827//SPERM PROTAMINE PI .//O. 01 5:45: 40//DI DELPHI S MARSUP 
IALIS VIRGIN I ANA (NORTH AMERICAN OPOSSUM), AND MONOOELPHIS OOMESTI 
CA (SHORT-TAILED GREY OPOSSUM) . //P35305 

F-Y79AA1001846//!!!! ALU SUBFAMILY J VANNING ENTRY ! ! ! !//2. 4«-09:4 
2:73//HOMO SAPIENS (HUMAN). //P3 9 188 

F-Y79AA1001848//KRUEPPEL PROTEIN (FRAGMENT).//!. 8e-10: 63: 44//PSYCH 
OOA C I RE REA. //Q02035 

F-Y79AAI001866//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTE 

IN NK10). //0. 00036: 108: 37//MUS *JSCULUS (MOUSE) .//Q6 1 967 

F- Y79AA1 001 874//0X40L RECEPTOR PRECURSOR (ACT3S ANTIGEN) (TAX-TRAM 

SCRIPTIONALLY ACTIVATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN)./ 

/3. 2*-07 : 1 00 : 35//HOMO SAPIENS (HUMAN) . //P43489 

F-Y79AA 1 001 875/ /B-CELL CROVTH FACTOR PRECURSOR (BCGF-12 KD).//0.02 

0:25:64/ /HOMO SAPIENS (HUMAN). //P20931 

F-Y79AAI001 923//SAL IVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTA 
IRS: PEPTIDE P-0] (FRAOENT).//0.016:83:36//H0M0 SAPIENS (HUMAN)./ 
/Pi 07 62 

F-Y79AA1 001 963//PUTAT I VE PRE-MRNA SPLICING FACTOR ATP-OE PENDENT RN 
A HELICASE SPAC10F6;02C.//8. Ie-13:94:47//SCHIZOSACCHAROMYCES POMBE 
(FISSION YEAST). //042643 

F-Y79AAI 002027//DB I QUIT IN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2. 1 
9) (U8 1 QUIT IN- PROTEIN UGASE) (UBIQUITIN CARRIER PROTEIN) (PV42). 
//9. B«-39: 143: S2//ARABID0PSI S THALIANA (MOUSE-EAR CRESS) . //P42743 
F-Y79AA1 002083//DMA-B IKD INC P52/P100 COMPLEX. 100 KD SUBUNIT (FRAG 
MENTS) . //O. 036 : S3 : 45/ /HOMO SAPIENS (HUMAN) . //P 3 0808 
F-Y79AA1 002O89//HYPOTHET I CAL 49.1 KD PROTEIN F02A9.4 IN CHROMOSOME 
III. //0. 12:171 :22//CAENORHABD1TIS ELEGANS. //P34384 
F- Y7 9AA 1 002093/ /MAX PROTE IN. //3. 1 e-07: III : 29//BRACHYDANIO RERIO (Z 
EBRAFISH) (ZEBRA DAN 10) . //P5216I 

F-Y79AA1002103//SHCRT NEUROTOXIN C.//0. 040:21 :47//AIPYSURUS LAEVIS 
(OLIVE SEA SNAKE). //PI 9958 

F-Y79AA10021 15//HYP0THET ICAL PROTEIN NJ0827.//0. 84:68: 30//METHANOC 
OCCUS J ANNASCH 1 1 . //QS8237 

F-Y79AA10021 25//HYP0THET ICAL 24.7 KO PROTEIN IN P0M1 52-RECI 14 INTE 
RGENIC REGION. //3. 4t~29: 197 : 39//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST) . //P40206 

F-Y79AA10021 39//0NAJ PROTEIN HONOLOG I (0R0J1) .//I. 9e-l9: 120:45//D 
ROSOPHIU MELANOGASTER (FRUIT FLY) . //Q241 33 

F-Y79AA1 002204//TBX6 PROTEIN (T-BOX PROTEIN 6). //0. 001 1 : 162:32//MU 
S MUSCULUS (MOUSE) . //P70327 

F-Y79AA1002208//ANKYR IN. //I. 9e-08: 231 : 29//MUS MUSCULUS (MOUSE). //Q 



02357 

F-Y79AA1002209//TYROSYL-TRNA SYMTHETASE, MITOCHONDRIAL PRECURSOR 
(EC 6.1. 1.1) (TYROS I NE—T RNA LI CASE) (TYRRS) . //3. 7e-23: 1 70: 32//SAC 
CHAROMYCES CEREVISIAE (BAKER’S YEAST) . //P48527 
F-Y79AA1 00221 0//CORNIF IN A (SMALL PROLINE-RICH PROTEIN I A) (SPR-I 
A) (SPRK).//0. 0061 : 69: 3 I//HOMO SAPIENS (HUMAN) . //P3 5321 
F-Y79AA1002211//!!!! ALU SUBFAMILY SP VANNING ENTRY HM//9. 2#-IO: 
43:62//H0M0 SAPIENS (HUMAN). //P39 193 
F-Y79AA1 002220 

F-Y79AA1 002229//HYPOTHET I CAL 60.7 KD PROTEIN C56F8. 17C IN CHROMOSO 
ME I . //1 . 9e-21 : 147: 40//SCHIZOSACCHAR0MYCES POMBE (FISSION YEAST)./ 
/Q10264 
F-Y79AA1 002234 

F-Y79AA1 002246//MY0S I N 1C HEAVY CHAIN. //O. 00066: 131 : 34// ACANTHAMOE 
BA CASTELLAN 1 1 (AMOEBA) . //PI 0569 

F-Y79AA1 002258//HYPOTHETICAL 103.9 KD PROTEIN ZK370. 3 IN CHROMOSOM 
E III. //4. 3e-45: 164: 48//CAENORHABDITIS ELEGANS. //Q02 32 8 
F-Y79AA1002298//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) (CONTA 
INS: PEPTIDE P-D] (FRAGMENT). //O. 0063: 99:3 1//H0M0 SAPIENS (HUMAN). 
//PI 0161 
F-Y79AA1 002307 

F-Y79AA1 00231 1 //HYPOTHETICAL 105.3 KD PROTEIN C01G6. 5 IN CHROMOSOM 
E II I.//0. 7S:I98:24//CAEN0RHAB0ITIS ELEGANS. //P4601 2 
F-Y79AAI 002351 //CUTICLE COLLAGEN 34. //O. 74: 1 28: 3S//CAEN0RHAB0IT I S 
ELEGANS. //P34687 

F-Y79AA1 002361 //CLC7- INTERACTING PROTEIN 2.//0. 050: 71 : 29//SACCHAR0 
MYCES CEREVISIAE (BAKER' S YEAST) . //P40036 

F-Y79AA1002399//NEUR0MODULIN (AXONAL MEMBRANE PROTEIN GAP-43) (PP4 
6) (B-50) (PROTEIN FI) (CALMODULIN-BINDING PROTEIN P-57). //I. 0 89: 
30//CARASSIUS AURATUS (GOLOFI SH) . //PI 7691 

F-Y79AA1002407//HYPOTICTICAL 31.5 KD PROTEIN IN YGPI-YCK2 INTERGEN 
1C REGION. //3. 7e-16:232: 2B//SACCHAR0MYCES CEREVISIAE (BAKER' S YEAS 
T) . //PS3899 

F-Y79AA1002416//CTP SYNTHASE (EC 6. 3. 4. 2) (UTP— AW0N1A UGASE) (C 
TP SYNTHETASE). //6.7e-72:1 62 :84//H0M0 SAPIENS (HUMAN) . //PI 781 2 
F- Y79AA1 00243 1//SMALL PROLINE RICH PROTEIN II (SPR-I I) (CLONE 930 
).//0. 81:34 : 41 //HOMO SAPIENS (HUMAN) . //P22531 

F-Y79AA1002433//CELL DIVISION CONTROL PROTEIN 68. //O. 00024:85:27// 
SACCHAROMYCES CEREVISIAE (BAKER’ S YEAST) . //P3 2558 
F-Y79AA1002472//Z INC FINGER PROTEIN 35 (ZFP-35) . //2. 3e-60: 21 7:44// 
MUS MUSCULUS (MOUSE) . //PI 5620 

F-Y79AA 1 002482//Z I NC FINGER PROTEIN 141 . //2. 0e-3l : 90 : 55//HOMO SAP I 
ENS (HUMAN) . //Q1 5928 

F-Y79AAT 002487//HYPOTHET I CAL 67.1 KO TRP-ASP REPEATS CONTAINING PR 
OTEIN C57A10.05C IN CHROMOSOME I . //O. 18:41 : 36//SCH1 ZOSAC CHAROMYCES 
POMBE (FISSION YEAST) . //P87053 
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F-HEMBA 1008005//Mouse tuaor call dnaj-ltke protein I aRNA. coaple 
te cds.//3. 4e-106 :695: 86//L1 6953 

F-HEMBAI OOOOI2//Caenor habdi t is elegans cosaid CI6C10, coaplete saq 
uanco.//1 . Se-24: 374: 66//Z46787 

F-HEMBA I 00002Q//Hoeo sapiens beta 2 gene. //3. St-11 2:529: 90//X02344 
F-HEMBA I 000030//Rattus norvegicus G protein-coupled receptor kinas 
e-associated ADP ribosylation factor GTPase-acti vating protein (Gl 
Tl) aRNA. coaplete cds. //5.6e-124:743:88//AF0BS693 
F-HEMBAI 000042//Huaan Chroaosoae I5q26. 1 PAC done p0J460|l6. VORK 
IMG DRAFT SEQUENCE. 3 unordarad pieces.//!. 1 e-25: S29: 6S//AC004S81 
F-HEMBAI 000046//Huaan DMA sequence ate SEQUENCING IN PROGRESS ate 
froe clone 12513. IORKINC DRAFT SEQUENCE. //3. 2t-1 1 : 330: 63//AL033S2 
8 

F-HEMBA I OOOQSO//Hoso sapiens DNA sequence froa PAC 172KI0 on chroa 
osoae 6q24. Contains STS. GSS and chroaosoae 6 fragment, coaplete 
sequence. //O. 32 : 407: S9//AL022477 

F-HEMBA 1 00007 6//Hoeo sapiens full length insert eDNA clone ZB97G0 
6. //S. 2e-135: 594: 98//AFQ86182 

F-HEMBAI 000 11 1//CIT-HSP-229IMI 8. TF CIT-HSP Hoao sapiens genoaic cl 
one 2291M18. genoaic survey sequence. //2. 8a- 1 6: 132: 79//AQ004I 34 
F-HEMBAI 000 1 29//Hoso sapiens chroaosoae 17, clone HCIT48C15, coapl 
ete sequence. //8. 6e-98 : 230 : 93//AC003 1 04 

F-HEMBAI 000 141//Hoao sapiens aRNA for KIAA0797 protein, partial cd 
S.//2. 1 e-1 67: 791 : 98//A8018340 

F-HEMBA1Q001 SOZ/Koao sapiens aRNA for KIAA07B8 protein, partial cd 
s. //2. 2e-44 : 242 : 96//AB01 8331 

F-HElfiUl0001S6//Rattus norvegicus scaffold attachaent factor B aRH 
A. coaplete cds.//l. le-10: 409: 60//AF05B324 

F-HEMBAI 000 1 5t//Hoeo sapiens CAGH44 aRNA. partial cds.//t.6e-3S:3fi 
5:73//U8074l 

F-t€MBA1QOOI68//Huaan ONA sequence **♦ SEQUENCING IN PROGRESS *** 
froa clone 32102. IORKING DRAFT SEQUENCE. //0. 99: 290: 61//AL03I033 
F-HEMBA1000t80//rat u2 saall nuclear rna gene and f tanks. //3. 7e-l 
8: 1 12: 98/A 00034 
F-HEMBAI 000 185 

F-HEMBAI 000 193//Huaan FNR1 gene. S' end. //0. 0012: 191 :S7//L1 9475 
F-HEMBAI 00020 1//Huaan Iml aRNA. coaplete cds.//2. 0e-73:440: 92//U0 

4847 

F-HEMBAI 0002! 3//P I asaodiua falciparua MAL3P7. coaplete sequence.// 

0. 90: 332 : 59//A1034559 

F-HEBBA1 00021 6//Nui ausculus hypoxia inducible factor three alpha 
aRNA. coaplete cds.//4.8e-117:585:B3//AFD80194 

F-HEMBAI OO0227//H. sapiens CpG island ONA genoaic Nsel fragaent. cl 
one 179hS, reverse read cpg179h6. rtla.//I.9e-M: 9S:98//Z64921 
F-HEMBA 1000 2 3 T//H. sapiens CpG island DNA genoaic Nsel fragaent, cl 
one 90aS. reverse read cpg90a5. rt!s.//5. 1 e-34: 186: 97//ZS6144 
F-tCMBA1000243//Huean DNA sequence froa PAC 440021 on chroaosoae X 
contains ESTs and STS.//4. 1e-67:29l :82//Z84481 
F-HEM6A 1000244/ A. ausculus Ank-I aRNA for erythroid ankyrin.//0. 02 
9: 316: 59//X69065 

F-HEMBAI 000251 //Moao sapiens PAC clone DJ0988L12 froa 7ql1.23-q21. 

1. coaplete sequence. //0. 35: 467:60//AC0044S4 
F-HEMBA 1000264 

F-HEMBAI 0D0280//Hoao sapiens clone DJ0292L20. IORKING DRAFT SEQUEN 
CE. 2 unordered pieces. //8. 9e-20:218:78//AC004825 
F-I£MBA1000282//Hoao sapiens chroaosoae Y, clone 264. H. 20, coaplet 
• sequence. //4. 2e-08: 134: 77//AC00461 7 

F-HEM8A1000288//34SLS. TPB CIT978SKAI Hoao sapiens genoaic clone A- 
345105, genoaic survey sequence.//!. le-06: 1 52 : 73//BI 7459 
F-HEMBAI 000290//Huaan ornithine decarboxylase gene, coaplete cds./ 
/3. 2e-1 I : 507 : 62//N33764 

F-HEMBAI 000302//C I T-HSP-2169N1 3. TF CIT-HSP Hoao sapiens genoaic cl 
one 2169NI3. genoaic survey sequence. //5. 4e-06: 86: 88//B90730 
F-tCMBAl 000303/ Aus ausculus Plenty of SH3s (POSH) aRNA, coaplete 
Cds. //7. 9e- 1 1 1 : 701 : 86//AFO301 31 

F-HEMBA1000304//HS_3006_A1JUJ9_T7 CIT Approved Kuatn Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plite=3006 Co 1=17 Row=A, gen 
oaic survey sequence. //5. 2e-40: 240: 92//AQ1 18226 
F-fCMBA 1000 307/ Aus ausculus aRNA tor CDV-IR protein. //7. 9e-127:81 
5:84//Y10495 

F-HEMBAI 000327/AS_3 1 24_B2_H08_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3124 Col-16 Row=P. gen 
oaic survey sequence.//!. 4e-1 1 : 87 :96//AQ1 87492 
F-HEMBAI 000333 

F-HEMBAI 000 338/Aoeo sapiens chroaosoae X. PAC 671D9, coaplete seq 
uence. //4. Oe-66 : 271 : 84//AF03 1078 

F-HEMBAI 00035 I //Hoeo sapiens PAC clone OJ0649P17 froa 7q11.23-q21. 

coaplete sequence. //0. 64: 334:60//AC004848 
F-tCMBAI0003S5//Pseudorabi es virus ser ine/threonine kinase (ULPK) 
gene, partial cds and alkaline nuclease (AN) gene, coaplete cds.// 

[0 7 0 0 ] 



0. 017:313:63/ /U25056 

F-t€MBAl000356//0ryctolagus cuniculus troponin T cardiac isofora a 
RNA. 3’ end of cds. //0. 87: 198: S1//L40178 

F-HEMBAI 0003 57//HS_31 94 Jtl_D05_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3194 Col =9 Ro«=G. geno 
aic survey sequence. //6. Se-90: 436 :98//AQ173748 
F-HEMBA100Q366//HS_3027_B2JJ06_NF CIT Approved Huasn Genoaic Spere 
Librsry D Hoao sapiens genoaic clone Plate=3027 Col =1 2 Row=N. gen 
oaic survey sequence. //0. 0074: 192 :64//AQI28843 
F-fCMBAl 000369/ /Huaan DNA sequence froa clone I039KS on chroaosoae 
22ql2.3-13.2 Contains gene siailar to PICK 1 perinuclear binding p 
rotein, gene siailar to aonocarboxy late transporter (MCT3). ESTs. 
STS. GSS and a CpG island, coaplete sequence. //4. 2e-106: 133: 99//AL 
031587 

F-HEMBAI 000376/ /Hoao sapiens chroaosoae 19. BAC C 1 T-B-393 * 1 5 (BC30 
1323). coaplete sequence. //1 . 6e-22:659: 63//ACO061 16 
F-HEMBAI 0003B7//Hoao sapiens chroaosoae 12p!3.3 clone RPCI11-264F2 
3. IORKING DRAFT SEQUENCE. 90 unordered pieces.//3.2e-06:l36:75//A 
COOS 1 22 

F-HEMBAI 0003 90//Hoao sapiens BAC clone RG119C02 froa 7p1 5, coeolet 
e sequence. //3. St-111 .284: 95//AC004520 

F-HEMBAI 000392//Huean DNA sequence *«« SEQUENCING IN PROGRESS •** 
froa clone 17301. IORKING DRAFT SEQUENCE. //I. 8e-39: 332: BO//ALO 3 198 

4 

F-HEMBAI 000396//Huaan Xqt3 3‘ end of PAC 92E23 containing the X in 
activation transcipt (XIST) gene, coaplete sequence. //9. 5e-35: 364: 
73//UB0460 

F-HEMBA 10004 11 //Huaan Xp22 contig of 3 PACS (R7-39D12, R7-134G1. R 
7-185L21) froa the Rosaelt Park Cancer Institute, coaplete sequenc 
e. //8. 1 e- 1 8 : 424 : 64//U96409 

F-HEMBAI 00041 8//Dr os ophi la aelanogaster Oregon-R Mitochondrial AH 
reg i on. //0. 0026 : 554 : 59//U1 1 584 

F-HEMBAI 0004 2 2//Huaan DNA froa chroaosoae 19 specific cosaid R3029 

2. genoaic sequence, coaplete sequence. //9. 2e- 14: 232 :70//AC003t 12 
F-ICMBA1 00042 8//Hoao sapiens Xp22 BAC CSHB-590J6 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //3. 8e-37 : 408: S9//AC004554 
F-HEMBAI 000434//Caenorhabd it is elegans cosaid Y48EIB. coaplete seq 
uence. //0. 73 : 454 : 57//Z93393 
F-HEMBAI 000442 

F-HEMBAI000456//RPC1 1 1-30J5. TV RPCi-11 Hoao sapiens genoaic clone 
RPCI-11-30J5, genoaic survey sequance.//6. 3e-06:S2:96//B85188 
F-HEMBAI 0004S9//Mus ausculus heain-sensi t ive initiation factor 2 a 
Ipha kinase aRNA, coaplete cds. //S. 8e-70: 580: 79//AF028808 
F-HEMBA 1000460/ /Hoeo sapiens PAC clone DJ0593HI2 froa 7p3l, coaple 
te sequence. //2. 8e-1 54 : 746 : 98//AC004839 . 

F-HEMBA 1 0 0046 4//Hoao sapiens, clone hRPK. 1 SJt_l, coaplete sequenc 
e. //4. 8e-25:397: 72//AC006213 

F-HEMBAI000469//C IT-HSP-21 67P2I . TF CIT-HSP Hoao sapiens genoaic d 
one 2167P21 , genoaic survey sequence.//4. 0e-83:4O6:99//B94160 
F-HEMBA I 000488//Hoao sapiens Chroaosoae 22q1l.2 PAC Clone p_alt In 
BCRL2-GGT Region, coaplete sequence. //4. 2e-53: 312: 93//AC004033 
F-HEMBAI 000490//Caaoy I obac ter jejuni groES, groEL genes. //0. 59:45 
1 : 62/A 13 334 

F-HEMBA 1 00049 1 //Mu r ine sarcoaa virus (Harvey-stre in) H-ras transfo 
raing p21 gene. //8. 6e-06: 338: S8//XO074O 

F-WMBA 1000501 //Hoao sapiens chroaosoae 17. clone hRPK. 264_B_14. 
coaplete sequence.//9.4e-41 : 591 :69//AC00S884 

F-HEMBA 1 000 504//Hoao sapiens aRNA for osteoblast specific factor 2 
(OSF-2os) . //4. 0e-07 57:1 00//D1 3666 
F-HEMBAI 000505 

F-HEMBAI 000 S08//*«* SEQUENCING IN PROGRESS 999 Hoao sapiens chroao 
soae 4. BAC clone C01 35005: HTGS phase 1. VORK INC DRAFT SEQUENCE. 
23 unordered pieces.//0.03S:329:61//AC004661 

F-HEMBAI 00051 B//Caenorhabd it is elegans cosaid C17H12.//0.96:425: 58 
//AF04S642 

F-HEMBAI 0005 I 9//Hoao sapiens Ip22 BAC GSH8-536K7 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //I . 6e-53 : 300 : 89//AC0046I6 
F-HEMBA 1 0QDS20//Hoao sapiens clone DJ0813F11, IORKING ORAFT SEQUEN 
CE, 5 unordered pieces. //1. 7e-IO: 1 1 7: 86//AC006006 
F-HEMBA 1 00052 3 

F-HEMBA 1 000531 //Hus ausculus Hsp70-related NST-I (hsr.1) aRNA. coa 
plate cds.//3. 9e-35: 290: 80//U082I 5 

F-HEMBAI 000534//Hoao sapiens chroaosoae 17, clone hRPK. 1 77_H_S, 10 
RKING DRAFT SEQUENCE. 2 ordered pieces. //I. 7e-36: 328: 77//AC005973 
F-HEMBAI 000540//Arab i dops i s thalisna DNA chroaosoae 4. BAC clone F 
7X2 (ESSAII project). //0. 057: 265 :63//AL03 3545 

F-KEM6A)000542//Rattu$ norvegicus aRNA for dipeptidyl peptidase II 

1. coaplete cds. //I. 2e-l IO:572:88//D89340 

F-HEMBA 100054S//Huoan DNA froa cotaid L27h9, Huntington' s Disease 
Region, chroaosoae 4pl6.3 contains CpG island. //7. 5e-l 30: 780: 89//Z 
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F-HENBA 10005SS//Huaan DMA sequence **• SEQUENCING IN PROGRESS **» 
fro# clone 134019. VORKING DRAFT SEQUENCE. //3. 2e-1 75:838: 98//AL034 
SS5 

F-HENBAI000557//CIT-HSP-2369FI5. TF CIT-HSP Ho.o sapiens genoaic cl 
one 2369F15, genoeic survey sequence. //2. 8e-32: 315: 78//AQ074S 1 1 
F-HENBA 100056 I //Rattus norvegicus Olf-I/EBF associated Zn finger p 
rotein Roaz aRNA. alternatively spliced fora, coaplete cds.//3.4e- 
69:66S:72//U92S64 

F-HENBA1000S63//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence, VORKING DRAFT SEQUENCE, 3 unordered pieces. //O. 5 
9:261: 61 //AC00S504 

F-HENBA 1000568//HS_3243_B2JU2_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Ptate=3243 Col=24 Ror=8. gen 
oaic survey sequence. //3. 1 e-54: 323:9 1//AQ21 9628 
F-HENBA 100056 9//M. ausculus aRNA for GPI-anchored protein.//!. 4e-1 
9:440:61//X89571 

F-t€M8A)00057S//Plasaodiua falciparua 3D7 chroaosoae 12 PFTAC357 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 7 unordered pieces. //O. 00 
16 : 557 : 57//AC005S06 

F-HEM8At000588//ltus ausculus FLI-LRR associated protein-1 aRNA, co 
aplete cds. //!. 7e-l 1 : 1 32: 79//AF045573 

F-FCNBA1 00059 1//Hoao sapiens aRNA for E1B-55kOa-assoc iated protei 
n.//7. 3e-43. 221 : 97//AJ 007509 

F-HENBA t000592//Nus ausculus done 0ST7314. genoaic survey sequenc 
e.//7. 3e-07:68:94//AF046733 

F-HENBA 5 0005 94//Hua»n DNA sequence froa PAC 306D1 on chroaosoae X 
con ta i ns ESTs. //8. 7e-7 1 : 553 : 79//ZB3822 

F-HENBA I 000604//Huaan DNA sequence *f* SEQUENCING IN PROGRESS tee 
froa clone 237J2. VORKING DRAFT SEQUENCE. //2. 9e-2l : 158: 75//AL02 139 
4 

F-HENBA! 000608//Hoao sapiens aRNA for KIAA0456 protein, partial cd 
s. //I . I e-1 18 : 561 : 99//AB007925 

F-HENBA 1 00062 2//Hoao sapiens Chroaosoae 16 BAC clone CIT9S7SX-A-1S 

2E5. coaplete sequence. //2.2e-28: 426 : 70//AC004382 

F-HENBA 1 0006 36//Huaan CpG island sequence, clone Q28B8.//I.0»-IS:2 

74:68//D85773 

F-f€NBA1000637//Hoao sapiens aRNA for KIAA0690 protein, partial cd 
s. //6. 7e- 1 17 : 639: 99//AB0 1 4590 

F-1C1BA 1000655//, coaplete sequence. //S. 1 e-83 : 685: 80//AC0058 15 
F-HENBA1000657//Rat tus norvegicus ADP-ribosylation factor-di rec ted 
GTPase activating protein aRNA, coaplete cds. //1. 1 e— 91 :597:84//U3 
5776 

F-HENBAI000662//Hoao sapiens clone DJ08S3H20. VORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //0.019:695:57//AC004907 
F-HEHBAI000673//Huaan DNA sequence tea SEQUENCING IN PROGRESS eee 
froa clone 229A8. VORKING DRAFT SEQUENCE. //I. 5e-48: 325: 85//Z86090 
F-HENBA tD00682//Hoao sapiens (subclone 5 _gS froa P! H25) DNA seque 
nce.//7. 7e-61 :6I5: 74//L4341 I 
F-HENBA 1 000686 
F-HENBA 1000702 

F-HENBA1000705//Plasaodiua falciparua 3D7 chroaosoae t2 PFYACB8-62 
6 genoaic sequence, VORKING DRAFT SEQUENCE, 9 unordered pieces.// 
0.0037: 569: 57//ACD05507 

F-FENBA 1 0007 1 9//$t rep t payees coeli color cosaid 1C2. //2. 0e-09:483: 6 
2//AL031 124 

F-HENBA1000722//Toxopl asaa gondii chloroplast. coaplete genoae.// 
0. 00058 : 762 : 57//U87 145 

F-HENBA 1 000726//H. sapiens HLA-0R8I e| 5 gene. //9. 8e-49: 189: 89//X8879 
1 

F-HENBAI000727//CIT-HSP-387P22. TRB CIT-HSP Hoao sapiens genoaic cl 
one 387P22. genoaic survey sequence. //0. 0054: 206 :67//B601 58 
F-!€NBA1 000747 

F-HENBA 1 000749//Huaan DNA sequence froa clone 522P13 on chroaosoae 
6p21 . 31-22. 3. Contains a 60S Ribosoaal Protein L21 pseudogene and 
an HNRNP A3 (Heterogenous Nuclear Riboprotein A3, FBRNP) pseudoga 
ne. Contains ESTs. STSs and GSSs, coaplete sequence. //3. 3e-05: 124: 
75//AL024509 

F-HENBA1 000752/ /Hubs n Chroaosoae X. coaplete sequence. //S. 9e-48: 50 
2 : 75//AC004073 

F-HENBA 1000769/ /Hoao sapiens done NH0576N21. VORKING DRAFT SEQUEN 
CE. 5 unordered pieces.//0. 011 : 179: 67//AC005043 
F-HENBAI000773//Caenorhabditis elegans DNA eat SEQUENCING IN PR0GR 
ESS eae froa clone YS9A8. VORKING DRAFT SEQUENCE. //0. 070:231 :63//2 
98870 

F-HENBA! 000774//HOBO sapiens PAC clone DJI0S9N17 froa 7q21-q3!.t, 
coaplete sequence. //6. 2e-40:385: 75//AC0D4953 
F-HENBA1 000791 

F-HENBA 1 0008 17//Hyraeci a pilosula H 1 87-1 35 ai tochondr ion cytochroa 
a b gene, partial cds.//0. 99:244: 58//UI 5678 
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F-HENBAI000822//Huaan DNA sequenca froa PAC 179D3, between Barkers 
OXS679I and DXS8038 on chroaosoae X contains SIO CTP-binding prot 
ein. ESTs and CpG island. //0. 033: 294: 62//Z8I370 
F-1CNBA1Q0Q827//Borrel i a burgdorferi (section 50 of 70) of the coa 
plete genoae. //9. 7e-0S: 463: S8//AE0O1 164 

F-HENBA 1 000843//Hoao sapiens DNA sequence froa done 51IB24 on chr 
oaosoae 20q!t.2-12. Contains the TOPI gene for Topoisoaerase I. th 
e PLCGI gens for 1-Phosphat idylinosi tol-4, S-Bisphosphata Phoiphodi 
esterase Gaaaa 1 (EC 3.1.4.11, PLC-Gaaaa-I, Phospholipase C-Gaaaa- 
1 PLC-II, PLC-148), the K1AA0395 gene for a probable Zinc Finger H 
oaeobox protein and a 60S Ribosoaal Protein L23 LIKE pseudogene. C 
onlains a predicted CpG island. ESTs. STSs and GSSs. coaplete sequ 
ence. //3. Oe- 1 S3 : 732 : 98//AL022394 

F-HENBAf 000851//Rattus norvegicus glucocorticoid eodulatory eleaen 
t binding protein 2 aRNA. coaplete cds.//1.6e-3l : 386:72//AF059273 
F-HENBA 1 000852//Hoao sapiens Xp22 bins 3-5 PAC RPCM-617A9 (Roswei 
I Park Cancer Institute Huaan PAC Library) containing Arylsul fates 
e 0 and E genes, coaplete sequence. //8. 5e-1t5:4S5: 98//AC005295 
F-FENBA 1 000867 

F-FENBA! 0008 6 9//Huaan DNA sequence froa cosaid J13B017. between aa 
rkers DXS6791 and DXS8038 on chroaosoae X contains EST CA repeat a 
nd an endogenous retroviral like el eaent. //6. 6e-4l :424:7S//Z72519 
F-HENBA 1 0008 70//Cnaaptodon puailio cytochroae oxidase II gene, par 
tial cds: and tRNA-Asp. tRNA-His, and tRNA-Lys genes, coaplete seq 
uence, ai tochondr ial genes for ai tochondr ral products. //O. 0049: 21 
I :66//AF034S98 

F-HENBA1000872//CIT-HSP-235SD20.TF CtT-HSP Hoao sapiens genoaic c 
one 235SD20, genoaic survey sequence. //3. 7e-33: 180: 98//AQ059S83 
F-HENBA 1000876/ZHuaan DNA sequence tea SEQUENCING IN PROGRESS ta* 
froa clone 473B4, VORKING DRAFT SEQUENCE. //5. 6e- 37 : 262 : 72//Z83626 
F-HENBA 1000 908//Tr i t icua aestivua low-affinity cation transporter 
(LCT1) aRNA. coaplete cds.//1.0:304:S9//AF01S523 
F-HENBA 1 0009 10//N. ausculus rtecdin aRNA, coaplete cds. //6. le-98: 25 
6:61//N80840 

F-HENBA 1 0009 18//Tetrahyaen a theraophi la aicronuclear developaenta i 

ly eliainated sequence region. //0. 13:232:63//U88158 

F-HENBA 1 0009 19//Ga II us doaesticus filaain aRNA, coaplete cds. //I. 

0:213:65//U00147 

F-HENBA 1000934//C I T-HSP-2053H24.TR CIT-HSP Hoao sapiens genoaic cl 

one 20S3H24, genoaic survey sequence. //S. Se-11 : 275: 64//BS9224 

F-HENBA 1000942//Hoao sapiens done DJ0754G14. VORKING DRAFT SEQUEN 

CE. IS unordered pieces. //9. 7e-05:78:S3//AC004878 

F-FENBA 1 00094 3//Hoao sapiens chroaosoae 17. done hRPK. 640_I_I5. c 

oaplete sequence. //5. 8e-140:661 : 99//AC005324 

F-HENBA 1000946 

F-HENBA 1 000 960//Hoao sapiens clone DJ11I1F22, VORKING DRAFT SEQUEN 
CE, 12 unordered pieces. //8. 3e-16: 181 : 75//AC004967 
F-HEN8A1000968//Huaan DNA sequence «** SEQUENCING IN PROGRESS *** 
froa done 69N21. VORKING DRAFT SEQUENCE. //4.4e-1 17: 398: 86//AL031 7 
35 

F-KENBA 100097 1 //H. sipi ens CpG island DNA genoaic Nsal fragaent. cl 
one >82f4. forward read cpgl82f4. f tla.//1 . Se-20: 126:96//ZS7528 
F-HENBA 1 00097 2//Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaent 1/1 1 . //0. 34 : 642 : 59//AB020858 

F-FENBA 1000974//Hoao sapiens done OAO091H08. coaplete sequence.// 
5. 1 e- 1 83 : 865 : 98//AC00481 7 

F-HENBA l 000975//0r f virus hoaologue of retroviral pseudoprotease g 
ene, coaplete cds. //0. 00065: 391 :62//N30023 

F-HENBA I 000985//Huaan DNA sequence froa clone 272E8 on chroaosoae 
Xp22. 13-22. 31. Contains a pseudogene siailar to NDN2-Like P53-bind 
ing protein gene. Contains STSs, GSSs and a CA repeat polyaorphis 
a. coaplete sequence. //3.4e-0S: 243: 6S//Z93929 

F-HENBA 1 000986//Hoao sapiens DNA froa chroaosoae 19-cosaid R3I491. 
genoaic sequence. //6. 6e~06:5Q8:6t//AD0008l3 
F-HENBA I 000 991 //Hoao sapiens aRNA for Hrs. coaplete cds. //I . 2e-22 : 
1 93: 84//D84064 
F-HEK8A1001007 

F-HENBA 1 00 )008//Huaan DNA sequence froa clone 391022 on chroaosoae 
6p2l.2-2l.31 Contains pseudogenet siailar to ribosoaal protein. E 
STs. GSSs. coaplete sequence. //7. 8e-46: 532: 73//AL031577 
F-HEIffiA 1 001 009/ /Huaan rsRNA for IgN heavy chain coaplete sequence./ 
/0. 97: 369 : 59//X 171 15 

F-HENBA 1 001 0 1 7//Hoao sapiens aRNA for KIAA0468 protein, coaplete c 
ds.//4. 4e-l 39:661 : 98//A8007937 

F-HENBA 1001 01 9//Hoao sapiens, clone hRPK. 1 S_A_1 . coaplete sequenc 
e. //I . Be— 1 6 : S21 : 64//AC00S213 

F-HENBA 1 00 1020//Hoao sapiens chroaosoae 17, done hRPX. 1 78_C_3, co 
aplete sequence. //3. 8e-50 : 367 : 72//AC00S702 
F-HENBA 100 1022 
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F-HEM8AI001024//Hoao sapiens T-cel I receptor alpha delta locus fro 
• bases I to 250529 (section I of S) of the Complete Nucleotide Se 
quence. //S. Qe-23 : 378: 69//AE00Q658 

F-HEMBA I 00)0 26//Hoao sapiens DNA sequence fro* PAC 43501 on chroao 
soae Xq2S. Contains ESTs and STS.//7. 6e-l 9: 86760//ZB60S4 
F-I€MBA1Q01043//HS_2219J)1_A10_NF CIT Approved Huaan Genoa ic Spera 
Library D Hobo sapiens genoaic clone Plate=2219 Col»19 Row=8. gen 
oaic survey sequence. //3. Oe- 15: 124:88//AQ30IS2I 
F-FEMBA1 00 1 051 //Huaan Chrososoae X clone bVX0342, coaplete sequenc 
e.//4. 8e-79:308:84//AC004072 

F-HEMBA1001 052//Hoao sapiens chroaosoae 17. clone hRPK. 146_P_2. 10 
RKING DRAFT SEQUENCE. 4 unordered pieces.//0. 53:384:61//AC0Q534t 
F-HEMBA1 001 059//Huain N-acetylgalactosaaine 6-sulphatase (GALNS) g 
ene. eaon 10.//2. 8e-26: 397:71//U06O84 

F-IGffiAt00l0$0//Hoeo sapiens chroaosoae 17. clone hRPK. 85S_D_21, c 
oaplete sequence. //0. 98:280: 62//AC006079 

F-H£M3A100I07I//Huaan aRNA for pro alpha 1 (111) collagen C-terain 
al propeptide. //I . 1 e-31 : 1 81 : 96//X01 742 

F-hCMBA1001077//nuc lear protein TIFI [aice. aRNA, 3951 nt].//3.6e- 
13: 338:6S//S782!9 

F-tCNBAIOOt060//Streptoayces coelicolor cosaid IA9. //D. 0001 2 : 364:6 
3//AL034446 

F-HEMBA 1 001 085//Huaan Chroaosoae 15q26.1 PAC clone p0J290i21 conta 
ining fur, fes, and alpha aannosidase Ms genes, WORKING DRAFT SEQ 
UENCE. 9 unordered pieces.//8. 5e-134:476:96//AC004586 
F-t€MBA100t088//Sequence 1 froa patent US S5S2529. //2. 2e-71 : 303:78 
//1 25863 

F-HEMBAI001094//Hoao sapiens clone RG491N20. coaplete sequence.// 

8. 9e— 1 1 9: 609: 96//AC0051 05 

F-HEMBA1001099 

F-HEMBA1001 109//Hoao sapiens BAC clone RC3I8M0S froa 7q22-q31. 1, c 
oaplete sequence. //2. 4e-58 : 347 : 87//AC005250 

F-tCMBAIQO! 121//Huaan OKA sequence *e* SEQUENCING IN PROGRESS *t* 
froa clone 90G24. WORKING DRAFT SEQUENCE. //3.4e-21: 226 :65//AL00872 
3 

F-HEMBA1001 122//Plasaodiua fatciparua chroaosoae 2. section 20 of 
73 of the coaplete sequence. //9. 2e-07: 732: S7//AE001 383 
F-KEH8AI001 123//Hoao sapiens full length insert cDNA clone ZD38E1 
2. // I . 1 e- 1 1 : 23 I : 6B//AF086247 

F-HEMBA1 001 133//Hoao sapiens clone DJ08S6024. WORKING DRAFT SEQUEN 
CE. 4 unordered pieces. //0. 01 1 : 163 :S9//AC004909 
F-HEMBA100! 137//Hoao sapiens aRNA for KIAA0798 protein, coaplete c 
ds. //6. 9e-72: 527: 77//AB01 8341 

F-HEMBA1001140//Hoao sapiens clone RG2280I7, WORKING DRAFT SEQUENC 
E. 2 unordered pieces. //2.3e-l20:578:98//AC005077 
F-HEMBA1001 l72//Plasaodiua falciparua 307 chroaosoae 12 PFYACB8-62 
8 genoaic sequence. WORKING DRAFT SEQUENCE. 9 unordered pieces.// 
0.010: 520: S9//AC005S07 

F-f£MBAI 001 1 74//R. norvegi cus (Sprsgue Daw ley) ARLS aRNA for ARF-li 
ke protein 5.//1.0e-59:565:73//X78604 

F-HEIBA1 001 1 97//Hoao sapiens clone 82F9. WORKING DRAFT SEQUENCE. 4 
unordered pi eces. //0. 0037: 1 51 : 70//AC00481S 
F-F£MBAt001208//Huaan BAC clone RG2G4L19 froa 7p15-p21, coaplete s 
equence. //7. 4e-3S: 1 95:8l//AC002410 

F-HEMBA? 001 2! 3//Hoao sapiens clone DJ0892GI9. coaplete sequence.// 
K 9e-1 71 :826: 98//AC00491 7 

F-HEMBAI001226//Hoao sapiens clone DJ0850I01, WORKING DRAFT SEQUEN 
CE. 1 unordered pieces. //O.OOOIO: 557 :57//AC0060D9 
F-HEMBA1 001 235//Hoao sapiens chroaosoae 17. clone hRPK. SOI J|_l 3. c 
oaplete sequence. //0. 0086:372: 58// AC0053 89 

F-HENBA1001 247//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one libit, reverse read cpgl tbll. r tla.//2. Qe-24: 1 S4:I3//Z64441 
F-HEMBA 1 00 1 257/ /Hoao sapiens alpha-aethy lacy 1-CoA raceaase aRNA. c 
oaplete cds. //1 . 9e-88 : 659 : 81 //AF047020 

F-+CMBA1 001 265//Huaan 18S ribosoaal RNA. //I. Oe-32: 1 80: 97//X0320S 
F-HEMBA 100 1281 

F-HEN8A1001286//B. taurua aRNA for RF-36-DNA-bindi ng protein.//?. 7 
e-26:236:S1//XIS543 

F-HEMBA 100128 9//Hoao sapiens Chroaosoae 16 BAC done Cl T987SK-A-69 
G12, coaplete sequence. //S. 5e-28:530 :64//AC0O41 31 
F-HEMBA1001294//Teast ai tochondrial aapl gene for ATPaso subunit 
S.//2. 8e-l 5: 722: 60//X00960 

F-HEMBA1001299//Huaan DNA sequence froa clone 422G23 on chroaosoae 
6q24 Contains EST. STS, GSS, CpG island, coaplete sequence. //4. 2 
§-24:288 : 76//AL031 003 

F-HElffiAIOOI302//cDflA encoding a huaan hoaologue of a aouse novel p 
olypeptide derived froa stroaal cell .//l. 2e-121 : 439 :96//E 12260 
F-HENBA1001303//Plasaodiua falciparua 307 chroaosoae 12 PFYAC1&1 g 
enoaic sequence, WORKING DRAFT SEQUENCE, 8 unordered pi eces. //0. Of 
I :637 : 56//AC00S50S 
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F-HEMBA1001 31 0//HS_3252_B2_B12_T7 CIT Approved Huaan Genoaic Spero 
library D Hoao sapiens genoaic clone Plate=32S2 Col=24 Row=0, gen 
oaic survey sequence. //I . 2e- 16: 166: 82//AQ21 7054 
F-HENBA1001 31 9//CIT-HSP-2034J6. TF C1T-HSP Hoao sapiens genoaic clo 
ne 2034J6, genoaic survey sequence. //0. 33: 256: 59//B79408 
F-FEMBAI001 323//Hoao sapiens proto-oncogene (fnt-Sa) aRNA. coaplet 
e cds. //7. 8e-30: 1 6S: 99//L2086I 

F-HEMBA100I 326//Hoao sapiens DNA sequence froa BAC 5SC20 on chroao 
soae 6. Contains a Spinal Nuscular Atrophy (SNA3) LIKE gene overla 
pping with a beta-gl ucoronidase LIKE pseudogene. Contains a aeabra 
ne protein LIKE pseudogene, a Cl yceraidehyde 3-phosphate dehydroge 
nase (GAPDH) LIKE pseudogene, five predicted tRNA genes. Contains 
ESTs. GSSs (BAC end sequences) and a CA repeat polyaorphisa. coapl 
ete sequence. //5. 4e-19: 347:68//AL02l368 

F-HEMA1001327//CIT-HSP-23S4E10.TR CIT-HSP Hoao sapiens genoaic cl 
one 2354E10, genoaic survey sequence.//!). 012: 152:6S//AQ07S71 3 
F-HEMBA 1001 330//P I asaodiua falciparua DNA «» SEQUENCING IN PROGRE 
SS *•» froa contig 3-103. coaplete sequence. //0. 0037: 254 :62//Al010 
208 

F-FCN8A 1001 351 //Hoao sapiens VAMP-issociated protein of 33 kOa (VA 
P-33) aRNA. coapl ete cds. //I . le-103: 51 6: 97//AF057358 
F-HEMBA 100 1361 //Hoao sapiens chroaosoae 9. clone hRPK. 202_H_3, coa 
p I e t e sequence. //1 . 7e- 1 50 : 706 : 99//AC00624 1 

F-HEMBA 1 00 1375//Streptoayces coelicolor cosaid 1E6.//1.0:375:59//A 
L03350S 

F-HEM8A10Q1 377//HS_302O_BI_D12_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate'3020 Col=23 Row=H. gen 
oaic survey sequence. //0. 00022:63: 77//AQI05297 
F-HEIBA1001383//Plasaodiua falciparua chroaosoae 2. section 68 of 
73 of the coaplete sequence. //0. 00035: 317: 60//AEOO 1 431 
F-HEM8A1001 387//K$_3039_B1_DO1_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3039 Co I = I Row=H. geno 
aic survey sequence. //5. 0e-90: 437: 98//AQ! 55035 

F-HEMBA 1001388/ /Hoao sapiens clone RG189J21. WORKING ORAFT SEQUENC 
E, 15 unordered pieces.//4.2e-47:159:89//AC005073 
F-HEMBA100I391//Huaan DNA sequence froa clone 409010 on chroaosoae 
?0ql2 Contains CA repeat. GSS, STS, coaplete sequence. //2. Oe-OS : 4 
95: 60//AL03I 256 

F-HEMBA1 001 398//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one 70d1 1 . forward read cpg70d11 . f tlb.//0.018:46:97//Z62591 
F-HEMBA1001405//Huaan DNA sequence sse SEQUENCING IN PROGRESS »»» 
froa clone 50024, WORKING DRAFT SEQUENCE. //2. 3e-74: 623: 71//AL03438 
0 

F-HEMBA 1 001 407//Mus ausculus doaesticus Torino (Sry) gene, coaplet 
e cds. //0. 36 : 363 : 57//U03645 

F-HENBA100141 l//Hoao sapiens genoaic DNA. 21q region, clone: S39BG 
29. genoaic survey sequence. //8. 4e-12:516:60//AG001050 
F-HEMBA1 001413 

F-HEMBA 100141 5/ /Huaan DNA sequence e*» SEQUENCING IN PROGRESS »** 
froa clone 41018, WORKING ORAFT SEQUENCE. //0. 98:177:64//AL03I732 
F-HEMBA 1 00 1432//Hoao sapiens clone DJ0693N11. WORKING DRAFT SEQUEN 
CE. 7 unordered pieces. //8.0e-l77:8S9:97//AC006l46 
F-HEMBA 1 001 433//Hoao sapiens clone DJ0892G19. coaplete sequence.// 
2. Oe-35: 376.64//AC00491 7 

F-HEMBA 1 001 43S//Hoao sapiens chroaosoae 17, clone hRPK.63_A_l, coa 
p I e t e s equenc e. //1 . 2e-74 : 284 : 84//AC005670 

F-HEMBA1001442//Plasaodiua falciparua DNA *»» SEQUENCING IN PROGRE 
SS **» froa contig 3-6$, coaplete sequence. //0. 0S6: 194: 63//AL0I 01 3 
8 

F-HEMBA 1 00 1 446//Hoao sapiens chroaosoae 4 clone B150J4 aap 4q25. c 
oaplete sequence. //0. 96: 328: 61//AC004047 
F-HEMBA 100 I 450 

F-HEMBA 1 001 454//Huaan DMA sequence froa clone 598A24 on chroaosoae 
Xpl 1.1-1 1.23 Contains zinc finger X-l inked proteins ZXDA, ZXDB. E 
STs and STS, coaplete sequ«nce.//2. 0e-47:468: 73//AL03I 115 
F-HEMBA 1 001 455//C I T978SK-32J2. TV CIT978SK Hoao sapiens genoaic clo 
ne 32J2, genoaic survey sequence.//!. Se-05: 223: 65/ /B78859 
F-HEMBA 1 00 1 463//c SRL -6 9d1 -u cSRL flow sorted Chroaosoae 11 spec i f i 
c cosaid Hoao sapiens genoaic done cSRL-69d1, genoaic survey sequ 
ence. //5. 1 e-66 : 564 : 77//BQ5652 

F-HEMBA 1001476/ /Hoao sapiens aRNA for KIAA0572 protein, partial cd 
s . //I . 9e- 102:489: 99// ABO 11144 

F-HEMBA 1 001 478//HS_2228_A2_B03_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2228 Co I =€ Row=C. geno 
aic survey sequence. //4. 5e-40: 275: 88//AQ032041 
F-HEMBA 1 00 1 497//Huaan DNA sequence froa clone 281H8 on chroaosoae 
6q25.1-25. 3. Contains up to four novel genes, one with siailarity 
to KIAA0323 and worn C30F12.1 and another with Ubiqui t in-L ike prot 
ein gene SMT3 (the latter in an intron of a novel gene). Contains 
ESTs, STSs. GSSs, a putative CpG island and genoaic aarker D6S155 
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3, complete ‘sequence. //7. 7e-47:311 : 85//AL031 1 33 
F-HEMBA1Q01 5t0//Huaan HLA class III region containing cAMP respons 
e eleaent bindini protein-related protein (CREB-RP) and tenascin X 
(tenascin-X) genes, coaplete cdi, coaplete sequence. //2. Oe-t 30: 69 
9: 93//U89337 

F-HEMBA1Q0151S//Hoao sapiens chroaosoae 19, cosaid F24866. coaplet 
e sequence. //4. le-1 14:711 :8S//AC00S794 

F-t&BAt00l5l7//Hoao sapiens 8AC clone RC459NI3 froa 7p1S, coaplet 
e sequence. //5. 7e-l 62 : 769 : 98//AC004549 

F-HEMBA100I522//Caenorhabd< t is elegant cosaid ZK328.//8.6e-17:498: 
61//U501 93 

F-I&MBA100I 526//Huaan DMA sequence froa cosaid 444G9 froa a contig 
froa tlte tip of the short are of chroaosoae 16, spanning 2Mb of 1 
Sol 3. 3 Contains ESTs and CpG islands, .//O. 31: 120: 69//Z98258 
F-HEMBA1 001533 

F-ICMBA1001 557//Chionoecetes opilio (done C0P41) DMA aicrosatelli 
te repeat regions. //7.0e-25:303: 72//L491 36 

F-HEMBA1001566//Hoao sapiens DMA sequence froa PAC 1 2703 on chroeo 
soaa 1q23-2S. Contains FM02 and FM03 genes for Flavin-containing M 
onooxygenase 2 and Flavin-containing ionooxygenase 3 (Diaethy Ian i I 
ine ionooxygenase (M-Oxide 3. ECI.U.13. 8. Oiaethylani I ine Oxidase 
3. FMO II, FMO 3), and a gene for another, unknown. Flavin-contai 
ning Monooxygenase faaily protein. Contains ESTs and CSSs, coaplel 
e sequence.//?. 2e-18:80S:60//AL021026 

F -HEMBA 1 001 S69//Hoao sapiens aRNA for vesicle associated aeabrane 
protein 2 (VAMP2) .//I. )e-64:338: 9S//AJ225044 

F-HEMBA 1 001 570//Hcao sapiens PAC clone OJ0844F09 froa 7p12-p13, co 
aplete sequence. //2. le-148:698: 99//AC004453 

F-HEMBA 1 00 1 S7 9/ /Hoao sapiens aRNA for NSI-binding protein (NS1-BP 
) . //2. 2e-l 73 : 678 : 99//AJ0I 2449 

F-HEMBA 10D1 SSI //Hobo sapiens clone DJ11S8B01, VORKIRG DRAFT SEQUEN 
CE. 23 unordered pieces. //0. 30:484: S9//AC004980 
F-HEMBA 1 00 1S8S 

F-HEMBA 100 I 589//Huaan BAC clone RG317G18 froa 7q3t, coaplete seque 
nee. //0. 98 : 1 97 : 63//AC002432 

F-HEMBA 1001 S9S//Huaan aRNA for XIAA0I28 gene, partial cds.//8. 2e-l 
09 : 8S5 : 78//D5091 8 

F-HEMBAI001608//RPCI 1 1-72EZ. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-72E2, genoaic survey sequence. //3. 8e-0S: 235: 64// AQ267I 31 
F-HEK3A1001620//Oryza sativa RIM01 aRNA for ayo- inositol phosphate 
synthase, coaplete cds.//3.8e-40:719:64//AB012107 
F-HEM8A1 00163S//HS_3208_AI_D07_MR ClT Approved Huasn Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3208 Co 1=1 3 Row=G, gen 
oaic survey sequence. //I. 4e-1 5: 120: 90//AQ1 76944 
F-HEMBA 1 0016 36//Hoao sapiens 12q24 PAC RPCII-66E7 (Roswell Park Ca 
ncer Institute Huaan PAC library) coaplete sequence. //0. 15:221 : 64/ 
/AC004216 

F-HEMBA I 001 640//HS_3Z53_B2_D03_MK ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate=32S3 Col=6 Row=H. geno 
aic survey sequence.//9. le-S2:278: 95//AQ2160S8 
F-HEMBAI00I647//H. sapiens gene tor pi ec t i n. //0. 00052: 629: 61//ZS436 
7 

F-HEMBAl001651//Salao salar DMA for a cryptic repeat. //7. 9e-08: 27 
0:64//AJ01 2206 

F-HEMBA 1001 65 S//Hoao sapiens chroaosoae 5, BAC clone 1 94 j 1 8 (LBNL 
HI 58) , coaplete sequence. //5. 9e-l 64: 802: 97//AC005368 
F-HEMBA 1001 6 58//M. ausculus C0L3AI gene for collagen alpha-1. //2. 4 
•-30 : 742 : 62//XS2046 

F-HEMBA1 001 661 //Hoao sapiens chroaosoae 5p, BAC clone 50g21 (LBNL 
HI 54) , coaplete sequence. //2. 2e-l44:6B2:99//AC005740 
F-HEMBA 100167 2//Hoao sapiens aethyl-CpG binding protein MB03 (MBD 
3) aRNA, coaplete cds. //6. 1e-l 52: 725: 98//AF072247 
F-HEMBAI00I675//RPCI 11-54F8. TV RPC HI Hoao sapiens genoaic clone 
R-54F8, genoaic survey sequence. //S. 3a-75: 341 :8S//AQ0821 26 
F-HEMBA 1001 6 78//Ho«o sapiens Xp22 PAC RPCI1-167A22 (froa Roswell P 
ark Cancer Center) coaplete sequence. //8. 4e-54:S5l : 74//AC002349 
F-HEMBA 1 00 1681 

F-HEMBA 1001 70 2//P I asaodiua falciparua chroaosoae 2, section 35 of 
73 of the coaplete sequence. //0. 94: 676: 54//AE001 398 
FrHENBA100l709//Huaan DMA sequence **» SEQUENCING IN PROGRESS **» 
froa clone 702JI9, VORKING DRAFT SEQUENCE. //0. 74:659: 58//AL033S31 
F-HEMBA 1 001 71 1//Ly$iphlebm aelandr i icola NADH dehydrogenase I gen 
e. ai tochondr ial gene encoding ai tochondrial protein, partial cdi. 
//3. 0e-07 :4I 3: 60//AF0691 78 

F-HEMBA 1001 71 2//Hoao sapiens BAC clone RG04IH04 froa 7q21-q22, coa 
plete sequence. //0. 091 : 31 5: 61//AC004SI9 

F-HEMBA 1001 7 14//Ratt us norvegicus at tochondr ial ATPase inhibitor g 
ene, coaplete cdi. //I. 6e-28: 218: 75//U 12250 

F-HEMBA 1 001 7 1 8//H5_3056_A2_H08_MF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S6 Co 1 = 16 Row=0. gen 
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oaic survey sequence. //2.0e-79: 383 :99//AQ1 06367 
F -HEMBA 10017 2 3//HS_2 1 88_A2 - ,002 JF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2188 Col=4 Row=G, geno 
aic survey sequence. //3.8e-28:l 74: 94//AQI 16793 
F-HEMBA1001731//H$_302I_AIJU1_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3021 Co I =21 Row=A, gen 
oaic survey sequence. //2. Se-I 1 :420:62//AQl S46S8 
F-HEM8A1 001 734/ /Hoao sapiens chroaosoae T, clone 264, M. 20. coaplet 
e sequence. //0. 00060: 392 :60//AC0046t 7 

F-HEMBA 1 001 744//H$_3t 94_A1_D05_T7 ClT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plete=3194 Col=9 Row=C, gene 
aic survey sequence. //S. 8e-29: 163 : 97//AQ252295 
F-HEMBA100I74S//Hoao sapiens chroaosoae 9q34, clone 280CI1. coaple 
te sequence. //0. 66:627: 59//AC0021 02 

F-KEKBA100l746//HS_2163_Bt_F04_NR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2163 Col=7 Row=L. geno 
aic survey sequence. //1. 4e-l6: 238 : 70//AQ085995 

F-HEM8A1 001 76 1 //Cenoaic sequence froa Mouse 9, coaplete sequence./ 

/3. Se-52 : 1 98 : 86//AC002 1 09 

F-HEMBA100178I 

F -HEMBA 1 001 784//Genoai c sequence froa Huaan 9q34. VORKING DRAFT SE 
QUENCH. 2 unordered pieces. //5. 5e-1 3:296 :65//AC002099 
F-HEMBA 1 00 17 91 //Hoao sapiens DMA froa chroaosoae 19-cosaids R311S 
8. R31874, and R28125. genoaic sequence, coaplete sequence. //0. 18: 
534: S9//AF0384S8 

F-HEMBA1001 800//CI T-HFP-2049NS. TF C1T-HSP Hoao sapiens genoaic clo 
ne 2049N5. genoaic survey sequence. //2. 2e-40: 335: 80//AQ009222 
F-HEM8A1 001 803//M. ausculus (Balb/C) P/L01 aRNA. // 1. 7e- 2 5 : 286 : 74//Z 
31360 

F-HEMBA 1 001 B04//Mouse interleukin 2 receptor (p55 IL-2R) aRNA. 5 
end. //I . 9e-58 : 358 : 89//M2 1 977 

F-HEMBA 1 001808//Ho«o sapiens aRNA. chroaosoae 1 specific transcrip 
t K IAA0500. //7. 8e-l74:809: 98//AB007969 

F-tCMBA10fl1B09//Bovine herpesvirus 1 coaplete genoae.//9. 0e-09:63 
9: 57//AJ 004801 
F-HEMBA 1 00181 5 

F-HEMBA1 001819//HS_3079_B1_E04_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3079 Co I =7 Row=J, geno 
aic survey sequence. //1. 4e-79: 396: 97//AQ1 866 16 
F-HEMBA 1 001 820//Hoao sapiens BAC clone GS165L15 froa 7plS. coaplet 
e sequence. //0. 00026 : 436 : 60//AC00501 3 

F-HEMBA 1 001 822//Hoao sapiens intersectin short fora aRNA. coaplete 
cds. //1 . 2e-40 : 51 0 : 65//AF064243 

F-HEMBA 1 001 824//Hoao sapiens expanded SCA7 CAG repeat. //6. 1e-20: 34 
4:68//AF020275 

F-HEMBA I 001 83 S//Hoao sapiens BAC clone RG017K18 froa 7q3l. coaplet 
e sequence. //0. 0094:553: 58//AC005 161 

F-HEMBA I 00 1844//Hoao sapiens chroaosoae Xp22-135-136 clone GSHB-56 
711, VORKING DRAFT SEQUENCE. 35 unordered pieces.//!. 2e-22: 316: 70/ 
/AC005B67 

F-HEMBA 1 001 847//M. ausculus Zfp-29 gene for zinc finger protein.// 
5. 3e-27 : 397 : 69//X551 26 

F -HEMBA 1 00 1B61 //Hoao sapiens aRNA for KIAA0617 protein, coaolete c 
ds. //B. 8e- 1 84 : 865 : 98//AB01 451 7 

F-f£M8A1001864//Arabidopsi s thaliana chroaosoae II BAC F17H1S geno 
aic sequence, coaplete sequence. //0. 38: 337: 62// AC005395 
F-KEM8A1 00!866//Caenorhabd i ti s elegans cosaid F4BE3. //I . 4e-10: 224: 
63//U28735 

F-HEMBA1D01B69//Hoao sapiens BAC clone RG114819 froa 7 q 31.1. coapl 
ete sequence. //6. 7e-98: 288 :9I//AC00S065 

F-HEMBA 1 001 888//Huaan Chroaosoae 11p15.5 PAC clone pOJ9ISfl contai 
ning KvLQTl gene, coaplete sequence. //4. 9e-l1 4:476 : 84//AC003693 
F-HEMBA 1 00 l896//Bos taurus pyruvate dehydrogenase phosphatase regu 
latory subunit precursor, aRNA, coaplete cds.//2. ?e-137: 839:86//AF 
026954 

F-HEM8A100l9l0//Hoao sapiens Chroaosoae 2pl3 BAC Clone hl73. coapl 
ete sequenc e. //0. 90 : 22 1 : 63//AC003065 

F-HEMBA 1001 91 2//HS_2237_Al_C10_MF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate=2237 Co f = 1 9 Roa=E. gen 
oaic survey sequence. //9. 7e-76: 364 : I00//AQ033732 
F-HEMBA10019I3//Lei shaania aajor chroaosoae 3 clone L???? strain F 
riedlin, VORKING ORAFT SEQUENCE. 6 unordered pi eces.//0. 00063:219 
G5//AC00S766 

F-KEMBA 1001915/ /Hoao sapiens genoaic DMA of 9q32 anti-oncogene of 
flat epitheriua cancer , segaent 5/1 0.//0. 0001 1 : 366: 63//AB020873 
F-t€MBA1001918//Pneuaocy! t is car ini i gene for aajor surface glycop 
rotein MSC105, exonl-2, coaplete cdi. //0. 00024: 562 :5S//D82031 
F-KEMBA 100 1921 //Hoao sapiens gerainal center kinase related orotei 
n kinase aRNA, coaplete cds. //2. la-1 84 :855: 99//AF000I45 
F-HEMBA 1 001 93 9//Huaan DMA sequence froa clone 39SP12 on chroaosoae 
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1q24-2S. Contains the TXGP1 gene for tax-t ranscript iona I ly active 
ted glycoprotein I (34kO) (0X40 ligand, 0X40L) and a G0T2 (Asparta 
te Aminotransferase, ai tochondr i al precursor, EC 2. 8. 1.1, Transaai 
nase A. Clutaaate Oxaloacetate Trsnsaainase-2) pseudogene. Contain 
s ESTs. STSs and CSSs, complete sequence.//!. I e-42: 380: 80//AL0223I 
0 

F-HEMBA1001940//Hoao sapiens clone OJ1093I16, WORKING DRAFT SEQUEN 

CE, 5 unordered pieces. //7. Se-17S:861 :97//AC005629 

F-HEMBAI 001 942//Hoao sapiens chromosome 12p!3. 3 clone RPCI I-96H9, 

WORKING DRAFT SEQUENCE. 66 unordered pieces. //0. 097: 1 07: 71 //AC0060 

S7 

F-HEMBAI 001 945//Drosoph i I a F family transposable element Ft2 3‘ re 
gion.//0. 94: 140: 65//X0 1934 

F-HEMBAI 001 9S0//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one !5bS, foreard read cpgISbS. t Mq.//1.4e-27: 168: 9S//Z54728 
F-HEMBA1001960//Locus ti eigratoria eRNA for nAChR alpha! subunit./ 
/0. 01 0: 106: 71//A3000390 

F-HEMBA100!962//Plaseodiua falciparua 3D7 chroaosoae 12 PFYAC88-62 
8 genoaic sequence, WORKING DRAFT SEQUENCE, 9 unordered pieces.// 
9. 7 e-05 : 494 : 60//AC0OSS0 7 
F-KEMBA100I964 

F-HEMBAI OOt967//Huaan DNA sequence froa clone 341 El 8 on chroaosoae 
6p11. 2-12.3. Contains a Serine/Threonine Protein Kinase gene (pre 
suaptive isolog of a Rat gene) and a novel alternatively spliced g 
ene. Contains a putative CpG island, ESTs and CSSs, coaplete seque 
nee. //9. Se-1 22 : 373 : 99//AL03 1 1 78 

F-HEMBAI 001 I79//HS_30S7_B1_A06_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone. Plate=3067 Col =11 Ro*=8, gen 
oaic survey sequence.//0.43:193:64//AQ143S06 

F-HEMBA1001987//Plasaod iua falciparua MAL3P6, coaplete sequence.// 
1. 0:428: S6//2985S1 

F-HEMBAI 001991//HS_2237_A2_G09_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2237 Col=18 Row=N, gen 
oaic survey sequence. //4. 3e-0S: 240: 64//AQ067283 
F-HENBA1 002003//pro te i n phosphatase 2C isofora [rats, liver, aRNA, 
1950 nt] . //2. 7e-33 : 364: 74//S 90449 

F-HEMBAI 00 2008//W0RK INC DRAFT SEQUENCE. 3 unordered pieces. //0. 000 
32:214: 68//AC005948 
F-HENBA1 002018 

F-HEMBAI 002022//Huaan p37NB aRNA. coaplete cds.//0.0!4:5B:96//U329 

07 

F-HEMBAI 00203S//Mouse transcriptional control eleaent. //7. 8e-07:20 
Q:69//»172S4 

F-1CMBA1 00203 9//Huaan DNA sequence froa clone 267V20 on chroaosoae 
Xq22. 2-22. 1. Contains part of the 0IAPH2 gene and a pseudogene, E 
STs, STSs and CSSs, coaplete sequence. //0. 31 : 497: 58// AL0310S3 
F-HEMBAI 002049/ /Hoao sapiens chroaosoae 5. BAC clone 282B7 (LBNL H 
192), coaplete sequence. //4. Se-42: 532: 63//AC00521 6 
F-HEK8A 1 002084/ /Hoao sapiens chroaosoae 19 cosaid FI 5386. genoaic 
sequence, coaplete sequence. //0. 81 : 435: 59// AF025422 
F-HEMBAI 002092//Nus ausculus 01 f-1/EBF-l ike-3 transcription factor 
(0/E- 3) aRNA. coaplete cds. //7. 2e-1 30: 769: 87//U92703 
F-HENBA 10021 00/ /Hoao sapiens PAC clone DJ0991G2O, coaplete sequenc 
e. //1 . 3e-47 : 1 24 : 96//AC004943 

F-HENBA 100 2 102//Xe nopus laevis aRNA for x$oi7 protein, coaplete cd 
S.//2. 7e-l3: 1 32: 71//D83649 

F-HEMBAI 0021 13//F. rub ripes GSS sequence, clone 063K10bB4, genoaic 
survey sequence. //0. 029: 142: 66//Z88840 

F-HEMBAI 002 1 19//Huaan Chroaosoae 11 pac pOJII73a5. coaplete sequen 
ce.//1 . 3e-14: SIS: 62//AC000378 

F-HEMBAI 002 1 2 S//Hoao sapiens calciua-activated potass iua channel 
(KCNN3) aRNA. coaplete cds. //0. 98: 222: 61//AF03181 5 
F-HEMBAI 002) 39//Caenorhabd i t i s elegans cosaid F5SC9. coaplete sequ 
ence. //0. 0081:371: 60//Z81 549 

F-HEMBA1002144//Saccharoayces cerevisiae ai tochondr ion transfer RN 
A-Met (tRNA-Met) gene, osil gene, and 0RF1.//4.9e-06:341 :61//L3688 

8 

F-KEMBA 10021 50/ /Hoao sapiens aRNA for KIAA0720 protein, partial cd 
S. //0. 00017: 3S3:62//AB0I6263 
F-HEMBAI 002 151 

F-HEMBA1002153//C1TBI-E1-2519I20.TR CITBI-E1 Hoao sapiens genoaic 
clone 2519120. genoaic survey sequence. //8. Se-61 : 334: 94//AQ27761 3 
F-HEIfflAl 0021 60//Hoao sapiens clone 0J1 189006. coaplete sequence.// 
8. 5e-44: 385: 77//AC005232 

F-KE10A1 0021 6I//C0 turn i t coturnii sloa ayosin heavy chain 2 (qayhc 
2) aRNA. partial cds. //2. 1 e-59: 571 : 74//AF006829 
F-HEMBAI 002 l62//Hoao sapiens Xp22-ISO BAC GSHB-309P1S (Cenoae Syst 
eas Huaan BAC Library) coaplete sequence. //5. 3e-S3: 698: 67// AC00621 
0 

F-HEMBAI 0021 66//Huaan DNA sequence froa PAC 84F12 on chroaosoae Xq 



25-Xq26.3. Contains glypican-3 precursor (intestinal protein OCI- 
5) (GTR2-2). ESTs and a repeat. //1. 2e-S0:319:78//ALQ08712 
F-1€MBA1002177//Hoao sapiens BAC clone RG293FI1 froa 7q21-7q22. co 
aplete sequence. //2. Se-1 8: 1 50 : 88//AC000066 

F-HEMBAI 0021 8 S//Hoao sapiens clone 030292L20. WORKING 0RAFT SEQUEN 

CE. 2 unordered pi eces.//0. 00066: 466: 59//AC004825 

F-HENBA 1 002 1 89/ /Hoao sapiens clone GS166C0S, WORKING DRAFT SEQUENC 

E. 7 unordered pieces. //3. 3e-23: 178: 77//AC00501 5 

F-HEMBA 1002 1 91 //Hoao sapiens aRNA for KIAA0669 protein, partial cd 

s. //1 . 0: 382: S9//AB014589 

F-HEMBAI 002 l99//Hoao sapiens chroaosoae 4 clone B55B24 aap 4q2S. : 
oapi ete sequence. //I. 8e-20:368:66//AC005150 

F-HEMBAI002204//HS_205S_A1_H09_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2055 Co 1 = 17 Row=0, gen 
oaic survey sequence. //I . 2e-06: 1 78 : 65//AQ235350 
F-HENBA 1 0022 12//S. cerevisiae chroaosoae IV reading fraae 0RF YOL 1 0 
1c. //0. 035: 345: 60//Z74I49 

F-HEMBAI Q0221 5//M. ausculus aRNA for testin.//4. 6e-80: 504:87//X7898 
9 

F-HEMBAI 002 22 6//H080 sapiens Xp22 bins 87-93 PAC RPCI1-122K4 (Rose 
ell Park Cancer Institute Huaan PAC Library) coaplete sequence.// 
5. 7e-63: 336 : 74//AC00303S 

F-t£N8Al002229//Hoao sapiens BAC clone NH0S39624 froa 7plS.l-pi4. 
coaplete sequence. //2. 6 e-39 : 3 1 1 : 81//AC006044 

F-HENBA 1002237/ /Hoao sapiens PAC clone 0J0696N0! froa 7p2l-p22. co 
aplete sequence.//!. 6e-l2: 397:64//AC004861 
F-HEMBAI 002 241 
F-HEMBAI 002253 

F-HEMBAI 002 2 57//Hoao sapiens diacy Iglycerol kinase iota (DGXi) aRN 
A. coaplete cds.//3. Se-1 51 : 731 : 97//AF061936 

F-t€MBA1002265//Huaan ONA sequence froa cosaid N28H9 on chroaosoae 
22q11 . 2-qter contains ESTs. STS and endogenous retrovirus.//). 3e- 
09:313: 62//Z7 1183 
F-ICM8A 1002267 

F-HEMBAI 002 2 70//Hoao sapiens Xp22-150 BAC GSHB L 309P1S (Genoae Syst 
eas Huaan BAC Library) coaplete sequence. //0. 069: 495: 58//AC00621 0 
F-HEMBAI 002321 //Hoao sapiens PAC clone DJ099t023, coaplete sequenc 
e. //0. 01 9: 564 : S8//AC004944 

F-HEMBAI 002328//CIT-HSP-2387N1 5. TF. 1 CIT-HSP Hoao sapiens genoaic 
clone 2387N1S. genoaic survey sequence. //I . 8e-71 : 346: 99//AQ24083G 
F-HENBA 1 002337//Arabidops i s thaliana genoaic ONA, chroaosoae 5. PI 
clone: MTN8. coaplete sequence. //0. 84:547:57//A8020754 
F-HEMBAI 002341//Hoao sapiens aRNA for KIAA0771 protein, partial cd 
S. //I. 4e-1 85 : 872 : 98//AB01 8314 

F-HEMBA1002348//C I T-HSP-2372K24.TR CIT-HSP Hoao sapiens genoaic cl 
one 2372K24, genoaic survey sequence. //9. 1e-33:230: 75//AQ1 10676 
F-HEMBAI002349//Plasaodiua falciparua histidine-rich protein If (H 
RP II) gene, coaplete cds. //9. 4e-06: 504:S7//U6955I 
F-HENBA 1002363//Hoao sapiens chroaosoae-associated protein-6 (hCA 
P-E) aRNA, complete cda.//7. 3e-!8B:872:99//AF09256J 
F-hCMBAI 00238 l//Hoao sapiens genoaic ONA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and noh-saalt cell lung cancer . t 
egaent 1 1/11 . //?. le-20: 262: 72//AB020868 

F-HENBA1 002389//D. di scoideua spore coat 60 (sp60) gene. 5' flank./ 
/0. 010: 95: 73//M34546 

F-HENBA 1 00241 7//Can is faailiaris ZO-3 (zo-3) aRNA, coaplete cds.// 
6. 2e-1 20:767 : 8S//AF02361 7 

F-HENBAI 0024I9//HS-I047-AI-F01 -MF. ab i CIT Huaan Genoaic Spera L»br 
ary C Hoao sapiens genoaic clone P!ate=CT 830 Co I = 1 Row=K. genoaic 
survey sequence. //7. 6e-06: 1 1 1 :76//B38165 
F-HENBAI 002430//HS_31 37_B2_FI 0_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3137 Col =20 Row=L. gen 
oaic survey sequence.//!. 6e-56: 367: 88// AQ) 48697 
F-HENBA I 002439/ZDictyos tel iua discoideua actin 8 gene. 3' UTR.//0. 
67:1 29: 64//N2S216 

F-HEMBAI 002458/ /Mus ausculus REX-3 aRNA. coaplete cds. //I . le-30: 27 
4: 72//AF051 347 

F-HEMBAI Q02460//Hoao sapiens clone DJ1137M13, coaplete sequence.// 
4. 0e-l 73:822. 98//AC005378 

F-HEMBAI 002462//Sequence 41 froa patent US 57081 57. //9. 8e-51 : 51 9:7 
3// 180067 

F-HENBAI 002469//Huaan aRNA for KIAA0122 gene, partial cds.//4.0e-1 
08:603 : 92//D5091 2 

F-HENBAI 002475//Streptoayces coeiicolor cosaid 2H4. //0. 0068 : 626 : 57 
//AL031514 

F-HEMBAI 002477//HOBO sapiens BAC clone NH0342K06 froa 2. coaplete 
sequence. //I . $e-40 : 349 : 78//AC005034 
F-HENBA 1 002486 

F-HENBAI 002495//HS_J21B_B1 J!I2_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=32!8 Co I =23 Rov=B. gen 
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oaic survey sequence. //I. 0: 1 79 : &7//AQ1 81410 

F-HEMBAI 002498//Hoao sapiens full length insert cDNA clone ZD76B0 
1.//1.4e-129:619: 98//AF086404 

F-HEMBA 1 002503//Hoao sapiens clone DJ0742P04. WORKING DRAFT SEQUEN 
CE, 6 unordered pieces. //1. 9e-24:3Q6:68//ACQ04873 
F-HEMBA 1002 S08//Hoso sapiens chroaosoae 19. cosaid R335IS, coaplet 
e sequence. //2. 9e-7S : 464 : 83//AC004799 

F-HEMBAI 0025 13//Hoao sapiens aRNA for histone deacety lase-l ike pro 
tein (JM21) ,//2.8e-1 57 : 7 38 ; 98//AJ 0 1 1972 

F-HEMBAI 00251 5//Huaan DMA sequence ete SEQUENCING IN PROGRESS »** 
froa clone 407FI1. RORKINC DRAFT SEQUENCE. //t. 6e-07 : 307 : 64//AL0223 
29 

F-HEMBAI 002538//H$_2185_B2_B04_NR CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=2l8S Col=8 Row=D, geno 
aic survey sequence. //4.7e-37: 339: 78//AQ29831S 
F-HEMBA 1 002542//HS_3 I 97_82_B I 0_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3197 Col=20 Row=0, gen 
oaic survey sequence. //3. 2e-70: 372 : 9S//AQI 88792 
F-HEM8A1002547//Hoao sapiens agrin precursor aRNA, partial cds.// 
3. Se-1 37:€S5: 98//AF016903 

F-HEMBAI 00255 2//Huaan Hep27 protein aRNA, coaplete cds.//8. Be-07: 1 
73:68//U3187S 

F-HEM8A1 002555//*** SEQUENCING IN PROGRESS Me Hoao sapiens chroao 
soae 4, BAC clone C0190L0E: HTGS phase I. BORKING DRAFT SEQUENCE. 
21 unordered pieces. //2. 2e-l 5: 628: 60//AC004670 

F-HEIBAt 002S58//Huaan Xp22 BAC CT-285I1S (froa CalTech/Research Ce 
netics) . PAC RPCM-27C22 (froa Roswell Park Cancer Center), and C 
osaid U3S85 (froa Lawrence Liveraore). coaplete sequence. //2. 3e-4 
t : 353: 76//AC002366 

F-HEMBAI 002561 //Hoao sapiens chronosoae 17. clone HRPC29G21 . coapl 
ete sequence.//!. 1e-39: 538: 66//AC003687 

F-HEMBAI 002569//Hoao sapiens protein associated with Nyc aRNA, coa 
Plate cds. //1 . 3e- 1 40 : 457 : 99//AF075S87 

F-HEMBAI 002583//C I T-HSP-2321D3.TR CIT-KSP Hoao sapiens genoaic clo 
ne 2321D3. genoaic survey sequence. //5. te-79: 385: 99//AQ0381 02 
F-HEMBAI 00 2 590//Hoao sapiens chronosoae 17, clone hRPK. 1S7_N_2Q, c 
oaplete sequence. //» . 9e-35:430: 70//AC005940 

F~HEMBA1002592//Huaan genoaic ONA sequence froa clone 30801 on chr 
oaosoae Xpl 1.3-1 1.4. Contains EST. CA repeat. STS, GSS. CpG is Ian 
d. //4. 4e-l9: 303: 71//Z93403 

F-HEMBA1002609//Hoao sapiens aRNA for K1AA0S97 protein, partial cd 
s. //4. 4e-1 75 : 820 : 99//AB01 1 1 69 

F-HEMBA100262t//Hoao sapiens PAC clone DJ0650P09 froa 7q21, coaple 
te sequence. //0. 14: 3S3: 58//AC0044I3 

F-HEMBA 10026 24//Hoao sapiens aRNA for KIAA0808 protein, coaplete c 
ds . //2. 9e- 1 87 : 632 : 97//AB0 18351 

F-HEM8A1002628//Plasaodiua falciparua 307 chronosoae 12 PFYAC812 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 8 unordered pieces. //I. 5 
e-OS: 792 :S8//AC004 153 

F-HEMBAJ002629//Streptoayces coelicolor cosaid IA9.//8. 4e-0B:S76: 5 
8//AL034446 

F-HEMBA 1 00264S//Huaan DNA sequence *•* SEQUENCING IN PROGRESS «*• 
froa clone 153G14. WORKING DRAFT SEQUENCE. //5. 6e-47: 222: 86//AL031 1 

18 

F-HEMBA 1002651 //Hoao sapiens PAC clone DJ0593H12 froa 7p31. coaple 
te sequence. //3.8e-182:859:99//AC004839 

F-HEMBAI 0026S9//Z.aobi I is alcohol dehydrogenase I (adhA) gene, coa 
pi ete cds.//Q. 97: I44:66//N32100 

F-HEICA 1002661 //Hoao sapiens PAC clone 0J0698C2I froa 7p21-p22, co 
eplete sequence.//!. 3e-l 16: 774: 84//AC004S35 
F-HEMBAI 002666 

F-HENBA1 002678//Huaan DNA sequence *M SEQUENCING IN PROGRESS et* 
froa clone 1137F22. WORKING ORAFT SEQUENCE. //5. 7e-1 56: 750: 98//AL03 
4421 

F-HEMBA1002679//nbxb0002cC12r CUCI Rice BAC Library Oryza sativa g 
enoaic clone nbxb0002F23r. genoaic survey sequence.//4. 3e-09:S17:S 
8//AQ051621 

F-HEMBAI 002688//Herpes siaplex virus type 2 (strain HG52), coaplet 
e genoae. //8. 3e-20 651 61 //Z86099 

F-l€M8AI00269$//Mus ausculus proteasoae regulator PA28 beta subuni 

t gene, coaplete cds.//7.6e-62:306:81//AF060195 

F-HEMBAI 002703//Hoao sapiens aRNA for KIAA04S5 protein, coaplete c 

ds. //I . 9e- 10:327: 62//AB007924 

F-HEMBA1O02712 

F-HEMBAIQD27t6//HS_3064_A1_C10JIF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3064 Co 1 = 19 Row=E. gen 
oaic survey sequence. //8. 4e-97: 491 : 96// AQ1 42980 
F-HEMBAI 002728//Hoao sapiens chrowoiowe 5, BAC clone 20Se20 (LBML 
H170). coaplete sequence. //6. 1 e-21 : 21 7: 77//AC004782 
F-HEMBAI 002730//Huaan platelet glycoprotein Ilia (GPU la) gene, ex 



[0 7 0 5] 



on I .//0. 57 : 125: 67//M57481 

F-HEMBAI002742//RPCI 1 1-39J 1 0. TP RPCI-11 Hoao sapiens genoaic clone 
R PCI-1 1-39J10, genoaic survey sequence.//) . 1e-86; 414: 99// AQ02 91 02 
F-HEMBAI 002746//Mus ausculus chronosoae 19, clone CIT282B2I. coapl 
eto sequence.//?, le-70. 303: 82//AC003694 

F-HEMBAI 002748//Hunan ONA sequence tee SEQUENCING IN PROGRESS *«* 
froa clone 41018. WORKING ORAFT SEQUENCE. //0. 096: 21 2 :62//AL031732 
F-HENBAI0027S0//Hoao sapiens chronosoae 5, PAC clone 17DalO (LBNL 
H89). coaplete sequence. //6. 7e-40: 232: 70// AC00462 2 
F-FEM8A1002768//Hoao sapiens aRNA for KIAA0554 protein, partial cd 
s. //9. Oe-1 77 : 834 : 98//AB01 1 1 26 

F-t€N8A1D02770//cDNA encoding novel rat protein TIPI 20 which is fo 
raed of coaplex aith TBP (TATA binding protein).//!. 3e- 1 40: 840: 88/ 
/E12829 

F-HEMBAI 002777//F. rubnpes GSS sequence, clone 1B9C06dB12. genome 
survey sequence.//!. 1e-28: 263: 77//AL007965 
F-1CNBA1002779//CIT-HSP-2333I1.TF CIT-HSP Hoao sapiens genoaic clo 
ne 233311. genoaic survey sequence. //I . 8e-32: 180:98//AQ03689I 
F-HEMBA 1002780//Hoao sapiens PAC clone DJ0244J0S froa Sq3l. coaple 
te sequence. //7. 0e-06 : 1 99: 67//AC004S92 

F-1CN8A1002794//H. sapiens aRNA for protein kinase C au. //0. 0001 S 2 
44:67//X7S756 

F-HEMBAI 002801//Plasaodiua falciparua MAL3P2. coaplete sequence.// 
0.0010: S34 : 57//AL034S58 

F-HEMBAI 00281 0//Hoao sapiens forain binding protein 21 aRNA, coapl 
ete cds. //I. 1e-i67:820 97//AF07118S 

F-HEMBA 1 0028 l6//Hoao sapiens clone NH0576N2I, WORKING ORAFT SEQUEN 
CE, S unordered pieces. //3. le-1 13:254: 90// AC005043 
F-HEMBAI 00281 8//Cr ice tu I us griseus H411 precursor (H411) aRNA. coa 
P I e t e cd s . //1 . 2e- 1 22 : 760 : 86//AF046 870 

F-HEMBAI 002826//Huaan DNA sequence froa done 23K20 on chronosoae 
Xq2S-?6. 2 Contains EST. STS. GSS, coaplete sequence. //0. 0055: 235:6 
5//AL0221 53 

F-HEMBAI O02833//Hoao sapiens chronosoae 17, clone KRPC. 1 17JJ_12, c 
oaplete sequence.//!. 4o-1 70: 744: 99//AC004707 

F-1CMBA1OO28S0//Ephedrus persicae NADH dehydrogenase 1 gene, ai toe 
hondriat gene encoding ai tochondr ial protein, partial cds.//1.3e-0 
5: 334: 59//AF069186 

F-HEMBAI 002863//CIT-HSP-2323AI6. TF CIT-HSP Hoao sapiens genoaic cl 
one 2323AI6, genoaic survey sequence.//2. 9e-140:750:93//AQ0284l9 
F-HEMBA 1 002876//HS_2270_B1_H03_MF CIT Approved Huaan Genoaic Spent 
Library D Hoao sapiens genoaic clone Plate-2270 Co 1=5 Row=P. geno 
aic survey sequence. //0. 44: 163: 64//AQ16403I 
F-HEMBA! 002886 

F-KEN8AI 002896//Hono sapiens chronosoae 5. PI clone 793C5 (LBNL HS 
8). coaplete sequence. //0. 00015: 277:61//AC005I95 
F-HENBA1 002921 

F-HENBA1002924//CI T-HSP-2171H4.TR CIT-HSP Hoao sepiens genoaic clo 
ne 2171H4. genoaic survey sequence. //0. 001 6: 1 75: 66//B8971 5 
F-HEM8A) 002934//Huaan ONA sequence tee SEQUENCING IN PROGRESS *** 
froa clone 862K6. WORKING ORAFT SEQUENCE. //I. 2e-169: 79T: 9B//AL0316 
81 

F-HEMBA 1002935/ /Hoao sapiens aRNA for KIAA0576 protein, partial cd 
s. //4. 9e- 1 73 : 803 : 99//AB01 1 1 48 

F-HEMBAI 002937//Huaan DNA sequence eee SEQUENCING IN PROGRESS te* 
froa clone 702 J 1 9. WORKING DRAFT SEQUENCE. //I. 2e- 163: 411 :99//AL033 
531 

F-HEMBAI 002939//RPC 1 1 1-74014. TJ RPC 1 1 1 Hoao sapiens genoaic done 
R-74014. genoaic survey sequence. //I. 7e-4l :21S: 99//AQ266676 
F-HEMBA 100 2 9 44// RPC 1 1 1-55C2. TV RPCI 1 1 Hoao sapiens genoaic clone 
R-55C2, genoaic survey sequence. //I . 7e-37: 375: 74// AQ082240 
F-HEMBA 100 2 95 I //Hoao sapiens chronosoae 19, cosaid F20887, coaplet 
e sequence. //0. 00074:683: 58//AC005578 

F-HEMBAI 002 9S4//RPC I t 1-79F7. TV RPCI 1 1 Hoao sapiens genoaic clone 
R-79F7, genoaic survey sequence. //6. I e-24: 250: 78// AQ284146 
F-HEMBAI 002968//HS_2262_B2_G04_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plat e=2262 Col=8 Row=N. geno 
aic survey sequence. //0. 99: 270: 60//AQ217059 

F-HEN8A1 002970//RPCI 1 I-5L24. TV RPCI-11 Hoao sspiens genoaic done 
RPCI -1 1-5L24. genoaic survey sequence. //I. 4e-10: 189: 7I//B49289 
F-HEMBAI 00297 I//C I T-HSP-2363L1 6. TF CIT-HSP Hoao sapiens genoaic cl 
one 2363LI6. genoaic survey sequence. //4. 3e-21 : 1 81 : 80//AQ080S38 
F-HEMBAI 002973//Rattus norvegicus Wistar 3’ ,5' -eye lie AMP phosphod 
i esterase (PDE4-10) gene, exon 10.//2. 5e-40:2S7:89//U01 290 
F-HEMBAI 002997//CIT-HSP-2387H1 5. TF. 1 CIT-HSP Hoao sapiens genoaic 
done 2387HI5, genoaic survey sequence. //9. Se-I7:l28:92//AQ240797 
F-HEJRAt 002999//Ra t tus norvegicus laaina associated polypeptide 1C 
(LAPIC) aRNA. coaplete cds.//3. 1e-62:713: 73//U20286 
F-HEMBA 100302 I //Hoao sapiens clone DJ0847008, WORKING DRAFT SEQUEN 
CE, 3 unordered pieces. //7. 5e-S0: 331 :85//AC0CS484 
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F-HEMBA! 003033//Drosophi la aelanogaster. chroaosoae 3L. region 62A 
10-62B5, PI clones DS02777, DSQ3222. DS0234S, and OS04808, coaplet 
e s equenc a. //2. 6e-20 : 357 : 66//AC005557 

F-HEMBA1003034//Huaan DMA sequence froa 4PTEL. Huntington' s Diseas 
e Region, chroaosoae 4p16. 3.//4. Se-60: 41S: 73//Z95704 
F-HEMBA 1Q03035//Hoao sapiens chroaosoae T, clone 264. i. 20, coaplet 
e sequence. //2. 3e-05 : 591 : 57//ACQQ46 1 7 

F-HENBA1003037//RPCI 1 1 -88F2. TJ RPCIM Hoeo sapiens genoaic clone 

R-6BF2. genoaic survey sequence. //O. (8:230: 60//AQ286677 

F-HEMBA 1 003041 //Hoao sapiens PAC done DJII63J12 froa 7q2l.2-q31. 

1. coaplete sequence. //8. le-l 28: $50: 94//AC004383 
F-frENBA1003046//Hoao sapiens ai tochondr i al processing peptidase be 
ta-subunit aRNA. coaplete cds.//1. Qe-164:777:98//AF0S4182 
F-HEMBA 1 00 3064//P I asaodiua falciparua 3D7 chroaosoae 12 PFTAC181 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 8 unordered pieces.//!. S 
e-07 : 744: 59//AC005505 

F-HEHBAI003067//Rat dynorphin gene, exon 3.//1.0: 140: 63//M32783 
F-HENBA 1003071 //Hoeo sapiens alpha2-C4-adrenergic receptor gene, c 
oap I e te cds. //I . Se-20: 595: 65//U72648 

F-HEM8A1003077//CIT-H5P-2366J21 . TF CIT-HSP Hoao sapiens genoaic cl 
one 2366J21, genoaic survey sequence. //4.4e-33:1 76 : 99//AQ080257 
F -HEMBA 1 003078//Hoao sapiens DNA sequence froa PAC 262012 on chroa 
osoae 1q23. 3-24. 3. Contains a Tenascin (Heiabrachion, Cytotactin, 
Neuronectin, Nyo tendinous ant igen}-LIKE gene and a ai tochondr ial/c 
hloroplast 30S ribosoaal protein S14-UKE gene proceeded by a CpG 
island. Contains ESTs, genoaic aarker DIS2691 and STSs.//9. 4e-43:4 
78: 70//299297 

F-HEMBA 1 003079//Hoao sapiens Xp22-132-I34 SAC GSf«-590J1S (Cenoae 
Systeas Huaan SAC library) coaplete sequence. //0. 96:57 :8$//AC0O467 
3 

F-HEMBA 1 00308 3//Hoao sapiens PAC clone DJ1182N03 froa 7ql1.23-q21. 

1, coaplete sequence. //8. Oe-74: 359: 81//AC004548 

F-HENBA I 003086//Hoao sapiens chroaosoae 1C SAC clone CIT987SK-334D 

11 coaplete sequence. //3.6e-l 1 : 734: 58// AF001 550 

F-HENBA 1003096//Sequence 4 froa patent US 544001 7.//S. 7e-56: 594: 71 

//1 13750 

F-HENBA 1 0030 98//Huaan DNA sequence froa cosaid SRL11N20, chroaosoa 
e region I1p13. Contains EST and STS.//t.9e-09:230:S9//Z83308 
F-HENBA 1 00 31 17//Mouse T1S11 priaary response gene, coaplete cds.// 
0. 00054: 480: C0//M58 564 

F-HEMBA 100312 9//HS_3 1 3 9_B2_F05_T7 CIT Approved Huaan Genoaic Spera 
library D Hoao sapiens genoaic clone Plate=3139 -Col-10 Row=L, gen 
oaic survey sequence. //2. 3e- 100: 510: 97//AQ1 87635 
F-HENBA) 0031 33//Nouse BAC C * t bCJ 7 2l9a7, genoaic sequence, coaplet 
e sequence. //1 . 3e-78 : 370: 90//AC005259 
F-HENBA 100 3 136 

FH-EMBA1 003 1 42//Hoao sapiens full length insert cONA clone 2C39B0 
6. //S. 9e-1 21 : 563 : 1 00//AF0861 97 

F-HENBA 100 3 148/ /Hoao sapiens aRNA for dachshund protein. //6. 7e-18 
3:850: 99//AJ005670 

F-HENBA 1 0031 66//Hoao sapiens Chroaosoae 16 BAC clone CIT987-SKA-34 
5C4 coaplete genoaic seouence. coaplete sequence. //3. 8e-27: 229: 7 
6//AC002302 

F-HENBA 1 003 1 75//Hoao sapiens genoaic DNA for centroaeric end of MH 
C class I region on chroaosoae 6. ■OWING 0RAFT SEQUENCE. //9. 4e-0 
9:837: 58//AB000882 

F-HEMBA 1 003 179//Hoao sapiens DNA sequence froa Fosaid 27C3 on chro 
aos one 22q11.2-qter. Contains two possibly alternatively spliced u 
nknown genes, one aith hoaoiogy to a wore protein. Contains ESTs. 
coaplete sequence. //5. 4e-l IS: 174: 98//AL022325 

F-f€NBAI003197//Arabidopsis thalisna chroaosoae II BAC FISK20 geno 
aic sequence, coaplete sequence. //I . I e-OS: 473: 59//AC005824 
F-HENBA 1 0031 99//Rat! us norvegicus Sprague-Oaal ey thyroid horaone r 
eceptor alpha gene, exon 1.//1. 6e-05: 367:61//U09302 
F-HENBA) 00 3 202//Hoao sapiens BAC clone RG437L15 froa 8q2l. coaplet 
e sequence. //9. 0e-23 : 247 : 73//AC004003 

F-HEM8AI 003204//Huaan DNA sequence *»* SEQUENCING IN PROGRESS 
froa clone 409J21. IDRKINC DRAFT SEQUENCE. //4. 7e-26: 141 :83//Z83824 
F-HEMBA 1 00321 2//Huaan Chroaosoae 11 Overlapping Cosaids cSRL72g7 a 
nd cSRU40b8. coaplete sequence. //1 . 9e-3l : 158: 86//AC002037 
F-HEMBA1 003220//Hoao sapiens chroaosoae 17. done hRPC. 971_F_3, VO 
RK INC DRAFT SEQUENCE. 1 ordered pieces.//3.4e-24:2B4:75//AC0O4l50 
F-HEMBA1003222//RPCI1I-47P17.TJ RPCIII Hoao sapiens genoaic clone 
R-47P17, genoaic survey sequence. //8. 7e-39: 202: 99//AQ202885 
F-HEMBA I 003229//A rib idops i s thalisna genoaic DNA. chroaosoae 3. PI 
done: HEB5. coaplete sequence. //0. 86: 227: 62//AB01 9230 
F-HEMBA 1003 23 5//P ! asaodiua falciparua chroaosoae 2, section 10 of 
73 of the coaplete sequence. //8. 6e-05: 372 : 6 1//AE001 373 
F-HEMBA1 003250//HS-I 063-A1 -H02-NR. ab i CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plata=CT 796 Col=3 Row=0. genoaic 
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survey sequence. //0. 00032: 57: 96//B46 142 
F-HENBA10032S7//H. sapi ens aRNA for 1 POU doaain containing pro 
t e i n. //2 . 2e-Q8 : S3 1 : S9//X64624 

F -HEMBA 1003 2 73//H. sapiens flow-sorted chroaosoae 6 Hindi 1 1 fragaen 
t. SC6pA1 9H4.//0. 070:267 : 64//Z78949 

F-f€M8Al003276//CIT-H$P-2301B4.TF CIT-HSP Hoao sapiens genoatc do 
ne 230104. genoaic survey sequence. //5. 2e-08:295:63//AQ0t 5073 
F-HEMBA 1003 278//HS_307S_Al_G09_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3075 Col-17 Row=M. gen 
oaic survey sequence. //0. 98: 399: S8//AQ1 20599 

F-HEHBA1 00328 1 //High throughput sequencing of huaan chroaosoae 12. 
N0RKINC DRAFT SEQUENCE, 1 ordered pieces.//4. 8e-10l :277:97//AC005 
840 

F-HEMBA1003286//Hoao sapiens chroaosoae 3q13 beta-1, 4-galactosy I tr 
ansferase aRNA, coaplete cds.//9: 0e-14S:539:97//AF038662 
F-HENBA 1003 291 //Hoao sapiens aRNA for KIAA0537 protein, coaplete c 
ds. //5. Oe- 1 66 : 799 : 98//AB0 11109 

F-HEMBA1003296//CITBI-E1-2S07M8. TR CIT8I-E1 Hoao sapiens genoaic c 
lone 2507N8, genoaic survey sequence. //I . 9e-0S: 388: 63//AQ2625SI 
F-HEMBA 1 003 304//Budwora ai tochondr ial partial transfer RNA-Net (tR 
NA-Net) gene; and partial 12S ribosoaal RNA (I2S rRMA) gene.//8. 0 
e-OS : 388: 6 2//L 17343 

F-HEMBA10033Q9//Crassos tree gigas clone CN20 aicrosatel t i te seouen 
ce. //0. 0017: 210: 64//AF0SI 177 

F->€MBA1003314//Hoao sapiens aRNA for leucine zipper bearing kinas 
e. coaplete cds.//4.6e-188:865:99//AB001872 

F-HEMBA 1003 322//Huaan DNA sequence tea SEQUENCING IN PROGRESS **» 
froa done 1 691 S. NORXING DRAFT SEQUENCE. //2.4e-54:3l6:87//293015 
F-HEMBA 1003327//C I T-HSP-2024C24.TR8 CIT-HSP Hoao sapiens genoaic c 
tone 2024C24, genoaic survey sequence. //8.4e-l 2:1 66: 76//B671 47 
F-HEMBA 1003328//HS_2230_B2_H08_MR CIT Approved Huaan Genoaic Spera 
Library O Hoao sapiens genoaic done Plate=2230 Co 1 = 16 Row=P. gen 
oaic survey sequence. //0. 026: 128 : 71//AQI 5331 3 

F-HEMBA 1003 3 30//Hoao sapiens abscrl (IBSCR1) and replication facto 
r C subunit 2 (RFC2) genes, coaplete cds.//4. 0e-I60:74S:99//AF0455 
55 

F-HEMBA 1003 348//HS_3194_A1_G0S_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Ptate=3194 Col=9 Row=M. geno 
aic survey sequence.//S. 0e-79:381 :99//AQ1 73779 
F-HEMBA1003369//H.vulgare GAA-satel I i te DNA.//0. 12:89. 71//Z50100 
F-HEMBA I 003 370//Hoao sapiens cosaid 123E1S, coaplete seauence.//3. 
5e-32: 1 99: 80//AF024S33 

F-HEMBA1 003 373//Huaan DNA sequence *** SEQUENCING IN PROGRESS a** 
froa done 537K23. N0RKINC DRAFT SEQUENCE. //0. 019: 117 : 71//AL034405 
F-HEMBA 1 003 376//Huaan clone HS4.66 Alu-Ta5 sequence. //4. 2e-30: 1 96 
85//U67229 

F-HEMBA 1003 380//Hoao sapiens DNA sequence froa clone 394P21 on chr 
oaosaae 1p36. 12-36. 13. Contains the PAX 7 gene, locus D1S2644. ESTs 
and STSs. coaplete sequence. //4. 6e-22: 206:81//AL02IS28 
F -HEMBA 1 003 384/ /Hoao sapiens clone GS096J14. WORKING 0RAFT SEQUENC 
E. 3 unordered pieces. //0. 00094: 72: 90//AC006026 
F-HEMBA I 003395//P I asaodiua falciparua DNA »«* SEQUENCING IN PR0CRE 
SS **» froa HAL1P1. WORKING DRAFT SEQUENCE. //0. 00041 : 826: 57//AL031 
744 

F-HEMBA 1003402//C I T-HSP-2339K16.TR CIT-HSP Hoao sapiens genoaic cl 
one 2339K16, genoaic survey sequence. //2. 4e-05: 265: 64//AQ056234 
F -HEMBA 1 00 340 3//Hoao sapiens chroaosoae 4 clone B353C18 aap 4q25. 
coaplete sequence. //4. 3e-l3S:780:90//AC004066 
F-HEMBA 1003408 

F-f€MBAl003417//Huaan DNA sequence froa clone 496NI7 on chroaosoae 
6p11. 2-12. 3 Contains EST, GSS, coaplete sequence.//!. 9e-4l : 239: 95 
//AL031321 

F-t€MBA100341 8//Rattus norvegicus Wister polyaeric iaaunoglobul in 
receptor (PIGR) gene. 3’UTR and trinucleotide repeat aicrosatel I i t 
es. //2. 2e-06 : 247 : 64//U08273 

F-HEMBA 1003433//Hoao sapiens nibrin (MBS) aRNA, coaplete cds.//!. 4 
e-!49:697 : 99//AF051 334 

F-HEM8AI 003447//Hoeo sapiens chroaosoae 4 clone B353C16 aap 4qZ5, 
coaplete sequence.//!. 7e-77: 461: 90//AC004066 

F-HEM8A1003461//Rhodobacter sphaeroides FI iH ( f I i H) gene, partial 
cds, Flil (flil) andFliJ (fliJ) genes, coaplete cds.//8. 6e-08: 75 
2: 58//U31090 

F-fCMBA1003463//Hoao sapiens chroaosoae 17, clone HCIT305D20. coap 
I ete sequence. //0. 089: 1 72 : 68//AC004098 

F-HEMBA1 003480//Hoao sapiens clone NH0S23H20, coaplete sequence.// 
4. 5e- 1 SO : 562 : 97//AC00504 1 

F-HEM8AI003528//Streptoayces fradiae gene for trypsinogen precurso 
r, coaplete cds.//4. 7e-09: 433: 60//D1 6687 

F-HEMBA 1 00353 1 //Hoao sapiens PAC clone OJ 1 1 851 07 froa 7qM.23-q2l. 
coaplete sequence. //2. 3e-48: 297: 90//AC004990 
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F-HEMBA 1003538//Huean coaoleaent Cl r aRNA, complete cds.//4. 3e-22: 
474:63//MI40S8 

F-HEMBA 1 003545//Ra t tui norvegicus (clone l.6kB) islet-2 aRNA. comp 
I ete cds. //3. Se-143 : 805: 91//L3S57I 
F-HEMBA 100 3 548 

F-HEMBA 100 3 SS5//Huean DMA sequence m SEQUENCING IN PROGRESS »t» 
froa clone 447E8, WORKING ORAFT SEQUENCE. //3. 4e-S8: 331 :83//AL0Jl 72 

4 

F-HEMBA 1 003 556//Ho*o sapiens Xp22- 1 75-176 BAC GSHB-484017 (Genoae 
Systeas Huatn SAC Library) coaplete sequence. //6. Oe- 99: 703: 84//AC0 
0S913 

F-HEMBA1003560//Bovine CTP-binding regulatory protein gaaaa-6 subu 
nit aRNA. coaplete cds.//l. 3e-99:587:89//J0S071 
F-HEMBA 1 003 56B//HS_3 1 49_A I _C04_NR CIT Approved Human Genosic Sperm 
Library 0 Homo sapiens genoaic clone Plate=3!49 Co I =7 Row=E. geno 
aic survey seauence. //4. 1e-05: 389: 57//AQI 66810 
F-HEMBA 100 3 569//Hoao sapiens BAC clone NH033SJ18 from 2. coaplete 
sequence.//!. 6e-t 02: 669 : 85//AC005539 

F-HEMBA1003S7t//Dictyostel iua discoideun RegA (regA) gene, coaplet 
e cds.//D. 00033 :649 . 58//U601 70 

F-HEMBA 1 003 57 9//P I aseod » ua falciparum DNA »** SEQUENCING IN PROGRE 
SS see froa MALI PI, MORKING DRAFT SEQUENCE. //0. 00034:623: S6//AL031 

744 

F-HEMBA1 003 SSI //Mouse aRNA for tal in.//3. 3e-41 : 181 :86//X56123 

F-HEMBA1 003591 //Hoao sapiens chroaosoae 16. BAC clone RPCi-H_192K 

18 . coaplete sequence. //4. 4e- 70: 273: 94//AC00607S 

F-HEMBA 1 00359S//P 1 aseod i ua falciparua chroaosoae 2, section 32 of 

73 of the coaplete sequence. //6.0e-1 7:768: S8//AE00 1395 

F-HEMBA 1003597//P I aseod iua falciparua chromosome 2. section 35 of 

73 of the coaplete sequence. //4.0e-09: 777 :S6//AE001 396 

F-HEMBA I 003598//Hoao sapiens PAC clone 0J0S37P09 froa 7p11.2-pl2, 

coaplete sequence. //I. 3e-146: 692:98//AC0051 S3 

F-HEMBA1 00361 5//HS_20 1 0_A2_A07_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoeo sapiens genomic clone P1ate=2010 Co(=14 Row=A, gen 
oaic survey sequence.//!. Ie-22:137:97//AQ226592 
F-HOBA1003617//Hoao sapiens HRIHFB21S7 aRNA. partial cds.//2.4e-1 
69:501 :97//A80 15344 

F-HEMBA1003621//Mus eusculus PIAS3 aRNA. coepiete cds.//4. 7e-37: 16 
5: 92//AF034080 

F-HEMBA) 003S22//P I esmodi ue falciparua 307 chroaosoae 12 PFTAC336 g 
enoaic sequence, WORKING DRAFT SEQUENCE, 5 unordered pieces. //0. 00 
24:514: 58//AC0051 39 

F-HEMBA1O03630//CIT-HSP-2168N15. TR CIT-HSP Hoao sapiens genoaic cl 
one 21 68Nt 5. genoaic survey sequence. //6. Se-1 5: 358: 63//B92984 
F-HEMBA 1 Q03637//Hoao sapiens clone RG228DI7. WORKING DRAFT SEQUENC 
E. 2 unordered pi eces. //5. 0e-2l : 238: 76//AC005077 
F-HEMBA 1 00364Q//Huaan DNA sequence *** SEQUENCING IN PROGRESS tee 
froa clone 112K5, WORKING DRAFT SEQUENCE. //2. 3e-l 5:371 :63//Z8S987 
F-HEMBA1003645//A.' thal iana 81 kb genoaic sequence.//!. 0: 529: 57//X98 
130 

F-HEMBA 1003646 
F-HEMBA 1 0036 56 

F-HEMBA 100 36 62//Hoao sapiens chroaosoae 17. clone hRPK. 332_H_18, c 
oap I e t e sequence. //1 . 6e- 1 75 : 624 : 98//ACO05746 

F-HEMBA! 00 36 67//Ho«o sapiens chroaosoae I2p13. 3, MORKING DRAFT SEQ 
UERCE. 21 unordered pi eces. //! . la-24: 1 90: 87//AC0O4765 
F-HEMBA1 0036 79/ /Homo sapiens BAC done RG114B19 froa 7q31.1. coapl 
ete sequence. //I. 7e-162:579:99//AC0O5O65 

F-HEMBAt 00 3680//H. sapiens DNA sequence.//7.3e-22:172:87//Z22322 
F-HEMBA1 0036 84//H. sapiens aRNA for Miz-1 protein. //0. 0054: 146: 70// 
T09723 

F-HEMBAT 00369Q//Ho*o sapiens antigen NY-CO-9 (NT-CO-9) aRNA. parti 
al cds. //2. 9e-72:606: 77//AF039S91 
F-HEMBA 1003692 

F-HEMBA 100 37 11 //Hoao sapiens chroaosoae 17, clone HRPC41C23. coapl 
ete sequence. //0. S5:4SQ:60//AC003101 
F-HEMBA! 0037 14 

F-HEMBAI003715//Huaan DNA sequence froa clone 931E1S on chroaosoae 
Xq25. Contains STSs. GSSs and genoaic marker DXS8098. coaplete se 
quence.//3. 0e-16: 316 : 68//AL023575 

F-HEMBA1003720//Hoao sapiens chroaosoae 4 clone B227H22 aap 4q2S, 
coaplete sequence.//!. 3a-41 :483:73//AC004056 

F-HEM8A1003725//CI T-HSP-2351H9. TF CIT-HSP Hoao sapiens genoaic clo 
ne 235IH9. genoaic survey sequence.//!. 1 e-11 2:532: 99//AQ079348 
F-HEMBA 1 0037 29//HS_3043_A 1_EQ7_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3043 Col-13 Rov°l, gen 
oaic survey sequence. //1. 6e-l 2: 87: 98//AQ1 29345 
F-HEMBA I 003733/ZHoao sapiens, clone hRPK.15_A_1, coaplete sequent 
e.//4.7e-l04:76l :82//AC006213 

F-HEMBA 100 3 742//HS_3 02 7_A2_B02_MF CIT Approved Huaan Genoaic Spera 



Library 0 Hoao sapiens genoaic clone Plite=3027 Co I -4 Row=C. geno 
aic survey sequence. //3. 4e-08: 67: 97//AQ1 54731 
F-HEMBA1QQ3758//CIT-H5P-2379018. TR CIT-HSP Hoao sapiens genoaic cl 
one 2379D18, genoaic survey sequence. //2. 9e- 10: 310: 63//AQ1 13513 
F-HEJBA1003760//Mus eusculus hypoxia induciblo factor three alpha 
aRNA. coaplete cds.//6. 4e-114:714:86//AF060194 

F-HEMBA 100 377 3//P I as aod iua falciparua 3D7 chroaosoae 12 PFYAC336 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 5 unordtred pieces. //0. 07 
8: 378: S8//AC00S1 39 

F-HEMBA 1 003783//Huein DMA sequence froa PAC 509L4 on chromosome 6q 
22. 1-6q22. 33. Contains SSX3 like pseudogene. EST. STS.//9. 0e-135: 8 
04: 89//Z 99496 

F-HEMBA I 003784//Caeno rhabd i tis elegans cosaid C55B6. //0. 054: 463 : 58 
//U88181 

F-HEMBA 1 00 379 9//HOBO sapiens Chroaosoae 22ql1.2 Cosaid Clone 105a 
In DGCR Region, coaplete sequence.//! . 9e-44: 425: 76//AC000070 
F-HEM8AI 003603//0ryc to I agus cuniculus troponin T cardiac isofora a 
RNA. 3 end of cds. //0. 95: 1 98: 62//L40178 

F-HEMBA 1003804//Hoao sapiens chroaosoae 17, clone hClT. 1 7S_E_5. co 
aplete sequence. //I. 2e-l 38: 275: 99//AC004596 

F-HEMBA l00380S//Mus eusculus quaking type I (OKI) aRNA. coaplete c 
ds . //6. 6e- 1 48 : 753 : 95//U44940 

F-HEMBA1 003807//H5-1068-BI -GOB -MR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 278 Col-11 Row=N. genoa 
c survey sequence. //6. 7e-07: 241 :67//B4721 2 

F-HEMBA I003827//Hoao sapiens aRNA for KIAA06I6 protein, partial cd 
s. //I . Qe-83 : 586 : 87//AB01 451 6 

F-HEMBA 1003836//S. cerevisiae chroaosoae IX cosaid 9I50.//S. le-16 1 
68:63//Z38l25 

F-HEMBA1 003838//CI T-HSP-384J1 5. TR CIT-HSP Hoao sapiens genoaic clo 
ne 384J15. genoaic survey sequence.//!. 4e-45: 180: 90//B548 10 
F-HE10AI003856//Hoao sapiens chroaosoae 10 clone CIT987SK-1 188812 
aap I0p!2. 1, coaplete sequence. //0. 00 14: 574 : 58//AC005875 
F-HEMBA 1 003864//. complete sequent e. //2. 1 «-91 : 234: 9S//AC00S300 
F-HEMBA I 003B66//Mus mu s cuius seaaphorin Via aRNA, coaplete cds.// 

5. 9e-B 1 : 853 : 71//AF030430 

F-HEMBA 1 003879//H. sapiens C8P80 aRMA.//2. 0e-O8:87:95//X80030 
F-HEMBA 1 003880//Hoao sapiens genoaic DNA. chroaosoae 21q11.l, segta 
ent 7/28. WORKING ORAFT SEQUENCE. //I. 7e-1 80: 853: 98//AP000036 
F-HEMBA 1 00388 5//Homo sapiens PAC done 0J0167F23 froa 7p15. coaple 
te sequence. //4. 5e-39: 376: 67//AC0D4079 

F-HEMBA 1003893//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one Ilb6. forward read cpg!1b6. f t1e.//3.6e-32:173:99//Z590l2 
F-HEMBA 1003902//RPC 1 1 1 -26M20. TP8 RPCI-tl Hoao sapiens genoaic don 
e 8PCI -l 1-26M20, genoaic survey sequence.//!. 2e-1 2:422 :6I//AQ0034$ 
5 

F-HEM8A1 003908//P I asaod iua falciparua chroaosoae 2. section 38 of 
73 of the coaplete sequence. //0. 0063: 468: 58//AEO0 1401 
F-HEMBA 1003926//Huaan DNA sequence Me SEQUENCING IN PROGRESS ete 
froa clone 310013. WORKING DRAFT SEQUENCE. //3.6e-27: 278 : 76//AL03 1 6 

58 

F-HEMBA 1003937//Hoao sapiens chroaosoae 3 subteloaeric region. //I. 
4e-55: 315:81 //AF 109718 

F-HEMBA 1 003939//HS- I 047-A1-G04-MF. abi CIT Huaan Genomic Spera Li 
ary C Homo sapiens genoaic clone P1ate=CT 830 Col=7 Row=N, genoaic 
survey sequence. //S. 1e-09:413:63//B38l95 
F-HEMBA 1 003942//P I asaod iua falciparua 3D7 chroaosoae 12 PFTAC88-42 
0 genoaic sequence. WORKING ORAFT SEQUENCE, 14 unordered pieces.// 
0. 42:205 : 65//AC005 I 40 

F-HEMBA 1003950//N. capri co turn 0NA for CONTIG MC072.//0. 029:458: SO// 
Z33058 

F-HEMBA 1 00395 3//H$_2 268 JU_B04_NF CIT Approved Huaan Cenoaic Spera 
Library O Homo sapiens genoaic done Ptate=2268 Col=7 Row=C. geno 
aic survey sequence. //9.0e-07: 239: 64//AQO85098 
F-HEMBAt 003 9 58//Hoao sapiens PAC done DJ0808C16 froa 7qtl.23-q21. 

cowl ete sequence. //2. 8e-57:424:74//AC0O4894 
F-HEMBAI003959//RPC1 1 1-78E8. TV RPCItt Hoao sioiens genoaic clone 
R-78EB. genoaic survey sequence. //4. 3e-86: 441 : 96// AQ285498 
F-HEMBAI003976//HS_3I46_A1_H09_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate s 3146 Co 1 = 17 Row=0, gen 
oaic survey sequence. //6. 3e-10: 1 29: 80//AQI41 146 
F-HEMBA 1003978 

F-HEM8A1003985//Caeno rhabd i tis elegans DNA see SEQUENCING IN PROGR 
ESS «*• froa clone Y10SCS. WORKING ORAFT SEQUENCE. //I . 0 : 258 : 60//Z9 
8855 

F-HEMBA I 003 987 

F-HEMBA l 003989//Streptoayces coelicolor cosaid 1A9. //D. 40:238:61// 
AL034446 

F-HEM8A1004000//Rattus norvegicus satellite sequence d0Mco2.//2.0 
e-07 : 1 1 6: 70//U19354 
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F-HEMBAI 00401 1//PI asaodi ua falciparua 307 chroaosoae 12 PFYAC588 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 2 unordered pieces. //0. 09 
8 : 286:60//AC004710 

F-HEMBA 100401 2//Hoao stpiens chroaosoae 17, clone hRPK.61_A_1, coa 
plete sequence. //2.8e-185:896: 97//AC005670 

F-HEMBAI 00401 $//Hoao sapiens chromosome 17, clone hRPK. 72IJM. co 
ap I e t e s equence. //6 . 3e-68 417; BO//ACOOS4 1 1 

F-HENBA1004024//Hoao sapiens Xp22-83 SAC GSHB-324M7 (Genoae System 
s Human BAC Library) coaplete sequence. //2. Oe-47: 418: 77//AC0058S9 
F-HEMBA 1004038/ /Kobo sapiens genoaic DMA. chroaosoae 21q11.1. sega 
ent 23/28, VORXING DRAFT SEQUENCE. //1. 6e-51 : 584: 74//AP00Q052 
F-hEMBA1004042//Plisaodiua falciparua chroaosoae 2. section 3S of 
73 of the coaplete sequence.//!. 2e-05:636:SS//AE001398 
F-HEMBAI 004045/ /Hoao sapiens (subclone 1_g7 froa BAC H76) DNA sequ 
ence, coaplete sequence. //I . 9e-3l : 373: 76//AC002252 
F-HEMBAI 00404 B//Hoao sapiens ONA for P35-related protein, eion 2./ 
/0. 039 : 234: 63//DG3393 

F-HEMBAI 004049//Hoao sapiens Xp22 GS-52411 (Genoae Systeas Hunan B 
AC library), coaplete sequence.//4.8e-13S:780:89//AC0Q310fi 
F-HEIBA1 0040SS//Kuaan chroaosoae 3p21.1 gene sequence. //4. 7e-09: 45 
7:S8//L13435 

F-HEMBA 1OQ4056//Huaan ONA sequence *** SEQUENCING IN PROGRESS *»* 
froa clone 447C4, VORXING ORAFT SEQUENCE. //3. 3e-2S: 246: 77//AL02 197 
7 

F-HEMBAI 004074//C I T-HSP-20S3J 5. TF CIT-HSP Hoao sapiens genoaic clo 
ne 20533$, genoaic survey sequence. //7. 8e-24: 233: 76//B685SS 
F-HEIBA1004086//Saccharoayces douglasii ai tochondr ial tRNA-Ser and 
tRMA-Phe genes, partial sequence, and Varlp (varl) gene, aitochon 
dr ial gene encoding aitochondrial protein, coaplete cds.//4. 5e-08: 
614: S9//U49822 

F-1CM8A1 004097//Mus ausculus putative transcription factor aRNA. c 
oaplete cds. //S. 9e-l 21 : 502: 85//AF091234 

F-HEM8A1004111//e«e SEQUENCING IN PROGRESS see Hoao sapiens chroao 
soae 4. BAC clone C0481P14: HTCS phase 1. VORXING ORAFT SEQUENCE. 

7 unordered pieces. //2. Oe-36: 317:80//AC006160 

F-HEMBA 10041 31 //Hus ausculus clone 0ST2067. genoaic survey sequenc 
e. //8. 7e-24: 320: 71//AF046393 

F-t€MBA1004132//HS_3226_B1_010_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3226 Col=19 Ro*=H. gen 
oaic survey sequence. //9.7e-1 3:232: 71//AQ182017 
F-HEMBA 1004 133 

F-HEMBAI004138//HS_3036_B1_Cl 1_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3036 Col-21 Ro«=N. gen 
oaic survey sequence. //0. 0035: 1 65: 64//AQ294763 
F-HEMBA I 004 I 43 
F-ICMBAI 004146 

F-HEMBA) 0041 $0//Huaan ONA sequence froa PAC 52D1 on chroaosoae Xq2 

1. Contains CA repeats. STS.//0.000! !:618:60//Z96811 

F-HEMBA 1 004 164//Hoao sapiens Xp22-!7S-176 BAC GSHB-4840I7 (Genoae 

Systeas Huaan BAC Library) coaplete sequence. //2. 9e-30: 454: 68//AC0 

05913 

F-HEMBA 1 004 168//Hoao sapiens geainin aRNA. coaplete cds.//4. 5e-13 

3 : 649: 97// AF 067855 

F-HEM8A1004199 

F-HEMBA 1QD4200//HS_201S_A 1 _B05_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2015 Col-9 Ro*=C. geno 
aic survey sequence. //8. Se-34: 236: 87//AQ247957 
F-HEM8A 1 004202//Mu t ausculus chroaosoae II. clone aCIT. 268_P_23, c 
oaplete sequence. //7. 8e-S9: 216: 83//AC004807 

F-HEMBA1 004203//Hoao sapiens clone NH0313P13, VORXING DRAFT SEQUEN 

CE, IS unordered pieces. //6. 3 e-98: 1 73 : 98//AC005488 

F-HEIBA1 004207//Hoao sapiens leptin receptor short fora (db) aRNA. 

coaplete cds. //3. 2e-166 791 : 9S//U50748 
F-HEMBA1 0O4225//PI asaod iua falciparua chroaosoae 2. section 61 of 
73 of the coaplete sequence. //6. 5e-08: 584: 60// AE001 424 
F-HEK8A1 0O4227//Rattus norvegicus protein phosphatase 2C aRNA. coa 
plete cds. //8. Oe-1 15:713: 86//AF09S927 
F-HEMBA 1 004238 

F-HEMBA1004241//CIC5B11. 1 check: 4870 froa: 1 to: 167234. coapl 
e te sequence. //0. 57 : 552 : 58//AC004708 

F-HEMBA1 004246//Huaan DNA sequence froa clone 422F24 on chroaosoae 
6q24. 1-25. 2. Contains a novel gene siailar to C. elegans C02C2. 5. 
Contains ESTs, STSs and CSSs, coaplete sequence. //6. 1e-21 :2S4:77/ 
/AL031010 

F-H£MBA1004248//Rattus rattus insul in-induced growth-respons prote 
in (CL -6) aRNA. coaplete cds. //1 . 7e-30 : 3 1 5 : 74//L 1 36 1 9 
F-HEM8A1004264//Hoao sapiens cosaid clone LUCA20 froa 3p21.3, coap 
I ete sequence. //4. 4e-07:674: 60//AC004693 

F-HEMBA1 D04267//Hoao sapiens chroaosoae 17, clone hRPC. 1 1 7_B_1 2, c 
oaplete sequence. //3. 1e-78: 335: B7//AC004707 



F-HEMBA1 00427 2//H0B0 sapiens I2pl3.3 FAC RPCIS-1 180012 (Rosaell Pt 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //I . 4e-J 7 
6 : 856 : 97//AC005831 

F-HEMBA I 004274//HS_3064_B2_A04_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate°3064 Col=8 Ro*=8. geno 
aic survey sequence. //3. le-28: 1 S3: 100//AQI36993 
F-HEMBA 1 004275//Huaan ONA sequence *t* SEQUENCING IN PROGRESS *»• 
froa clone 501A4. VORXING DRAFT SEQUENCE. //5. 2e-l 7:1 09: 99//29805I 
F-HEMBAI004276//CIT-HSP-2387K6.TF. I CIT-HSP Hoao sapiens genoaic c 
lone 2387X6, genoaic survey sequence. //S.0e-07: 63: 98// AQ240477 
F-HEMBA) 004286//Hoao sapiens TGF beta receptor associated proteio- 
I aRNA. coaplete cds. //2. 1 e-l8S:868:99//AF022795 
F-HEMBA l 0042B9//Arabidops is that i ana genoaic DNA. chroaosoae 5. PI 
clone: MQN23. coaplete sequence. //I . 0: 387: 59//AB01339S 
F-HEMBA 1 004 29 5//Hoao sapiens DNA. anonyaous heat-stable fragaent R 
PI 1 -3A. //7. 8e-06 : 92 : 89//AB01 2254 

F-HEM8A1 004306/ /Hoao sapiens clone DJ08I1NI6. coaplete sequence.// 

0. 00037: 41 3 :59//AC004897 

F-t€MBA1004312//RickettSia prowazekii strain Madrid E. coaplete ge 
noae: segment 2/4.//0. 28:522:S7//AJ235271 

F-HEMBA1 004321 //Hoao sapiens chroaosoae 19. BAC CIT-B-191n6, coapl 
ete sequence. //7. 1 e-1 36: 548: 92//AC006130 

F-HEMBA1 004323/ /Huaan ONA sequence froa PAC 4S0C20 on chroaosoae 

1. //1. 3e-32 : 320 : 65//Z84720 

F-HEMBAI 004327//Hoao sapiens aRNA for KIAA0522 protein, partial cd 
S.//0. 93 : 222: 62// ABO 1 1094 

F-fCMBAI 004330/ /Hoao sapiens clone DJII96H06. VORXING DRAFT SEQUEN 

CE. 4 unordered pieces.//7. 0e-168:89S:93//AC0Q499S 

F-HEMBA) 0043 34//Hoao sapiens Xp22 BAC 620F15 (Genoae Systeas BAC I 

ibrary) coaplete sequence. //4. 6e-73: 713: 75//AC002980 

F-HEMBA I 004335//Huaan ONA sequence *** SEQUENCING IN PROGRESS *** 

froa clone 4I7M14, WORKING DRAFT SEQUENCE.//! . 3e- 25: 121 : 85//AL02 44 

98 

F-HEMBAI 004341 

F-HEN8A1004353//***ALU WARNING: Huaan Alu-Sc subfaai ly consensus s 
equence. //6. 4e-38:278:85//U1457l 

F-KEN8A1 004354/ /Huaan clone C3 CHLI protein (CHLR1) aRNA, alternat 
ively spliced, coaplete cds.//4. le-45: 190: 92//U75968 
F-HEM8A1 004356 

F-f€MBA1004366//P. falciparua coaplete gene aap of plastid-like DNA 
( I R-A) . //2. 2e-07: 736 : 57//X9527S 

F-HEMBA100437Z//H. sapiens dystrophin gene introo 44. //1 . 0: 129: 62// 
177644 

F-)€M8A1004389//Mouse interleukin 2 receptor (pS5 IL-2R) aRNA. 5 
end. // 4. 7*-42 : 237 : 94//I2 1 977 

F-HEIOA1004394//PI asaod iua falciparua chroaosoae 2. section 39 of 
73 of the coaplete sequence. //5. 2e-05: SI 9: 59//AEOOI402 
F-HEMBA 1004396/ /Huaa n BAC clone RG302F04 froa 7q31. coaplete seque 
nee. //4. Oe-32 : 261 : 76//AC002463 

F-HEMBAI 004405//PI asaod iua falciparua 307 chroaosoae 12 PFYAC88-62 
8 genoaic sequence. VORXING DRAFT SEQUENCE. 9 unordered pieces.// 

I . 4e-Q7 : 693 : 58//AC005507 

F-HEMBA I 004408//HOBO sapiens clone NH0469M07. WORKING DRAFT SEQUEN 
CE. 7 unordered pieces.//!. 2e-69: 195: 1 00//AC005037 
F-HEMBAI 004429//HS_3 1 93_A1_B06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens ganoaic clone Plate=3l93 Co 1 = 1 1 Row=C. gen 
oaic survey sequence. //5. le-67: 386: 91//AQ1 72942 
F-HEMBAI 004433//Huaan Chroaosoae 1 1 pi 1 . 2 PAC clone pDJ404alS. coap 
I ete sequence. //3.2e-27: 242 :82//AC002554 

F-HEMBA 1 004460//Hoao sapiens clone DJ0647C14. WORKING DRAFT SEQUEN 
CE, 21 unordered pi eces.//1. 7e-75: 590: 81//AC004846 
F-HEMBAI 004461 //Huaan DNA sequence froa clone 6S7J8 on chroaosoae 
Xq26. 1-26. 3 Contains CSS. coaplete sequence. //0. 045: 21 5: 66//AL0344 
07 

F-HEMBA 1 004479//Mus ausculus hypoxia inducible factor three aloha 
aRNA. coaplete cds. //5. 2e-43: 364: 79//AF0601 94 

F-HEMBA I 004482//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC18I g 
enoaic sequence, VORKINC DRAFT SEQUENCE. 8 unordered pieces. //6. 8 
e-1 7 : 791 : 59//AC00550S 

F-HEIKA 1 004499//Hoao sapiens chroaosoae 17. clone hRPC. 1073. F_1 5. 
complete sequence. //4.4e-1 25: 251 : 94//AC004686 
F-HEMBA I 004502//P I asaod iua falciparua 307 chroaosoae 12 PFYAC1122 
genoaic sequence. WORKING DRAFT SEQUENCE, 3 unordered pieces. //0.0 
12:635 : 57//AC004709 

F-HEMBAI 004506//Hoao sapiens PAC clone 0J0844F09 froa 7pl2-pl3. co 
apleta sequence. //I. 8e-l27:766:88//AC0044S3 
F-HEN8A 1 004507 

F-HEMBAI 004S09//Arabidopsi s tha liana DNA chroaosoae 4, BAC clone T 

10114 (ESSAII project). //I. Oe-1 3: 244.67//AL021 71 2 

F-HEMBAI 004S34//Huaan aRNA for act in-binding protein (filaain) (AB 
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P-280) . //I . 6e-72: 678: 74//X534I 6 

F-HEMBAI 004S38//$equence 1 froa patent US $612190. //0. 00015:416:59 
7/1 3887 1 

F-HEMBA 1 004S42//Hoao sapiens clone NH0486I22. VORKINC DRAFT SEQUEN 
CE, 5 unordered pieces.//0. 9$: 202 :$4//ACOO 5038 
F-FEMBA10045$4//Arabi dops i s tha liana BAC T28O22.//0. 45:624: 56//AF0 
58826 

F-HEMBA !004$60//Huaan eRNA for KIAA02B1 gene, coaplete cds.//9. le- 
10: I73:70//D87457 

F-HEMBA 1004 57 3//Huaan BAC clone RGII4A06 froa 7 q 31, coaplete segue 
nee. //6. 1 e-23 : 1 34 : 73//AC002542 

F-HEMBA 1004S77//Hoao sapiens Chroaosoae 16 BAC clone CIT987SX-S82J 
2. coaplete sequence. //1. 6e-1 5: 190: 77//AC00452 5 
F-HEMBA1004586//Hoao sspiens clone OJ0810E06. VORKING ORAFT SEQUEN 
CE, 8 unordered pieces. //3. le-31 :388:76//AC004895 
F-HEMBA1004596//RPCI 1 1-81021. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-81021, genoaic survey sequence. //2. 2e-90: 458: 90//AQ2851 36 
F-HEMBA 1004604//Mus ausculus C0P9 coaplex subunit 7a (C0PS7a) aRN 
A. coaplete cds.//8. 6e-105:699:84//AF071316 

F-HEMBA 1 0046 10//Hoao sapiens PAC done DJ1163JI2 froa 7q21.2~q3l. 

1. coaplete sequence. //5.4e-20: 267: 72//AC004983 
F-HEMBA 1 0046 1 7//C 1 T -HSP-23 1 9HI 5. TF CIT-HSP Hoao sapiens genoaic cl 
one 2319H15, genoaic survey sequence. //6. 2e-26: 147: 99//AQ034944 
F-HEMBA 1 004629//P I asaod » ue falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence, VORKINC DRAFT SEQUENCE, 3 unordered pieces. //5. 6 
e-06 : 766 : S6//AC00S504 

F-HEMBA1 00463 1//Huaan DNA sequence froa PAC 368A4 on chroaosoae X. 
Contains ESTs, CELLULAR NUCLEIC ACID BINDING PROTEIN (CXSP) like 
gene and STSs.//4. 7e-73:412:92//Z83843 

F-HEMBAI 00463 2//Can me herpesvirus DNA for gene hoao log of HSV1 UL 
16, EHV1 ORF 46. VZV ORF 44.//0. 92: 181 :61//X90418 
F-HEMBAI 004637//C. gat I us aRNA for LRP/alpha-2-aacrogl obul in recept 
or. //7. 8e-47 : 784: 65//X74904 

F-HEMBAI 0046 38//Rattus norvegicus hoaeodoaain protein Nkx6. 1 (nkx 
6.1) aRNA, coaplete Cds. //6. 4e-06:458:61//AF004431 
F-HEMBAI 004666//Caenorhabdi tis elegans DNA «*• SEQUENCING IN PROCR 
ESS **• froa clone Y47D3, VORKINC DRAFT SEQUENCE. //0. 30:733: 55//Z9 
8865 

F-HEIBA1 00466 9//Huaan DNA sequence froa clone 465N24 on chroaosoae 
1p35. 1-36. 13. Contains tao novel genes. ESTs. GSSs and CpG island 
s. coaplete sequence.//7. 5e-l36: 521 : 98//AL031432 
F-HEMBA) 0046 70//Hoao sapiens Chroaosoae 22q12 Cosaid Clone p90g5, 
coaplete sequence. //0. 43 : 365: S9//AC000045 
F-HEMBAI 004672 

F-HEMBA! 004693//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. VORKINC DRAFT SEQUENCE. 5 unordered pieces.//0. 09 
6:651: 54//AC005308 

F-HEMBAI 0Q4697//C I T-HSP-2326C13.TR CIT-HSP Hoao sapiens genoaic cl 
one 2326C13, genoaic survey sequence. //0. 23: 238: 65//AQ040642 
F-tOBAl 0Q470$//Hoao sapiens Xp22 Cosaid U15IC1 (froa Lawrence Liv 
eraore X library) and PAC RPC 1 1 -9301 T (froa Rosaell Park Cancer Ce 
nter) coaplete sequence. //2. t e-Z7: 375: 7Z//AC0023S7 
F-HEMBAI 004709//Hoao sapiens Xp22-IS0 BAC GSH8-309P1S (Genoae Syst 
eas Huaan BAC Library) coaplete sequence. //1. 6e-36: 191 :91//AC0062I 
0 

F-HEMBAI 004711 //Hoao sapiens chroaosoae 17, clone hRPK. 271_K_1 1, c 
oaplete sequence.//!. 1e-l 33 : 639: 99//ACO05562 

F-HEMBAI 004725//RPC 1 11-7501 3. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-75013, genoaic survey sequence. //6. 2e-32: 169: 100//AQ2665 12 
F-HEMBAI 004730//Huaan BAC clone RG03SE18 froa 7q31. coaplete seque 
nce.//8. Oe-68: 732 : 72//AC004029 

F-HEMBAI004733//CIT-HSP-2305M23. TF CIT-HSP Hoao sapiens genoaic cl 
one 230SM23, genoaic survey sequence. //4. 9e-l 8: 209: 69// AQ01 7556 
F-t£MBA1004734//Arab idops i $ thaliana ubiqui t in-conjugat ing enzyae 
17 (UBC17) aRNA, coaplete cds. //1. 8e-13:451 : 62//AF028340 
F-HEMBAI 004736//Huaan DNA sequence froa PAC 436M11 on chroaosoae X 
p22. 11-22. 2. Contains the serine threonine protein phosphatase gen 
e PPEF1, and the first coding exon of the RSI gene for retinoschis 
is (1-1 inked, juvenile) 1 (XLRSI). Contains ESTs, an STS and GSSs. 
coaplete sequence. //S. 0e-87: 646: 78//Z94056 
F-HEMBA I 004748//Huaan BAC clone RG204I16 froa 7q3l, coaplete seque 
nee. //0. 24 : 526 : 57//AC002461 

F-HEMBAI 0047 5 I //Hoao sapiens clone DJ0876A24, VORKINC DRAFT SEQUEN 
CE, 6 unordered pieces. //1. 4e-25: 268:76//AC00491 3 
F-HEMBAI 004752//R. norvegicus aRNA for leucocyte coaaon antigen-rel 
ated protein (3941 bp).//1. 1e-07:503:61//X83546 
F-IOBA1004753//Hoao sapiens Chroaosoae 12 Cosaid Clone 6e5. coapl 
ete sequence. //4. 5e-38:314:8l//AC000028 

F-IEMBA10047S6//Hoeo sapiens, coaplete sequence. //1. 4e-1 11 :326: 84/ 
/AC005854 



F-HEMBAI 0047S8//Sequence 29 froa patent US SS34410.//3.9e-l3S:769: 

9 1 //1 23472 

F-t€MBAt 00476 3//Hoao sapiens apoptosis inhibitor survivin gene, ca 
aplete cds.//3.6e-47:404:79//U75285 

F-HEMBAI 004 76 8//Ho«o sapiens PAC dona DJ0979P20 froa 7q33-q3S. co 
aplete sequence. //S. 7e-l 07 : 890: 78//AC00494I 

F-HEMBA I 004770//P I asaod iua falciparua 307 chroaosoae 12 PFYAC1I22 
genoaic sequence. VORKING DRAFT SEQUENCE. 3 unordered pieces. //7. 9 
e-09806: 59//AC004709 

F-HEM8A1 00477 1//C. eur is ribosoaal RNA operon DNA encoding 16S. 23S 
and S.8S ribosoaal RNA. //0. 69: 239:61//X65063 
F-HEMBAI 004776 
F-HEMBAI 004778 

F-KOCA1004795//Drosoph i la aelanogaster A-kinase anchor protein DA 
KAP550 aRNA, partial cds.//3.4e-46:778:64//AF003622 
F-HEMBAI 004803//Hoao sapiens chroaosoae Y. done 264, M, 20. coaplet 
e sequence. //4. 3e-82 : 580 : 82//AC00461 7 

F-HEMBA 100480 6 //Hoao sapiens BAC clone RG281G05 froa 7plS-p2l. coa 
pi ete sequence. //S.4e-07: 642: 59// AC005083 

F-HEMBAI 004807//Huaan HIV1 tata eleaent aodulatory factor aRNA seq 
uence froa chroaosoae 3. //I. 4e-46:l7l :92//L01042 
F-HEMBA 100481 6//Hoao sapiens calpastatin (CAST) gene, exons 10-14. 
//3. 5e-3t : 546 : 66//N86257 

F-HEMBAI 004820//C. botui inua progenitor toxin coaplex genes. //0. 001 
4: 343:62//XB7972 

F-HEMBA 1004847//Canine aRNA for 6BkDA subunit of signal recognitio 
n particle (SRP68).//I. Se-85: 51 2: 88//X53744 

F-FEMBA1 00485 0//Hoao sapiens TCF-beta type I receptor (TGFBRI) gen 
e. exon I .//0. 0065: 284 61//AF054S90 

F-HEMBAI 004863//Cenoaic -sequence froa Mouse 11, coaplete sequence. 
//0. 92:250: 59//AC000400 
F-HEMBAI 004864 

F-HEMBA 100486S//Huaan DMA sequence froa done 4S9L4 on chroaosoae 
6p22.3-24. 1 Contains EST, STS, GSS, coaplete sequence. //3. 6e-l2: 21 
4: 72//AL03I 120 

F-HEMBA 1004880//Hoao sapiens Chroaosoae 16 BAC clone Cl T987SK-A-31 
9E8. coaplete sequence. //I . I e-08: 2S5:69//AC004020 
F-!€MBA1004889//Schistocerca aaericana Antennxpedia hoaeotic prote 
in (Antp) aRNA. coaplete cds.//0. 062: I55:69//U32943 
F-HEMBA 1004900//P I asaod iua falciparua unidentified aRNA sequence./ 
/0. 00055: 323: 60//L 12043 

F-HEMBAI 004909//Hoao sapiens chroaosoae 17, clone 289A8. coaplete 
sequence. //9. 6e-1 6: 166: 60//AC003051 

F-HEMBAI 00491 S/Aurr i tel la coaaunis mitochondrial 16S ribosoaal RN 
A gene, partial. //0. 81 ; 146: 6S//M94003 

F-HEMBAI 00492 3//Huaan DNA froa overlapping chroaosoae 19-specific 
cosaids R32543, , and F1S613 containing ZMF gene faaily aeaber, ge 
noaic sequence, coaplete sequence. //1 . 4e-36: 338: 78//AC003006 
F-1CMBAI004929//C I T-HSP-2373M6.TR CIT-HSP Hoao sapiens genoaic cl 
one 2373116. genoaic survey sequenc e.//2.4e-86: 443 :96//AQ 108676 
F-HEMBA 1 004930//Hoeo sapiens PAC done DJ0608H12 froa 7q2l. coaple 
te sequence. //4. 6e-20:2l9: 73//AC004109 

F-HEMBAI 004933//HS-1003-A1 -El 0-MF.ab » C IT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic done Plate=CT 497 Col=19 Row= I . genoai 
c survey sequence. //I . 4e-28: 21 6: 8S//B30726 

F-hCMBAI 004934//Hoeo sapiens chroaosoae 21q22. 3 PAC 267010. coaple 
te sequence. //0. 53:222 : 61//AF042091 

F-HEMBAI 004944//Hoao sapiens done DJ0736H0S. VORKING DRAFT SEQUEN 
CE, 5 unordered pieces. //1 . 2e-58: S09: 78//AC00S482 
F-HEMBA I 004954//HS_2033_A2_A08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate s 2033 Co 1 = 16 Row=A. gen 
oaic survey sequence. //3.7e-47: 243: 99//AQ22975B 
F-HEMBAI 004956//P. falciparua coaplete gene aap of plastid-like DNA. 
( I R-B) . //O. 048 : 42 1 : 58//X95276 

F-HEMBAI 004960//Arab i dopsi s thaliana DNA chroaosoae 4, E5SA I cont 
ig fragaent No. 8.//0.89:333:58//Z97343 
F-HEMBA 10049 72 

F-HEMBAI 004973//RPCI1I -66P8. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-66P8, genoaic survey sequence. //3. 5e-22: 245: 77//AQ238471 
F-HEMBAI 004977//Hoao sapiens full length insert cDNA done YZ83B0 
8. //9. Oe-t 1 : 84 : 98//AF086080 

F-HEMBAI 004978//C I T-HSP-23S4E10.TR CIT-HSP Hoao sapiens genoaic cl 
one 2354EI0, genoaic survey sequence. //0. 0021 : 1 52 :66//AQ0757l 3 
F-HEMBA 1 004980//HS_30 1 8_A2_E04_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3018 Col=8 Row=l. geno 
aic survey sequence. // 1 . 9e-77: 392 : 97//AQ071873 

F-HEICA1 004983//AI binar ia corrugata isolate cor.Prnl.1 16S ribosoa 
al RNA gene, ai tochondr i a I gene for ai tochondr i al RNA, partial seq 
uence. //0. 0030: 276: 61//AF0316B0 

F-HEMBAI 0049 9 S//Hoao sapiens chroaosoae 16, cosaid bridge done 30 
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6E6 (LAND. coaplete sequence.//!. 2e- 1 18:840: 99//AC005590 
F-t€MBA1005008//Huain aarinerl transposaie gene, coaplete consensu 
s sequence. //6.8e-2Q: 160: 88//US2077 

F-HEMBA 1 Q05Q09//Koao sapiens BAF53a (BAFS3a) aRNA, coaplete cds .// 
2. 0e-144:668:99//AF041474 

F-HEMBA 10050 19/ /Hoao sapiens aRNA for KIAA0646 protein, partial cd 
s. //1 . 4#- 1 46 : 693 : 98//AB0 14548 

F-fdCAl 00502 9//Hoao sapiens DMA sequence froa PAC 97016 on chroao 
soae 6p21 . 3-22. 2. Contains an unknown pseudogene, a 60S Ribosoaal 
protein L24 (L30) LIKE pseudogene and histone genes H2BFC (H2B/c), 
H4FFP (H4/f pseudogene). H2AFC (H2A/c). H3F1K (H3. 1/k) and a tRN 
A-Val pseudogene and tRNA-Thr gene. Contains ESTs. STSs. CSSs and 
genoaic Barker D6S464. coaplete sequence. //2. 2e-1 1S:668:90//AL0091 
79 

F-HEMBAI 00503 S//Hoao sapiens chroaosoae 17. clone hCIT. 175_E_S, co 
apt ete sequence. //A. 6e-1 38:591 : 98//AC004S96 

F-HEMBAI005039//CIT-HSP-2338L5. TR CIT-HSP Hoao sapiens genoaic do 
ne 2338LS. genoaic survey sequence. //3. 7e-61 : 271 :88//AQ05S486 
F-HEMBAI 005047//Mu* ausculus aRNA for Rat>24 protein.//3. 8e-17:2l8: 
73//Z22819 

F-HEMBA1 00SO50//Huaan Tislld gene, coaplete cds.//0. 079:251 :63//UO 
7802 

F-HEMBA 1 005062//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence, 10RKING DRAFT SEQUENCE, 4 unordered pi eces. //0. 01 
8 : 560 : 56//AC00468B 

F-HEMBAI 005 066//Huaan DNA sequence «*« SEQUENCING IN PROGRESS »«• 
froa clone 774G10. fORKING DRAFT SEQUENCE. //3. 4e-97: 432: 84//AL0344 
10 

F-HEMBAI 005075//H. sapiens DNA 3' flanking siaple sequence region c 
lone wg2c3. //6. 9e-07: 1 76 : 68//X76589 

F-HEMBA1005079//CI T-HSP-232SM21 . TRB CIT-HSP Hoao sapiens genoaic c 
lone 2325M21. genoaic survey sequence. //2. I e-48: 274: 93//AQ038720 
F-HEMBAI 0O5O83//HS_2248_81J)OS_iR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate 3 2248 Col-9 Row=H, geno 
■ic survey sequence. //3. 4e-06: 230: 64//AQ1 29575 

F-tCMBAI 0051 01 //Hoao sapiens SYT interacting protein SIP aRNA, coa 
pi ete cds. //I . 3e-1 61 : 762 : 9B//AF080S61 

F-HEMBAI 005 1 13//L. esculent ua aicrosatel I i te repeat DNA region. //0. 
0038:742: 57//X90770 

F-HEMBAI 0051 23//Hoao sapiens done DJ0673NIS, fORKING DRAFT SEQUEN 
CE, 33 unordered pieces. //9. 6e-83:479:78//AC0048S4 
F-HEMBAI 0051 33//Huaan DNA sequence *** SEQUENCING IN PROGRESS eat 
froa done T313F4. fORKING DRAFT SEQUENCE. //3. 9e-24: 576: 64//AL0238 
08 

F-HEMBAI 005 149//Hoao sapiens PAC clone DJ430N08 froa 22q1 2. 1-qter, 
coaplete sequence. //4. 7e-36: 283: 80//AC004542 
F-HEM8A1 0051 52//Hoao sapiens chroaosoae Xp22-67-68. fORKING DRAFT 
SEQUENCE. 99 unordered pieces. //5. 0e-10: 332: 64//AC004469 
F-KEM8A1 0051 59//Hoao sapiens genoaic ONA, chroaosoae 21q1l.l, sega 
ant 1/5, fORKING DRAFT SEQUENCE. //4.0e-10: 734: 58//AP00002 3 
F-HENBA1 0051 85//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one 91b2, forward read cpg9lb2. ftla.//2. 2e-t4:93: 100//Z63847 
F-HEMBAI 005201 //Drosophi la aelanogaster cosaid 1S2A3.//4. 7e-3S:67 
9: 64//AL009194 

F-HEMBAI 005202//Can i ne aRNA for 68kOA subunit of signal recognitio 
n particle (SRP68).//6.7e-138:77B:90//XS3744 

F-HEMBA 100S2Q6//Drosophi la aelanogaster $u<P) and anon-73Bl genes 
end partial o25 gene and Pros26 gene.//7. 1e-l2:376:62//AJ011320 
F-HEMBAI 00521 9//Hoao sapiens aRNA for KIAA0445 protein, coaplete c 
ds . //7. 1 e-05 : 4 1 1 : 60//AB0079 14 

F-HEKBAI OOS22 3//Hoao sapiens PAC dona DJ430N08 froa 22ql 2. 1-qter. 

coaplete sequence. //3. 5e-06 : 21 2: 66//AC004S42 
F-HEMBAI OOS232//PI asaod iua falciparua 307 chroaosoae 12 PFTAC492 g 
enoaic sequence, fORKING DRAFT SEQUENCE. 5 unordered pieces. //3. 7 
e-07 : 62$: 57//AC005308 

F-KEMBA1 005 241 //Hobo sapiens PAC done OJ0777023 froa 7p14-p15, co 
aplete sequence.//!. 7e-45:S67: 72//AC00SI54 

F-HEMBA1Q05244//Hooo sapiens chroaosoae X done U177C4, U1S2H5, U1 
68D5, 174A6, U172D6. and U186B3 froa Xp22. coaplete sequence. //0. 9 
6: 298: 62//AC002365 
F-HEMBAI 005251 

F-KEMBA100S252//Hoao sapiens chroaosoae 17. clone hRPK. 31 8_A_l 5. c 
oaplete sequence.//!. 5a- 1 SO; 392:99//AC005837 

F-HEMBAI 00S274//Hoao sapiens BAC clone 2S5A7 froa 8q2t containing 
NBS1 gene, coaplete sequence. //2. 3e-05: 496: 60//AF06929I 
F-h£MBA1005275//Huaan DNA sequence froa clone 444C7 on chroaosoae 
6p22. 3-23. Contains an EST, an STS and GSSs. coaplete sequence.// 
5. 7e-05: 220 : 64//AL033521 

F-HEMBAI 005293//Hoao sapiens echinodera aicrotubule-associated pro 
tein hoao log HuEMAP aRNA. coaplete cds.//2.4e-20:338:65//U970l8 

[0 7 10] 



F-HEMBAI 005296 

F-HEMBAI 005 304/ /Huaan DNA sequence froa done 364122 on chroaosoae 
Xq21 . 31-22. 3. Contains an STS and GSSs, coapleta sequence.//! . 6e- 
51 :38l : 78//AL031012 
F-HEMBAI 00 53 11 

F-HEMBAI 0053 14//Hoao sapiens genoaic DMA. chroaosoae 21q11.l. sega 
ent 2/28. WORKING DRAFT SEQUENCE. //0. 94: 226 :63//AP00003l 
F-HEMBAI 0053 1S//Hoao sapiens BAC810. coaplete *equence.//9. Se-1S:6 
84:62//U85198 

F-HEMBAI 0053 1 8//Huaan DNA sequence froa PAC 394F12 on chroaosoae X 
contains EST. STS. CpG island clone. //2. 6e-05:472: 59//ZB3823 
F-HEMBAI 00 S3 3 I //Hoao sapiens chroaosoae 17, clone hRPK. 214_C_B, co 
aplete sequence. //3. 3e-90:300: 90//AC005803 

F-HEMBAI OOS338//Hoao sapiens aRNA for aatrilin-4, partial.//!. 4e-l 
51 : 740: 97//AJ007S81 

F-HEM8A1005353//CIT-HSP-23ION10.TR CIT-HSP Hoao sapiens genoaic c! 
one 2310NI0, genoaic survey sequence. //2. 1e-86: 438: 97//AQ01 6 145 
F-HEMBAI 005359//Huaan zinc finger protein ZNFI37 aRNA. coaplete cd 
S.//I. Be-98: 500 : 88//U0941 4 

F-HEMBAI 005367//Mus ausculus aelastatm aRNA. coaplete cd$.//B.3e- 
72:577 : 73//AF0477I4 

F-HEMBAI 00S372//Huaan DNA sequence froa PAC 293EI4 contains ESTs. 
STS. //1 . 3 e-07 : 274 : 66//Z82900 

F-HEMBAI 0DS374//Hoao sapiens done 277FIO. fORKING DRAFT SEQUENCE. 

S unordered pieces. //I. 9e-48:6l 1 :69//AC00481 3 
F-HEMBAI 0D5382//HS_3063_B2_F1 l_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3063 Col =22 Row=L, gen 
oaic survey sequence.//1.6e-27:1S4:98//AQ1O3204 
F-HEMBA l 0053 8 9//P I asaod iua falciparua teloaere nucleotide sequenc 
e. //4. 0e~07 : 443 : 6I//M23I 75 

F-f€MBAIOOS394//CIT-HSP-2368BII.TR CIT-HSP Hoao sapiens genoaic cl 
one 2368B11, genoaic survey sequence. //7.6e-1 7:225: 7I//AQ076749 
F-HEMBAI 005403//Huaan DNA sequence at* SEQUENCING IN PROGRESS vet 
froa clone 423B22, fORKING DRAFT SEQUENCE.//!. 5e-l 31 : 278: 98// AL 034 
379 

F-HEMBAI 00540 8//H$_ 300 7_B2_G04_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3007 Col=8 Row=N. geno 
aic survey sequence. //B. 0e-06: 218: 66//AQ294366 
F-HEMBAI 0054 I 0//Huaan DNA sequence froa cosaid CU120E2. on chroaos 
oae X contains Lowe oculocerebrorena I syndrowe (OCRL) ESTs and ST 
S.//1. Se-41 :432: 76//Z73496 
F-HEMBAI 0054! I 

F-HEMBAI 00542 3//Howo sapiens cycl i n-dependent kinase inhibitor (CO 
KN2C) aRNA. coaplete cds.//1.0e-169:S37:99//AF041248 
F-HEMBAI 005426 

F-HEMBAI 005443//Hoao sapiens chroaosoae 19. BAC CIT-8-191n6. coapl 
ete sequence. //7. 1e-37:260:76//AC006130 

F-HEMBAI 005447//C I T-HSP-2173N7.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2173N7, genoaic survey sequence. //5. 0e-133:63l :98//B93234 
F-HEMBAI 00S468//Huaan DNA sequence froa clone 20J23 on chroaosoae 
Xq26. 2-27.2 Contains ras-related C3 botulinua toxin substrate 1 (P 
21-RAC1) (ras-like protein TC25) EST. CA repeat, STS. CpG island, 
coaplete sequence. //I . 5e- 1 1 8 : 868 : 83//AL022576 

F-HEMBAI 005469//Hoao sapiens chroaosoae 16, PI clone 96-4B (LANL) . 

coaplete sequence. //I. 2e-179: 838: 99//AC005212 
F-HEMBAI 005472//Huaan ONA sequence eat SEQUENCING IN PROGRESS ttt 
froa done 228H13. fORKING DRAFT SEQUENCE. //3. 4e-2Q: i 87: 74//AL031 9 
85 

F-HEMBAI 00S474//Hoao sapiens genoaic DNA, chroaosoae 2lq1l.l. sega 
ent 12/28, fORKING ORAFT SEQUENCE.//!. I e-22: 445: 65//AP00004 I 
F-HEMBA1005475//C I T-HSP-2322014.TR CIT-HSP Hoao sapiens genoaic cl 
one 2322DI4. genoaic survey sequence. //6. 7e-SI : 269: 97//AQ02694I 
F-HEMBAI 00$497//HS_3097_A2_G05_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3097 Co 1-10 Rov=N. gen 
oaic survey sequence.//!. 4e-66:345:96//AQ1038IO 
F-HEMBAI 00 550 0//Hoao sapiens PAC clone DJI093017 froa 7qM.23-o2l. 

coaplete sequence. //S. 4e-1 78: 81 8: 98//AC004957 
F-HEMBAI 00S506//Mus ausculus (clone OEBF17) early B-cell factor (E 
BF) aRNA, coaplete cds.//2. 6e-06:73:98//L12147 
F-HEMBAI 005508//Hoao sapiens, clone hRPK.IJM. coaplete sequence. 
//0. 00012:455: 60//AC006 1 96 

F-HEMBAI 0055 11 //Hoao sapiens KHC class 1 region. //3. 3e-43:421 : 77// 
AF055066 

F-HEIfflAI 00551 3//Drosophi la aelanogaster ailes-absent on the first 
(aof) gene, coaplete cds.//2. 3e-20:352:69//U71219 
F-HEMBAI 00551 7//Hoao sapiens ONA for (CGG)n trinucleotide repeat r 
egion, isolate E7.//2. Se-08:43l : 62//AJ001216 

F-HEMBA) 00551 8//M. ausculus aRNA for psladin gene. //8. 2e-90:651 : 81/ 
/X 99384 

F-HEMBAI 005520/ZHoao sapiens clone 0J0876A24, fORKING DRAFT SEQUEN 
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CE. 6 unordered piece*. //7. 8e-167:755: 99//AC0049I3 

F-HEMBA I Q05S26//Hoao sapient chroaosoae 9, clone hRPK. 202_H_3. coa 

plete sequence. tit . 4e-42 : 475 : 73//AC006241 

F-HEMBA I 0055 28//Mus ausculus aCAFI protein aRNA, coaplete cds.//1. 

2e-94:512:92//U2l855 

F-HEMBA 1005530 

F-HEMBAI 005S48//Huaan DMA sequence *e* SEQUENC I NC III PROGRESS set 
fro* clone 970AI7. WORKING DRAFT SEQUENCE. //9. 4e-87 :422: 99//AL0344 
31 

F-HEMBAI OOS5S2//Hoao sapiens PAC clone 0J0807C15 f roe 7q34-q36, co 
aplete sequence. //6. Ie-41 : 486 : 68//AC004743 

F-HEMBA100S558//0rosophi ta nelanogaster DNA sequence (PI OS00837 
(087)), coaplete sequence, t/l. 9e-l9: 306: 68//AC004377 
F-HEMBAI Q05568//P I asaod iua falciparua 307 chroaosoat 12 PFYAC8I2 g 
enoaic sequence. WORKIKC DRAFT SEQUENCE. 8 unordered pieces. //0. 00 
93 : 345 : G0//AC0041 53 

F-HEMBAI005S70//PI asaod iua falciparua chroaosoae 2. section 44 of 
73 of the coaplete sequence. //4. 2e-09: 592: 59//AE001 407 
F-HEMBA I005576//Hoao sapiens aRNA for KIAA0463 protein, partial cd 
S.//5. 9e-127:610:98//AB007932 

F-HEM8A10Q5577//HS-1004-AI-E1 1 -MR. abi CIT Huaan Genoaic Spera libr 
ary C Hoao sapiens genoaic clone P!ate=CT 498 Col=21 Row=l, genoai 
c survey sequence. //0. 00034: 254: 64//B30971 

F-HEMBA1005581//Rattus norvegicus aRNA for MEGF5. coaplete cds .// 
4. Oe-57 : 826 : 6S//AB0 11 53 1 

F-HEMBA 1 005582//HS_3242_A I JJ07_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3242 Co 1 = 13 Roa=C, gen 
oaic survey sequence. //I . I e-1 3 : 91 : 98//AQ2 11275 
F-HEMBA 100S58 3 

F-HEMBA 1 005 S88//Hoao sapiens PAC clone 0J1188N2I froa 7ql1.23-q21. 
1. coaplete sequence. //8. 7e-31 : 283: 7S//AC00602S 
F-HEMBA I 005 593//Ho»o sapiens chroaosoae 17. clone hRPK. 332_H_18, c 
oaplete sequence. //8. 3 e-1 $8: 748: 99//AC005 746 

F-HEMBAI005595//CIT-HSP-2309F14.TF CIT-HSP Hoao sapiens genoaic cl 
one 2309F14. genoaic survey sequence. //6. 4e-30: 194: 91//AQ016527 
F-HEMBA10056Q6//CIT-HSP-2J26I6. TR CIT-HSP Hoao sapiens genoaic clo 
ne 232616. genoaic survey sequence. //0. 0014: 132:70//AQ041484 
F-HEMBA1005609//Hoao sapiens done RG31SH11, WORKING ORAFT SEQUENC 
E, 5 unordered pieces.//2.9e-33:249:85//AC005089 
F-HEMBA 1 0056 16//Hoao sapiens OKA sequence froa PAC 43C13 on chroao 
soae Xq21 . 1-Xq21 . 3. rab proteins gerany Igerany I transferase coapone 
nt A 1 (rab escort protein 1) (REP-1) (choroidereeaia protein) (TC 
0 protein). //G.5e-29:279:69//AL0091 75 

F-ICMBA1 005621 //Huaan DNA sequence ttt SEQUENCING IN PROGRESS ttt 
froa done 330012. WORKING ORAFT SEQUENCE. //6. 4e-90: 1 58: 87//AL031 7 
31 

F-HEMBAI005627//RPCI 1 1-34P9. TJ RPCI-11 Hoao sapiens genoaic done 
RPCI-I1-34P9, genoaic survey sequence. //0. 014: 168:67//AQ0451 10 
F-HEMBAI 00563 l//Hoao sapiens PAC clone OJ 1086014. coaplete seouenc 
e.//1. Oe-149: 736: 93//AC004460 
F-HEMBA 1005632 

F-HEMBA 1 005634//Huaan ONA sequence froa PAC 187N21 on chroaosoae 6 
p21.2-6p21.33. Contains ESTs.//6. 6e-38:452:67//298036 
F-HEMBA 1005666 

F-HEMBA 1005670//Hoao sapiens PAC clone DJ0665CQ4 froa 7p14-p13. co 
aplete sequence. //S. 1 e-59: 687: 74//AC004850 

F-HEMBA 100567 9//Hoao sapiens clone 0J0425IQ2. WORKING ORAFT SEQUEN 
CE. 5 unordered pieces. //I. Oe-47: 357 : 85//AC005478 
F-HEMBA 1005680 

F-HEMAl 00568S//RPCIT1 -2301 9. TKBR RPCI-ll Hoao sapiens genoaic do 
ne RPCI-1 1-23019. genoaic survey sequence. //0. 99: 228: 63//AQ01 3742 
F-HEIBA 10056 99/ /Huaan ligand for eph-related receptor tyrosine kin 
ases (EPLC8) aRNA. coaplete cds. t /\ . 4e-72 :406: 92//U57001 
F-HEMBA 1 00570 5//Huaan (D21S172) ONA segaent containing (CA) repea 
t. // 0. 00040 : 1 90: 66//X5651 3 

F-HEIBA1 0057 1 7//P I asaod i ua falciparua NAL3P1, coaplete sequence.// 
0.0099: 260 63//Z97348 

F-HEMBA 1 00573 2//Huatn aRNA tor KIAA0003 gene, coaplete cds.//8.1e- 
19:151 : B8//D1 4697 

F-HEMBA 1005 7 37//Hoeo sapiens PAC done DJ1099C19 froa 7q21-q22. co 
aplete sequence. //5.6e-l 5: 157: 79//ACOOS1 56 

F-HEMBA1005746//RPCM 1-63N8. TK RPC I T 1 Hoao sapiens genoaic clone 
R-63N8. genoaic survey sequence. //1 . 3e-18: II 3: 100//AQ238S3S 
F-HEM8AI 005755//Hoao sapiens DNA sequence froa PAC 9SC20 on chroao 
soae Xpll. 3-11.4. Contains STSs and the DXS7 locus ai th GT and GTG 
repeat polyaorphisas, coaplete sequence. //3. 6e-56:764: 70//Z97181 
F-HEM8A1 00S765//Huain DNA sequence froa PAC 288L1 on chroaosoae 22 
q12-qter contains ESTs and polyaorphic CA repeal (022S1 152) . //I . I 
e-30: 275: 77//Z82196 

F-HEMBA 1 005780//RPCI1 1-74EI 9. TJ RPC 1 1 1 Hoao sapiens genoaic clone 



R-74EI9. genoaic survey sequence. //0. 0011 : 283 :62//AQ268432 
F-HEMBA 1 00581 3/ZHoao sapiens PAC done DJ0167F23 froa 7p1S. coaple 
te sequence. //0. 14:326:6I//AC004079 

F-HEMBAI 0058 I 5//M. ausculus aRNA for skeletal auscle-speci f ic calpa 
in.//6. 3e-10: 706: 59//X92523 

F-HEMBAI 005822//Mouse Bac 29ICI6. WORKING ORAFT SEQUENCE. 19 unord 
ered pi eces.//0. 87:417: 56//ACQ03020 

F-HEMBAI 005829//Hoao sapiens Chroaosoae 22ql1.2 Fosaid Clone f39el 
In DGCR Region, coaplete sequence. //8. 8e-42: 370: 79//AC000094 
F-HEMBAI 005834//Huaan DNA sequence froa done 353H6 on chroaosoae 
Xq 2S-26. 2. Contains the alternatively spliced SMARCA1 gene for S11 
/SNF related, aatrix associated, actin dependent regulator of chro 
aatin. subfaai ly a. Berber 1 (SNF2U) and a 40S Ribosoaal Protein 
S26 pseudogene. Contains ESTs. STSs and CSSs, coaplete sequence.// 
2. le-42:690:67//AL022577 

F-fCMBAI 005852//F. rubripes GSS sequence, done 163A22aE9. genoaic 
survey sequence. // 4. 3e-07 : 253 : S9//AL01 8749 

F-HEIBA1005853//C I T-HSP-2289L23.TR CIT-HSP Hoao sapiens genoaic cl 
one 2289L23, genoaic survey sequence. //2. 2e-68: 333 : 99//B98952 
F-HEMBAI 00 58 84//Hoao sapiens chroaosoae S. BAC done 78c 6 (LBNL HI 
91). coaplete sequence. //I. 9e-S7: 331 :B7//AC0O53S1 
F-HEMBAI 005891 //Hoao sapiens PAC done DJ0997N05 froa 7qll.23-q21. 

1. coaplete sequence. //5. 1 e-1 82: 864: 98//AC004945 

F-HEMBAI 00S894//HOBO sapiens. WORKINC ORAFT SEQUENCE. 52 unordered 
p i eces . //3. Oe-44 : 340 : 80//AC004086 

F-HEMBAI 005909//Hoao sapiens ONA sequence froa PAC 12703 on chroao 
soae 1 q 23-2S. Contains FM02 and FM03 genes for Flavin-containing M 
onooxygenase 2 and Flavin-containing Honooiygenase 3 (Diaethylam I 
ine Monooxygenase (N-Oxide 3. EC1. 14.13.8, Oiaethylani I ine Oxidase 
3, FMO II. FMO 3). and a gene for another, unknown. Flavin-contai 
ning Monooxygenase faaily protein. Contains ESTs and CSSs, coaplet 
e sequence. //8. 3 e- 1 2 : 828 : S7//AL02 1 026 

F-HEMBAI 00591 1 //Huaan DNA sequence froa clone I158E12 on chroaosoa 
e Xpll. 23-11. 4 Contains EST. STS, GSS. CpG island, coaplete seauen 
ce. //I .Oe-44 : 328 : 77//AL031 584 

F-HEMBAI 005921 //Hoao sapiens chroaosoae 17. clone hRPK. 1 12_H_10, c 
oaplete sequence. //I. 3e-41 : 431 : 77//AC005666 

F-HEMBAI 005931 //Hoao sapiens chroaosoae 12p13. 3 done RPCI4-76IJI 
4, WORKING DRAFT SEQUENCE. 60 unordered pieces.//!. 1e-29: 394: 70//A 
C006086 

F-HEMBAI 005 9 34//Hoao sapiens PAC clone DJ1I40G11 froa 14q24. 3. coa 
plete sequence. //8. le-06: 115:80//AC004974 

F-HEMBAI OOS952//RPCI1 1-1 7015. TV RPCI-1 1 Hoao sapiens genoaic done 
R PCI-11-17015, genoaic survey sequence. //9. 5e-36: 315: 84//BB2821 
F-HEMBAI 005963//HS_3055_A1_E08_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3055 Col=!5 Row=i, gen 
oaic survey sequence. //9. 3e-73: 372: 97//AQ1473S7 
F-HEMBA! 005990//Hoao sapiens 1-1 receptor candidate protein aRNA, 
coaplete cds. t/\ . 3e-l49: 697 : 99//AF082516 

F-HEIKJA1 005991//PI asaod i ua falciparua chroaosoae 2, section 45 of 
73 of the coaplete sequence. //6.3e-07: 423: 60//AE00I 408 
F-*€MBAI0Q5999//Hoao sapiens chroaosoae 4 clone C0026P0S aap 4P16. 

coaplete sequence. //3. 8e-09: 360: 64//AC005599 
F-HEMBAI 006002 

F-HEICA1 00600$//Hoao sapiens MLL (MLL) gene, exons 1-3, and partia 
I cds. //4. 5e-83 : 495: 90//AF036405 
F-HEMBAI 00603 1 
F-HEMBAI 006035 

F-HEMBAI 006036//Huaan (laabda) DNA for iaaunoglobl in light chain./ 
ft. 4e-59:652: 74//D87009 

F-HEM8A1 006042//Hoao sapiens chroaosoae 10 clone CIT987SK-1057L21 

aap 10 q 25, coaplete sequence. //2. 1e-43 : 330: 70// AC005386 

F-HEMBA 1 006067//PI asaod i u'a falciparua 3D7 chroaosoae 12 PFYAC8I2 g 

enoaic sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //0. 1 

1 :433: 59//AC0D4! S3 

F-HEMBAI 006081 

F-HEMBAI 006090//, coaplete sequence. //4. 5e-l 39: 748: 92//AC005 500 
F-HEMBAI 006091 //Hoao sapiens gene encoding telethonin, exons 1 to 

2. par tial.//0. 0091 : 346: 62//AJ01 1098 

F-HEMBA 10061 00/ /Hoao sapiens chroaosoae 10 clone CIT987SK-1 143AI 1 
aap 10q2S. coaplete sequence. //2. 8e- 18: 180: 78//AC005880 
F-HEMBAI 0061 08//Huasn DNA sequence froa done 889N1S on chronosonn 
Xq22. 1-22.3. Contains part of the gene for a novel protein tiaila 
r to X. laevis Cortical Thyaocyte Marker CTX. the possibly alterna 
lively spliced gene for 26S Proteasoee subunit p28 (Ankyrin repeat 
protein), a novel gene and exons 36 through 45 of the C0L4A6 for 
Collagen Alphe 6(IV). Contains ESTs, STSs. GSSs and a putative CpG 
island, coaplete sequence. I/O. 26 : 84:71//AL03l 177 
F-HEMBAI 0061 21 //Huaan DNA sequence *•* SEQUENCING IN PROGRESS »« 
froa done 691N24, WORKINC DRAFT SEQUENCE. //5. 2e-1 8: 147 :B7//AL03l 6 
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F-HEMBA10061 24//CIT-HSP-235S01 7. TF CIT-HSP Hoao sapiens genomic cl 
one 235SB17. genoaic survey sequence. //O. 044: 225: 61//AQ0S8966 
F-HEMBA1006130//CIT-HSP-386A20.TF CIT-HSP Hoao sapiens genoaic clo 
ne 386A20, genoaic survey sequence. //8. 8e-07: 173: 69//BS508S 
F-HEMBA 1 0061 36//Hoao sapiens DNA sequence froa PAC 454117 on chroao 
soae Xq25-26. 3. Contains the 0CRL1 gene for Love Oculocerebrorenal 
Syndrome protein OCRL-I. Contains ESTs, STSs and CSSs, coaplete s 
equence. //7. 5e-22 : I *4: 75//AL022I 62 

F-HEMBA1 0061 42/A coaplete sequence. //7. 9e-12S: 586: 99//ACOOSSOO 
F-HEMBA100615S//H. sapiens CpC island DMA genoaic Hsel fragaent. cl 
one 1 19b6, forward read cpgl I9b6. ftla.//!. 0:8S:72//Z64428 
F-HEMBA1 0061 58//Hoao sapiens transcr iption factor f orkheatf-l ike 7 
(FKH17) gene, coaplete cds.//l . Ie-I85:852:99//AF048693 
F-HEMBA 10061 73//itr ntua enriched phosphatase=protein-tyros ine-pho 
sphatase [rat. striata. aRNA. 2815 nt].//8. 4e-S0: 642: 73//S49400 
F-HEM8A1 0061 82//Hoao sapiens Chroaosoae 1Sq?6. 1 PAC clone pOJIOSil 
9, coaplete sequence.//!. 4e-22: 1 94: 74//AC00531 8 
F-HEMBA1006198 

F-HEMBA1 006235//Hoao sapiens clone 24422 aRftA sequence. //2. 6e-1 75: 
836 :98//AF07 0557 

F-HEMBA1006248//Pinctada fucata aRNA for insoluble protein, coaple 
te cds.//8. 2e-0S: 359: 6I//086074 

F-HEMBA I 006252/ZHuaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone S31H16. VORKING DRAFT SEQUENCE. //0. 98: 397: 58//AL0 3 1664 
F-HENBAI006253 

F-HEMBAIG06Z59//HS_2231_A1_D1Q_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Ptate=2231 Coi=19 Rov=G. gen 
oaic survey sequence. //1. 2e-1 1 : 233 :68//AQ1 52722 
F-HENBA1006268//Hoao sapiens Xp22-132-134 BAC GSHB-590J15 (Genoae 
Systeas Huaan BAC library) coaplete sequence. //5. 2e-27: 1 56:85// ACO 
04673 

F-HEMBAt006272//Huaan endogenous retrovirus gag aRNA. // 8 . I e- 1 1 5 : 84 
7 :80//X72791 

F-HEMBA 1 0062 78/ /Mu s ausculus ooly(A) polyaerase VI aRNA. coaplete 
cds.//2. 1 e-S7 : 665: 70//U581 34 
F-*MBA1 006283 

F-HENBA1006284//Streptoayces fradiae tylactone synthase, starter a 
odule and nodules 1-7. (tylG) gene, coaplete cds. //9. 6e-06: 623: 60/ 
/U78289 

F-HEMBA100629t//HS_2208_A1_C03_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2208 Col=5 Rov=E. geno 
aic survey sequence. //1. 2e-13: 10S:92//AQ091804 
F-HEMBA10O6293//Sequence 8 froa patent US 5721351.//5. 6e-77 :580: 75 
//I 8941 5 

F-t€M8A1006309//Caenorhabdi ti s elegans cosaid F01F1.//1. 1e-21 :420: 
63//UI3070 

F-HENBA 1 0063 1 0//Ra t tus norvegicus cytosolic sorting protoin PACS-1 
a (PACS-1) aRNA. coaplete cds.//6.8e-12O:748:8S//AF076183 
F-HEMSA1Q06328//Koao sapiens fragile X aental retardation protein 
(FMR-1) gene (6 alternative splices), coaplete cds.//1. 5e-46:4B5:7 
3//L29074 

F-HEMBAI006334//HS-I0S1-B2-F01-NR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone P1ate=CT 773 Col=2 Rov=L, genoaic 
survey sequence. //0. 0032: 61 : 91 //B40563 
F-KEMBA1Q06344//H$-1009-A2-B02-MF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 331 Co I -4 Rov=C. genoaic 
survey sequence. //3. 3e-09: 218 :66//B31 420 
F-HEMBA1 D06347//Drosoph i la aelanogaster aales-absent on the first 
(aof) gene, coaplete cds. //t.6e-31: 484: 68//U71 219 
F-HENBAI0OS349//HS-I054-A1-GO6-NR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic done Plate=CT 776 Col=11 Rov=tt. genoai 
c survey sequence. //S. 4e~ IS: 95: 100//B41 671 
F-HENBA 1 0063 5I//Huaan ZNF43 oRNA.//1. 4e-1 IS: 823: 81//X59244 
F-HENBA) 006364//Mouse aRNA tor transforaing growth f actor-beta2.// 
2. 7e-t0: 247 : 71//X57413 

F-HEMBA 1006377//Mus ausculus chroaosoae 7. clone 19KS, coaplete se 
quence. //3. Oe-57 : 401 :81//AC0O2327 

F-HEM8A1006380//CIT-HSP-2172K18.TF CIT-HSP Hoao sapiens genoaic cl 
one 2I72K18. genoaic survey sequence. //1. 3e-l 10:525: 99//B92570 
F-HEMBA 1006 38 1//HS-1 04 S-B2-F1 OH*, abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate-CT 828 Col»20 Row=L, genoai 
c survey sequence. //4. 4e-05: 163: 70//B3781 3 

F-HENBA 1006 3 98//Hoao sapiens I2q24.2 BAC RPCI11-360E11 (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //3. 8e-6 
2 : 370 : 86//AC004806 

F-HENBA 10064 I 6//Hoao sapiens chroaosoae 5. PI clone 1041 FIO (LBNL 
H88). coaplete sequence. //3. 7e-l 5: 157: 78//AC0051 79 
F-HENBA I 0064 t9//Huaan DNA sequence froa clone 7IL16 on chroaosoae 
Xpll. Contains a probable Zinc Finger protein (pseudo)gene, an unk 
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novn putative gene, a oseudcgene with high siailarity to part of a 
ntigen KI-67. a putative Chondroitin 6-Sul totrans f erase LIKE gene 
and a KIAA0267 LIKE putative Na(f)/H(f) exchanger protein gene. Co 
ntains a predicted CpG island. ESTs. STSs and GSSs and genoaic aar 
kers DXSI003 and DXS1055. coaplete sequence.//!. 2e-39:7S2:63//ALQZ 
2165 

F-HENBA1 006421 //Hoao sapiens chroaosoae I4q24. 3 done BAC270N14 tr 
ansforaing growth factor-beta 3 (TGF-beta 3) geno. coaplete cds: a 
nd unknown genes. //2. 4o-41 :438: 76//AF 107885 

F-f€NBA1006424//Huaan DNA sequence froa clone SIJ12 on chroaosoae 
6q26-27. Contains the 3' part of the alternatively spliced gene fo 
r the huaan orthologs of aouse QKI-7 and QXI-7B (KH Doasin RNA Bm 
ding proteins) and zebrafish ZKQ-I (Quaking protein hoaolog). Cont 
sins ESTs. STSs and GSSs. coaplete sequence.//0. 027:293:64//AL03i 1 
81 

F-HEHBA1 006426//Huaan DNA sequence *** SEQUENCING IN PROGRESS * 0 * 
froa clone 292E10. VORKING DRAFT SEQUENCE.//!. 7e-50: 310:80//Z93930 
F-HENBA1 006438//L i ve rwor t Narchantia polyaorpha chloropiast genoae 
DNA. //0. 051 : 440: S9//X04465 

F-HENBA! 00644S//Fe I is catus rss p21 (H-ras) aRNA. partial cds.//i. 
0 : 238: 59//US2088 

F-KENBAI006446//P1 asaodiua falciparua DNA *** SEQUENCING IN PROGRE 
SS *** froa MAL1P6, VORKING DRAFT SEQUENCE. //2.4O-05: 702 : 58//AL031 
749 

F-HEMBA1 00646 1 //Hoao sapiens chroaosoae 19. cosaid R3067S, coaplet 
e sequence. //S. 6e-S5:409: 83//AC004560 

F-HENBA1 00646 7//Hoao sapiens chroaosoae 17. clone hRPK. 346_K_I0. c 
oaplete sequence. //1 . 0: 293: S9//AC0061 20 

F-HEMBA 1 0064 71 //PI asaodiua falciparua 3D7 chroaosoae 12 PFYACl 1 22 
genoaic sequence. VORKING DRAFT SEQUENCE. 3 unordered pieces. //I. 4 
e-05: 731 : 59//AC004709 

F-HENBA1006474//CIT-HSP-2017H3.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2017H3. genoaic survey sequence.//5. 2e-60: 435:83//B54247 
F-HENBA 1 006483//Hoao sapiens chroaosoae S, BAC clone 8e5 (LBNL HI 6 
7), coaplete sequence. //2. 9e-48: 286: 84//AC004752 
F-HENBA 1086485//Hoao sapiens BAC clone NH0044C14 froa 7qt 1.23-21 
I. coaplete sequence. //0. 96:283 : 59//AC00603! 

F-HENBA I 006486//Huaan ONA sequence froa clone 3S3H6 on chroaosoae 
Xq2S-26.2. Contains the alternatively spliced SHARCA1 gene for SV1 
/SNF related, aatrix associated, actin dependent regulator of chro 
aatin. subfaaily a. aeaber 1 (SNF2L1) and a 40S Ribosoaal Protein 
S26 paeudogene. Contains ESTs. STSs and GSSs, coaplete sequence. // 
I _ 8e— 1 4 : 259:67//ALQ22577 

FHCMBAI 006489//Huaan DNA sequence te* SEQUENCING IN PROGRESS *** 
froa clone 467KI6. VORKING DRAFT SEQUENCE. //6. 6e-U : 595: 61// AL031 2 
83 

F-HENBA ) 006492//Hoao sapiens chroaosoae 17. clone hRPK. 269_G_24, c 
oaplete sequence. //6. Oe-1 22: 337 : 1 00//AC005828 

FH£MBA1006494//Hoao sapiens chroaosoae 7qtelo BAC E3. coaplete se 
quence. //3. 8e-23: 459: 68//AF0931 17 

F-HENBA 1 006497//HS_302 3_B2_H03_T7 CIT Approved Huaan Genoaic Soera 
Library D Hoao sapiens genoaic clone Plate = 3023 Col=6 Row-P. geno 
aic survey sequence. //2. 3e-81 : 433 :9S//AQ093846 
F-HEWAI006S02//H. sapi ens 7SL repeat (clones 2-19b).//l. 6e-13:86:B 
7//X62364 

F-HEMBA 1 006 507//Hoao sapiens aRNA for KIAA0666 protein, partial cd 
s.//2.3e-1 39:470: 98//AB01 4566 

F-HEMBA 1 006 52 1 //Huaan BAC clone RGI67B0S froa 7q21. coaplete seque 
nee. //4. 3e-27 : 406 : 71//AC003991 

F-HENBA 1 006 530//Huaan ONA sequence ttt SEQUENCING IN PROGRESS *** 
froa clone 1018D12, VORKING DRAFT SEQUENCE. //2. 9e-27 : 408 : 65//AL031 
650 

F-HEMBA1006S3S//P I asaodiua falciparua DNA ttt SEQUENCING IN PROGRE 
SS **• froa MAL4P1, VORKING DRAFT SEQUENCE. //0. 028: 599: 60//AL03455 
7 

F-HEMBA! 006 $40//Hoao sapiens aulti PDZ domain protein MUPP1 (HUPP 
I) aRNA. coaplete cds.//1.4e-171 : 654: 98//AF093419 
F-HENBA 1 006546/ /Huaan ONA sequence froa cosaid 232L22. between aar 
kers 0XS366 and DXS87 on chroaosoae X contains ESTs glycerol kinas 
e ps eudogene . //3 . Be-1 04 : 8 1 1 : 80//Z73986 

F-HEMBA I 006559//Mus ausculus PRAJAI (Prajal) aRNA, coaplete cds.// 
4. 8e-99 : 386 : 82//U06944 

F-HEM8AI006S62//Huaan fructose-1 . 6-biphosphatase {FBPl) gene, exon 
1.//0. 012: 322: 60//U2 1925 

FHCMBA1006566//P I asaodiua falciparua 307 chroaosoae 12 PFYACl 383 
genoaic sequence. VORKING 0RAFT SEQUENCE, 3 unordered pieces.//0.0 
026: 580:58//AC005S04 

F-HEMBA 1 006 569//0v is tries beta actin aRNA, coaplete cds.//6.3e-G 
8: 231 : 70//U393S7 

F-HEMBA1006579//CI T-HSP-2380A22.TR CIT-HSP Hoao sapiens genoaic cl 
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one 2380A22, genoaic survey sequence. //O. 036:250:62//AQ197107 
F-HENBA1006S83//Nycobacter iua tuberculosis H37Rv coaplete genoae: 
segaent 143/162.//1. 0:225 :63//AL02 1841 

F-HENBA t 006 59S//Huaan DNA sequence *e* SEQUENCING IN PROGRESS tee 
froa clone 30A23. WORKING DRAFT SEQUENCE.//3.6e-50:689:89//AL0221S 
6 

F-HENBA 1006597//Hoao sapiens Chroaosoae 7 BAC Clone 239ctO. RORXIN 
G DRAFT SEQUENCE. 9 unordered pieces. //1 . 9e-42:253:84//AC004l«6 
F-HENBA100661 2//RPCI 1 1 -88F20. TJ RPC 1 1 1 Hobo sapiens genoaic clone 
R-88F20. genoaic survey sequence.//!. le-SI : 286: 98//AQ286726 
F-HENBA 1 0066 17//HS_21 93 JJ2_H07_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2l93 Col=14 Ro*=P. gen 
oaic survey sequence.//!. 1e-S9: 413: 85//AQ299585 
F-HENBA 100(624//Huaan DNA sequence froa clone 406A7 on chroaosoae 
6q23-24. Contains three pseudogenes siailar to Elongation Factor 
1-Alpha (EF-I-ALPHA, Statin SI), 60S Acidic Ribosoaal Protein PI a 
nd NADH-Ubiquinone Ox i do reductase 15 kDa subunit, and part of the 
Nicrotuble Associated Protein E-NAP-115 gene. Contains ESTs. STSs 
and GSSs, coaplete sequence. //I . 4e-35:257:89//AL023284 
F-HEN8A1 006631 //Hoao sapiens Chroaosoae 1tq23 PAC clone pDJ356d6, 
coaplete sequence. //9.6e-M 2:800 :83//AC002036 

F-HENBA1 006635//P I asaod i ua falciparua ONA «** SEQUENCIRG IN PROGRE 
$S *** froa NAL1P2, WORKINC DRAFT SEQUENCE. //0. IS: 393: 58//AL03 1 745 
F-HEN8AI006639//Pet roayzon aarinus polyadenylate binding protein 
(PABP) aRNA. coaplete cds.//9.6e-IS:318:68//AF032896 
F-HEMBAI006643//Hoao sapiens clone DJ0902E20, WORKING DRAFT SEQUEN 
CE, 1 unordered pieces.//0. 58:254:6S//AC006I48 
F-HEMBAI006648//Vus ausculus integrin binding protein kinase aRNA, 
coaplete cds.//1 . Se-37: 108: 88//U94479 
F-HENBAI0066S2//Hoao sapiens chroaosoae 5. BAC clone 343g16 (LBNL 
HI 80) , coaplete sequence.//!. 3e-1 54: 671 : 96// AC00S601 
F-HEMBA1 006653 

F-HENBA 10066 SV/Hoso sapiens PAC clone DJ090SJ08 froa 7p12-pl4. co 
apt et e sequence. //S. 2e-1 10: 254 : 93//AC005 1 89 

F-HENBA100666S//Hoao sapiens Xp22 BAC GSHB-590J6 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //1. 4e-M: 177: 76//AC004554 
F-HENBA1 0Q6674//Hoao sapiens aRNA for nucleolar protein hNop56.// 
5. Se-1 5:1 22: 90//YI2065 

F-HENBA1 006676//Hoao sapiens chroaosoae 19, fosaid 37502. coaplete 
sequence. //0. 098:218: 63//ACD047S5 
F-HENBA1 006682//Huaan DNA sequence **e SEQUENCING IN PROGRESS *ee 
froa clone 668J24, WORKING DRAFT SEQUENCE. //I . 4e-05: 719: 57//AL0343 

46 

F-HEN8A100669S//Hoao sapiens clone DJ0935X16. coaplete sequence.// 
3. 1 e— 22 : 1 SI : 78//AC00601 1 

F-HENBA1006696//CITBI-E1-2522016.TF CITBI-Et Hoao sapiens genoaic 
clone 2522D16, genoaic survey sequence. //5.6e-1 7: 324 : 66//AQ280738 
F-HENBA 1006708 
F-HEN8A1 006709 

F-HEIBA1 00671 7//Hoao sapiens clone GS308H05. WORKINC DRAFT SEQUENC 
E. 6 unordered pieces. //3. 3e-08: I36:79//AC00S537 
F-HENBA l 006737//Hoao sapiens chroaosoae 17. clone hRPK. 269_G_24. c 
oapl et e sequence. //5. 8e-162 : 497 : 98//AC00S828 

F-HENBA 1 006744//Hoao sapiens Chroaosoae II pi 4. 3 PAC clone pOJ1034g 
4, coaplete sequence. //7. 4e-48: 320: S7//AC00479S 
F-HENBA 10067 54/ /Huaan DNA sequence froa PAC 82 J 1 1 and cosaid UI34E 
6 on chroaosoae Xq22. Contains NIK like and Thyroxin-binding globu 
I in precursor (T4-binding globulin, TBG) genes, ESTs and STSs.//4. 

1 e- 1 29 : 804: 8S//Z83850 

F-HEMBA1 006758//Hoao sapiens clmmosoae S, BAC clone 182a8 (LBNL H 

161), coaplete sequence. //2. 2e-l62: 766: 99//AC005752 

F-HENBA 1 006 767//Huaan Xq28 cosaid U247A3 froa LLOXNCOI X chroaosoa 

e library, coaplete sequence. //I. 2e-l9:326:69//U73465 

F-HENBA) 006779//Huaan DNA sequence froa clone 80119 on chroaosoae 

6p21. 31-22.2 Contains genes and pseudogenes for ol factory recepto 

r-like proteins, STS. GSS, coaplete sequence. //I . 4e-t03: 355:87//AL 

022727 

F-HENBAI006780//C I T-HSP-2359P7.TR CIT-HSP Hobo sapiens genoaic clo 
ne 2359P7, genoaic survey sequence. //0. 072: 147: 68// AQ077208 
F-HEM8A1006789//nbxb0037 1 T 3 r CUG1 Rice BAC Library Oryza sativa ge 
noaic clone nbxb0037l 1 3 r. genoaic survey sequence. //0. 00011 : 288:63 
//AQ2 90474 

F-HEM8A1O06795//CIT-HSP-2307E3.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2307E3, genoaic survey sequence. //S. 1e-80: 420: 96//AQ02051 1 
F-HEI©A1O06796//Huaan clone 23803 aRNA. partial cds.//4. 5e-06: 202: 
68//U79298 

F-HENBA 1 00680 7//Hoao sapiens aRNA for SP0P. //1 . 2e-66 : 65 1 : 73//AJOOO 

644 

F-HENBA 1006821 //Hoao sapiens chroaosoae 17. clone hRPC. 62_0_9. coa 
plete sequence. //6. 0e-1 16:541 :99//AC004797 
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F-HENBA 1 00682 4//Hoao sapiens chroaosoae 19. cosaid R29368, coaptet 
e sequence. //O. 40:1 59 :66//AC0O4262 

F-HENBA I 006832//Hoao sapiens (subclone 3_g8 froa PI H25) ONA toque 
nee. coaplete sequence. //1.8e-24: 323: 71//AC002I 96 
F-HENBA1 00684 9//Hoao sapiens genoaic DNA of 9q32 anti -oncogene of 
flat epi theriua cancer , segaent 4/10. //0. 1 5: 403:60// AB02 087 2 
F-HENBA1006865//PlasBOdiua falciparua chroaosoae 2, section 6 of 7 
3 of the coaplete sequence. //0. 20: 472: 57//AE00I 369 
F-KEN8AI006877//Mus ausculus clone 0ST9241, genoaic survey sequenc 
e. //3. 4e-79 : 641 : 76//AF046757 

F-HEN8A1 005885//HS_2208_B2__G06_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=2208 Co 1 = 12 Ro«=N, gen 
oaic survey sequence. //4. 9e-1 8:206 : 76//AQ089246 
F-HENBA I 006900//Huaan ONA sequence froa clone 496N17 on chroaosoae 
6p)l.2-l2.3 Contains EST, GSS. coaplete sequence. //5. 4e-07: 298: 65 
//ALQ3I321 

F-HENBA 1 00691 4//S. poabe chroaosoae II cosaid CI6H5.//0. 00040: 194:6 
6//AL022104 

F-HENBA 1006 921 //Hoao sapiens BAC clone GSI 14109 froa 7pl4-pl5. coa 
plete sequence.//!. I e-1 74: 81 3: 99//AC006027 

F-HENBA1 006926//Caenorhabdi tie elegans cosaid ZK18S.//0.0075: 183: 6 
5//AF0 36704 

F-ICI©AI006929//P. falciparua coaplete gene aap of plastid-like DNA 
( I R-A) . //A. 0e-06 : 739: S7//X95275 
F-1CNBA 1 006936 

F-HENBAI006938//PI asaod iua falciparua DNA »** SEQUENCIRG IN PROGRE 
SS *»* froa BALI P4. WORK I NG DRAFT SEQUENCE.//!. 1e-05: 733: 57//AL031 
747 

F-HENBA 1 006 941 //Hoao sapiens aRNA for putative thioredox in-l ike or 
otein.//l. 3e-90:437: 98//AJ0I0841 

F-HENBA 1 006 949//Huaan DNA sequence froa PAC 363L9 on chroaosoae X. 

contains STS and polyaorphic CA repeat. //0. 67:217:62//ZB2205 
F-HENBA I 006973//Hoao sapiens rab3-GAP regulatory doaain aRNA, cobd 
lete cds.//5.6e-143:740:94//AF004828 

F-HENBA !006976//cDNA encoding alpha 2 to 3 sialyl transferase. //2. 8 
e-101 : 338: 89//E06058 

F-HENBA I 006993//Hoao sapiens BAC clone BKOBSEOS froa 22al 2. 1-qter. 

coaplete sequence. //7. le-31 : 536 : 66//AC00307I 
F-HENBA I 006996/ZHuaan ONA sequence froa clone J428AI31. WORKING DR 
AFT SEQl£NCE. //9. 5e-07 : 285 : 60//Z82209 

F-HENBA I 007002//Cenoai c sequence for Arabidopsis thaliana BAC F20N 
2, coaplete sequence. //0. 99: 388: 58//AC002328 

F-HENBA 1 0070 17//Sequenc» 3 froa Patent W0941 60S7.//0. 96: 220 :62//A3 
9358 

F-HENBA1 0070 1 8//G. ga 1 1 us aRNA for dynein light chain-A. //I. 3 a— 1 24 : 
838 : 83//X79088 
F-KEN8A 1 007045 

F-KEN8A1 0070S1//Caenorhabdi t i s elegans cosaid T57G11C, coaplete se 
quence.//0. 1 7: 343: 60//Z99281 

F-HEIBA1 007052//Hoao sapiens FSHO-assoc iated repeat DNA, proxiaal 
region. //4. 3e-67 659: 74//U85056 
F-HENBA1 007062//Tubu I i n gene. //1 . 0: 1 1 3: 67//AI8572 
F-HEN8A1 Q07066//HS_3I 1 6_A2_A03_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3116 Col=6 Row=A. geno 
aic survey sequence. //0. 80: 21 4: 62// AQ1 40467 

F-HENBA1007073//Hoao sapiens 12q13 PAC RPCI1-316N24 (Rosaeil Park 
Cancer Institute Huaan PAC library) coaplete sequence.//9. 3e-54: 51 
9:68//AC004242 

F-HENBA1007078//C1T-HSP-2318N6.TF CIT-HSP Hoao sap tens genoaic clo 
ne 2318N6. genoaic survey sequence. //8.7e-80: 387: 98//AQ044076 
F-HENBA 1007080 

F-HENBAI007085//S t rept oayces coelicolor cosaid 7A1 . //3. 5e-0i:496 : 5 
9//AL0 34447 

F-HENBA1007087//Plasaodiua falciparua NAL3P6, coaplete sequence.// 
7. 4e-07 : 553 : 56//Z98SS1 

F-HENBAI0071!2//HS_2171_AI_B01_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2171 Col =1 Row=C. geno 
aic survey sequence. //I . 0: 172 : 61//AQ0918S5 

F-HENBA 1007 11 3//Huaan DNA sequence froa clone 1044017 on chroaosoa 
e Xpl 1.3-11.4 Contains GSS and STS. coaplete sequence. //0. 54: 502:5 
6//AL023B7S 

F-HENBA1007121//Caenorhabdi t it elegans cosaid ZK430. //1. 4e-08: 265: 
64//U42B33 

F-HENBA 1 007 1 2 9//C I TB I -E 1 -2504A5. TF CITBI-E1 Hoao sapiens genoaic c 
lone 2504A5. genoaic survey sequence. //0. 97: 267 : 62//AQ26403S 
F-HENBA 1 007 147//HS_3 2 08_A2_C04_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3208 Col=8 Ro*=E, geno 
aic survey sequence. //9. 1 e-90: 466: 95//AQ1 76696 
F-HENBA 1007 149/ /Hoao sapiens chroaosoae 19, cosaid F23149, coaplet 
e sequence. //6. Oe- 138: 524 : 98//ACOOS239 
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F-HBBAI00TI5l//CITBI-EI-ISJiH«.TF CITBI-E1 Hon sooions t.noaic c 
lone 2S22H6, genoaic survey sequence. //2.0e-20: 157: 87//AQ280780 
F-HEMBAI 0071 74//Hoao sapiens epsin 2a aRNA, coaplete cds.//2.0e-6 
2: 3IB:97//AF0620I5 

F-HE1BA100717B//Hoao sapiens chroaosoae 1 2pt 3. 3 clone RPCI11-372B 
4, VORKINC DRAFT SEQUENCE. 129 ordered pieces.//l.6e-21 :20S:80//AC 
00591 1 

F-HEMBAI 0071 94//HS_3! 24_B2_H08_MR Cl T Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3l24 Co I = 16 Row=P. gen 
oaic survey sequence. //1 . 3e-l 1 : 87: 96//AQ1 87492 
F-HENBA1 007203//Hoao sapiens aRNA for KIAA02U protein, coaplete c 
da . //1 . 7e- 1 56 . 478 : 98//D85 987 

F-HENBAI00720fi//Hoao sapiens chroaosoae 17, clone HRPC837J1, coapl 
ete sequence. //0. 024: 342: 63//AC0Q4223 

F-HEMBAI 007224//Hoao sapiens aRNA for KIAA0797 protein, partial cd 
s. //5. Oe- 1 78 : 1 39 : 98//AB0 1 8 340 

F-HEMBAI 007 243//Ch i nese haaster hprt aRNA, coaplete cds.//4. 3e-58: 
687: 68// J 00060 

F-HEM8A10072SI //Rabbi t troponin T aessenger fragaent (aa 49 to 12 
9) . //0. 084 : 1 77 : 62//V00899 

F-HENBA1 007256//Huaan ONA sequence »*» SEQUENCING IN PROGRESS t*» 
froa clone 328E19. VORK INC DRAFT SEQUENCE. //1 . 3e-75: 490: 88//AL02 2 2 
40 

F-HEMBAI 007267//HS_32 1 8_A1_F07_MR CiT Approved Huaan Genoa ic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3218 Col=13 Row=K, gen 
oaic survey sequence. //2. 9e-62: 393: 87//AQI 811 28 
F-HEMBA1007273//CIT-HSP-2I71B10.TF CIT-HSP Hoao sapiens genoaic cl 
one 2I7IB10, genoaic survey sequence. //I . te-63: 314: 99//B95401 
F-HEMBAI 007279//Hoao sapiens Chroaosoae IS 8AC clone CIT987SK-A-11 
6A10. coaplete sequence. //3. 1 e-31 : 401. 72//AC0Q4638 
F-HEIftA1007281//HS_31 15_A1_A11_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate^HS Col =21 Row=A. gen 
oaic survey sequence. //S. 0e-70: 372: 96//AQ1 86(91 
F-HEMBAI007288//Huaan DNA sequence froa clone 422G23 on chroaosoae 
6q24 Contains EST. STS, GSS, CpG island, coaplete sequence.//!. 2 
e-152:727 : 98//AL031003 

F-HENBA1 007300//Can i s faailiaris PDE5 aRNA for 3’. 5* -Cyclic GUP Ph 

osphodi esterase, coaplete cds. //2. le-21 :542:63//AB008467 

F-HENBA1 007301 //COL1A1= type 1 collagen pro alpha 1(1) chain propep 

tide (3* region) [huaan, fetal cells 86-237, 86-146. S8-2SI. aRNA 

Partial Mutant. 855 nt] . //I. 7e-08:388:61//S64596 

F-HEMBAI 00731 9//Genoaic sequence froa Mouse 9. coaplete sequence./ 

/6. Oe-84 : 390 : 75//AC000399 

F-HEMBAI 007320 

F-HEMBAI 007322//Hoao sapiens BAC clone RG118EI3 froa 7pI5-p21. coa 
pi ete sequence. //0. 091 : 260: 64//AC004485 

F-FEMBA1 007327//P I asaod i ue falciparua 307 chroaosoae 12 PFYACB8-42 

0 genoaic sequence. VORKINC DRAFT SEQUENCE. 14 unordered pieces.// 
0. 12:472 :S9//AC0051 40 

F-HEMBAI 007341 //Hoao sapiens chroaosoae 17. clone hRPK. 346_K_10, c 
olap I et e sequence. //1 . 5e-l 8 : 408: 64//AC006120 

F-HEM8A1 007342/ /Hoao sapiens clone DJ1136C02. VORKINC DRAFT SEQUEN 
CE. 4 unordered pieces. //8. 7e-2$: 500 :62//AC005377 
F-HEJffiA1007347//Hoao sapiens chroaosoae 5, BAC clone 7g12 (L8NL HI 
26), coaplete sequence. //0. 75: 269: 61//AC00573I 
F-HEMBB) 000005//Hoao sapiens chroaosoae Y, clone 264.N. 20. coaplet 
e sequence. //S. Oe-OS: 441 : 60//AC00461 7 

F -HEM8B I 000008//Hoao sapiens BAC clone RG139P1I froa 7q1l-q21. coa 
plete sequence. //I . Qe-44: 417: 77//AC004491 

F-HEMBB1 00001B//HS_Z179_B2_E04_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2179 Col=8 Row=J, geno 
aic survey sequence. //0. 01 2:87: 77//AQ023250 

F-HEJB81 00002 4//Huaan ONA sequence froa PAC 1061 20 on chroaosoae 2 
2q12-qter contains NAOH pseudogene. ESTs, STS.//8. 1 e— 11: 46 1 :61//28 
1369 

F-HEM881000025//CI T-HSP-2348F3.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2348F3, genoaic survey sequence. //0. 9$: 198: 62//AQ062938 
F-HEIBB1 0Q0030//Hoao sapiens ONA sequence froa PAC 32F7 on chroaos 
oae X. Contains KUCLE0S0ME ASSEMBLY PROTEIN 1-LIKE 3. ESTs. //0. 000 
49:276:64//AL009173 

F-HEMBB 1 0000 36//H. sapiens chroaosoae 22 CpG island DNA genoaic Mse 

1 fragaent. clone 302e2, reverse read 302e2. r.//0. 0057:66: 81 //Z79 
857 

F-HEMBB 1000037//Hoao sapiens erythroblast aacrophage protein EMP a 
RNA, coaplete cds.//1.9e-100:4S0:98//AF084928 

F-HEMBB 1 00003 §//HS_2 1 67J5 1 _F 1 2_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-2167 Col=23 Roa=L, gen 
oaic survey sequence. //0. 022: 108: 69//AQ092404 

F-HEMBB 1 000044//Borrel i a burgdorferi (section 50 of 70) of the coa 
plete genoae.//) . 0e-07: 486 : 61//AE001 164 
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F-HEMB81000048//Plasaodiua falciparua 307 chroaosoae 12 PFYACB8-62 
8 genoaic sequence, VORKING DRAFT SEQUENCE, 9 unordered pieces.// 
5. 3e-0S: 585: SB//ACQ0S507 

F-HEMBB 1 000050//Hoao sapiens ONA sequence froa clone 50 INI 2 on chr 
oaosoae 6p22. 1-22. 3 Contains a gene alaost identical to four genes 
of unknown function, a pseudogene, three (pseudo?) genes siailar 
to genes of unknown function, an unknown gene siailar to a rat ES 
T, a PXI9 LIKE pseudogene and another unknown gene. Contains ESTs. 
STSs and CSSs, coaplete sequence. //5. 8e-38: 549: 67//AL0221 70 
F-I€MB8I000054//Hoao sapiens Xp22 PAC RPCI1-I67A22 (froa Roswell P 
ark Cancer Center) coaplete sequence. //7.0e-98: 328 :83//AC002349 
F-ICMBB1000055 //Hobo sapiens genoaic ONA for centroaeric end of H H 
C class i region on chroaosoae 6, cosaid clone: TY2FI0, VORKING OR 
AFT SEQUENCE. //3.7e-05: 600 : 58//AB000880 

F-HEMBB 1 00005 9//Ho ao sapiens clone RG339C12. VORKING DRAFT SEQUENC 
E. 10 unordered pieces. //I. 3e-48:472: 78//AC005096 
F-HEMBB 1000083 

F-HEMBB 1000089//P I asaod iua falciparua ONA •*» SEQUENCING IN PROCRE 
SS *** froa MAL1P1, VORKING ORAFT SEQUENCE. //0. 0036:679: 56//AL031 7 

44 

F-fCMBBJ 00009 9//Hoao sapiens chroaosoae 18 BAC RPCI 1 1-1 28014 (Rose 
ell Park Cancer Institute Huaan BAC Library) coaplete sequence.// 
1. 1e-15: 31 2: 68//AC005909 

F-HEMBB 1 0001 03//Hoao sapiens Xp22-1SO BAC GSH8-309P1S (Genoae Syst 
eas Huaan BAC Library) coaplete sequence.//1.0e-37:3l6:74//AC0062l 
0 

F-HEM8B1000I !3//Hoao sapiens chroaosoae 21q22. 3 cosaid Q11M15. con 
plete sequence. //3. I e-25: 259: 76//AF045450 

F-HEMBB10Q01I9//Hoao sapiens ASMTL gene. //1 . 2e-l37: 654: 98//Y1 5521 
F-HEMBB1 0001 36//Mycobac ter iua tuberculosis H37Rv coaplete genoae: 
segaent 127/1 62. //0. 59: 21 7: 66//Z74697 

F-HEMBB 1000 141 //Hoao sapiens DNA froa choroaosoae 1 9q1 3. 1 cosaid t 
14121 containing ATP4A and GADPH-2 genes, genoaic sequence. //8. 4e- 
31:113: 88//AD000090 

F-HEMBB1000144//Huaan BAC clone RGI14A06 froa 7q31. coaplete seque 
nee. //4_ 4e-58 : 339: 87//ACOD2542 

F-HEMBB10001 73//Hoao sapiens I2q24 BAC RPCII1-162P23 (Roswell Park 
Cancar Institute Huaan BAC library) coaplete sequence. //9. 4e- 160: 
562 : 93//AC002996 
F-HEMBB 1 0001 75 

F-HEMBB 10001 98//HS_3 07 1 _A2_A 1 0_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3071 Col=20 Row=A, gen 
oaic survey sequence. //0. 99:261 :61//AQ1 37388 

F-HEM881 0002 1 5/ /Hoao sapiens chroaosoae 17, clone hRPK. 481 _C_4. co 
ap I ete sequence. //6. 7e-1 7: 1 38: 86//AC00S839 

F-4€MBB10002I7//Arabidopsis thaliana ubiquitin activating enzyae 
(UBAI) gene, coaplete cds. //0. 00083: 287: 60//U8080I 
F-HEMBB100021 8//Caenorhabdi tis elegans cosaid C52AI1. coaplete seq 
uence. //0. 90: 337: 56//Z46792 

F-HEMBB1 000226//Huaan DNA sequence froa cosaid R J 1 4 froa a contig 
froa the tip of the short ara of chroaosoae 16, spanning 2Mb of 16 
P 13. 3. Contains ESTs and CpG island.//! . 7e-90: I75:92//Z69890 
F-HEMBB 1000240//Huaan G-pro te in-coup I ed inwardly rectifying potass 
iua channel (KCNJ3) gene, polyaorphic repeat sequence. //0. 16: 171 : 6 
2//U0791 8 

F-HEMBB 1000244//Hoao sapiens clone OJ1129E22. VORKING DRAFT SEQUEN 
CE. 7 unordered pieces. //4. 8e-08: 355:63//AC005522 
F-HEMBB 1 0002 S0//Hoao sapiens protein associated aith Myc aRNA. coa 
plete cds.//6.6e-1$5:735:98//AF075S87 

F-HEMBB 1000 2 S8//Huaan adenosine aonophosphate deaamase 1 (AMPD1) 
gene, exons 1-16. //0. 58: 396: 59//M98818 

F-FCMBB 1000264/ /Huaa n clone C3 CHLI protein (CHLR1) aRNA. alternat 
ively spliced, coaplete cds.//4.4e-32:IOO: I00//U7S968 
F-HEMBB 1000266//Hobo sapiens Xp22 BAC GSHB-433024 (Cenoae Systeas 
Huaan BAC library) coaplete sequence. //3. 8e-IS: 176: 78//AC004470 
F-HEMBB1000272//Plasaodiua falciparua chroaosoae 2. section 6 of 7 
3 of the coaplete sequence. //0. 01 1 : 379: 58//AE001 369 
F-HEMBB1 000274//Arabidops is thaliana ONA chroaosoae 4. BAC done T 
5K18 (ESSAII project) . //0. 92: 272:61//AL022580 

F-HEMBB100Q284//Huaan Xp22 BAC a-285115 (froa CalTech/Research Ce 
netics) , PAC RPCI1-27C22 (froa Roswell Park Cancer Center), and C 
osaid U35BS (froa Lawrence Liveraore), coaplete sequence. //0. 0007 
1 : 568 : S7//AC002 366 

F-HEMBB 1 000 307//Huaan DNA sequence froa PAC 29K1 on chroaosoae 6p2 
1.3-22.2. Contains glutathiona peroxidase-like: zinc finger. ESTs. 
aRNA, STS, tRNAs, olfactory receptor pseudogene. //3. 0e-l3:4J9:6S/ 
/Z98745 

F-HEMBB 1 00031 2//Hoao sapiens c lone GS0S1M12. coaplete sequence.// 
0.031: 252 : 65//AC005007 

F-HEMBB 1000 3 17//Fugu rubripes GSS sequence, clone 060J22aE10. geno 
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aic survey sequence. //0. 00033: 173: 65//AL0Z6Z42 
F-HENBBI 00031 8//HS_3Z44_B2_H10_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-3244 Co I =20 Row=P, gen 
oaic survey sequence. //3. 9e-85: 438: 95//AQ2SZ951 
F-t€M88100033S//Hoao sapiens chroaosoae 18, clone hRPK. 24_A_23. co 
aplete sequence. //O.S3:28S:6I//AC0059G8 
F-HENBBI 000336 

F-HENBBI 000337//Hoao sapiens chroaosoae 4 clone B208GS aap 4q25, c 
o aplete sequence. //0. 0014: 309: 64//AC00405 1 

F-HENBBI 0003 38//HS_3108_A2_F07_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3108 Col=14 Rov=X, gen 
oaic survey sequence. //3. 8e-09: 331 :63//AQ140356 
F-HENBBI 0003 39//Hoao sapiens I2q24 PAC RPCI1-46F2 (Rosaell Park Ca 
ncer Inst i tute Huaan PAC library) coaplete sequence. //I . 2e-52: 295: 
77//AC0023S1 
F-HENBB 100034 1 

F-HENBBI 00034 3//P I asaodiua falciparua NAL3P3, coaplete sequence.// 

0. 00081 : 397: 81//Z98S47 

F-HENBB I 0Q0354//Huaan DMA sequence froa clone 192P9 on chroaosoae 
Xpll.23-11.4. Contains a pseudogene siailar to rat Plasaolipin, ES 
Ts and CSSs, coaplete sequence. //9. 1 e-34: 598: 66//AL020989 
F-HEMB8I0003C9//Genoaic sequence froa Huaan 17, coaplete sequence. 
//D. 012:298: 60//AC002090 

F-HENBB I 000374//Huaan Xp22 contig of 3 PACS (87-39012, R7-134C1. R 
7-185L2I) froa the Roswell Park Cancer Institute, coaplete sequenc 
e. //9. 3e-69: 294: 89//U9S409 

F-HEIBB I 000376//Huaan DMA sequence froa clone 7SIH9 on chroaosoae 
6ql3. Contains part of an unknown gene, ESTs, STSs and GSSs. coapl 
ete sequence. //3. Se-S4:3S2:88//AL034377 

F-HEIBB 100039l//Tr ichotheciua roseua internal transcribed spacer 

1, 5.8S ribosoaal RNA gene: and internal transcribed spacer 2, coa 
pi ete sequence. //0. Oil: 168: 67//U51 982 

F-HEIBB 1000 3 99//Hoao sapiens Rad17-like protein (RA017) aRNA. comp 
I ete cds. //2. 6e- 1 83 : 762 : 98//AF076838 

F-tBBB1000402//Hoao sapiens Xq28 BAC PAC and cosaid clones contai 
ning FUR 2 gene exons 1,2, and 3. coaplete sequence.//?. 7e-IS: 466: 6 
3//AC002368 

F-HEIBB 1000404//HOBO sapiens >RKA for ayos in- 1 XA.//3. 50-65:324:98/ 
/AJ 001714 

F-tClBB1000420//244Kb Contig froa Huaan Chroasoae I Ipl 5. 5 spanning 
D11S1 through 011S2S, coaplete sequence. //0. 013:399: 62//AC001 228 
F-HEIBB 1 000434/ /Hoao sapiens PAC clone 278C19 froa I2q, coaplete s 
equence. //6. le-83: 571 :84//AC004263 

F-HENBB 1Q0043B//RPC I 1 1-21 E 14. TP RPCI-11 Hoao sapiens genoaic clone 
RPCI-1 1-2IE14, genoaic survey sequence. //0. 0030: 295: 63//B83 110 
F-HEIBB 100044 I //Hoao sapiens Chroaosoae 22ql2 Cosaid Clone H47gl 
1. coaplete sequence. //2. Se-33: 372: 72//AC00003S 
F-HENBB1000449//Huaan DMA sequence froa PAC 296K21 on chroaosoae X 
contains cytokeratin exon, del ta-aainoi evul inate synthase (erythr 
oid): S-aainolevul inic acid synthase. (EC 2.3.1.37). 6-phosphof ruct 
o-2-kinase/ fructose-2, 6-oisphospha tase (EC 2.7.1.105, EC 3.1.3.46 
). ESTs and STS.//I. 3e-51 :534: 72//Z8382I 

F-FEMB81Q004S5//Saccharoayces cerevisiae ai tochondr ion origin of r 
epl i cat ion (o'ri6) and olil gene, coaplete cds. //0. 016:522: 5B//L368 
99 

F-HEIBB 1 00047 2 
F-HEIBB 1000480 

F-HEIBB 1 000487//Huaan DNA sequence «et SEQUENCING IN PROGRESS *M 
froa clone 12803, VORKINC DRAFT SEQUENCE. //0. 00013: 314: 64//Z98742 
F-HEIBB 1000490//Huaan ONA sequence *e« SEQUENCING IN PROGRESS tee 
froa clone II8SNS. VORKING ORAFT SEQUENCE. //4. le-1 10: 529: 98//AL034 
423 

F-HE1BB100049I//Plasaodiua falciparua chroaosoae 2, section 25 of 
73 of the coaplete sequence. //0. 10: 187: 6 5//AE00 1388 
F-HEMBB1 0Q0493//Huaan DNA sequence froa clone 3S3H6 on chroaosoae 
Xq2S-26. 2. Contains the alternatively spliced SMARCA1 gene for SI1 
/SHF related, aatrix associated, actin dependent regulator of chro 
aatin. subfaaily a. aether 1 (SNF2L1) and a 40S Ribosoaal Protein 
S26 pseudogene. Contains ESTs, STSs and GSSs. coaplete sequence.// 
3. 7e-06:S37:58//AL022577 

F-HEM6B10005l0//Hoao sapiens chroaosoae 17, clone hRPK. H2_J_9, co 
aplete sequence.//3. 1 e-96 : 737 : 81//ACOOSS53 

F-HENBB 10005 18//Hoao Sapiens Chroaosoae X clone b>XD17l. VORKING 0 
RAFT SEQUENCE. 1 ordered pi eces. //0. 0001 4: 163 : 68//AC004676 
F-HENBB1000523//PI asaodi ua falciparua DNA tea SEQUENCING IN PROCRE 
SS »** froa contig 3-105. coaplete sequence. //0. 41 : 349: 56//AL01021 
2 

F-t£MB8l0Q0530//H. sapiens aRNA for extracellular aatrix protein co 
Hagen type XIV, C-terei nu«. //6. 6e-37: 138: 96//TI 1710 
F-HEMBB1000550//Hoao sapiens genoaic DNA of 8p2l.3-p22 anti-oncoge 
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ne of hepatocellular colorectal and non-seal I cell lung cancer . s 
egaent 3/1I.//3. 9e-S6: 683 : 7I//AB020860 

F-HEIBB 1 000554/ /Hoao sapiens ate SEQUENCING IN PROGRESS ttt. VORKI 
NG ORAFT SEQUENCE. //2. 2e-51 : 282 :84//AJ01 1921 

F-HEW81000556//HOBO sapiens aRNA for KIAA0750 protein, coaplete c 
ds. //6. 1 e- 32 : 537 : 65//AB01 8293 
F-HEIBB 1 000564 

F-HEIBB 1 00057 3//Hobo sapiens clone RG228D17. VORKING DRAFT SEQUENC 
E, 2 unordered pieces. //8. 2e-33:268:73//AC005077 
F-HENBBI 000575/ /Huaan DNA tequence froa clone 3231122 on chroaosoae 
22ql3. 1-13.2. Contains the S’ part of the huaan ortholog of chick 
en P52 and eouse H74, and a novel gene coding for a protein siaila 
r to KIAAOI73 and wora Tubulin Tyrosine Ligase. Contains ESTS. STS 
s, GSSs, genoaic aarker 022S4I8 and putative CpG islands, coaplete 
sequence. //5. 8e-47 : 734 : 66//AL02Z476 
F-HENBBI 0005B6//H. sapiens highly polyaorphic aicrosatel I i te DNA.// 
0.030:1 47 :67//X7 9883 

F-HENBBI 000 589//HOBO sapiens Chroaosoae 16 BAC clone CITS87SK-A-27 

9B1 0, coaplete sequence. //6. 3e-41 : 278: 83//AC002300 

F-HENBBI 00059 I //Hoao sapiens Xp22 bins 45-47 8AC CSH0-665N22 (Gene 

ae Systeas Huaan BAC Library) coaplete sequence.//!. I e-1 82: 871 : 98/ 

/AC005184 

F-HENBBI 000 592//Hepati tis C virus genoaic RMA. 3’ nonstrans lated r 
eg ion, partial sequence, clone 119. //0. 012: 185:64// AF009074 
F-KENB81 C00593//Hoao sapiens chroaosoae 7q22 sequence, coaplete se 
quenc e. //1 . 2e- 1 3 1 : 353 : 93//AF053356 

F-HEIBB 1 000 598//HOBO sapiens l2pl3.3BAC RPCI3-488H23 (Roswell Par 
k Cancer Institute Huaan BAC Library) coaplete sequence. //9. Ie-S8: 
600: 72//AC006207 

F-HENBBI 0006 2 3//cDNA encoding Coliolus aanganese peroxidase. //0. 8 
9:284:62//E12284 

F-HENBBI 0006 30//Nus ausculus clone NSAT47 nonsatellite RNA sequenc 
e.//1. 9e-IS: 129:87//U26231 

F-HENBBI 000631//Sequence 26 froa patent US 5708157. //3. 2e-27 1 80:8 
8// 1 80057 

F-HEN88I000632//Huaan aRNA for KIAA0351 gene, coaplete cds.//1.6e- 
48:811 :6S//AB002 349 

F-HENBBI 0006 37//Hoao sapiens clone DJ0425I02, VORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //4. 1e-58:649: 73//AC005478 
F-HEIBB 1 0006 38//H5_3DS1_A I _G01_IF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S1 Col =1 Row=K, geno 
aic survey sequence. //0. 0032:497: 56//AQ1 55234 

F-HENBBI 000643//Hoao sapiens clone RG2280I7, VORKING DRAFT SEQUENC 

E. 2 unordered p » eces. //2.4e-50: 791 : 68//AC005077 

F-HENBBI 00064 9//Hoao sapiens Chroaosoae 16 BAC clone Cl T987-SKS02C 

10. coaplete sequence. //S. 2e-64:775:69//AC003009 

F-HENBBI 0006 52//Hoao sapiens chroaosoae 10 clone CRI-JC2048 aap 10 

q22. I, VORKING DRAFT SEQUENCE. 4 unordered pieces. //2.7e-52:334:89 

//AC006186 

F-HENBBI 000665//Huaan DNA sequence froa clone 4S2N16 on chroaosoee 
Xq21.l-2I.33 Contains capping protein alpha subunit isofora 1 pse 
udogene, STS, GSS. and CA repeat, coaplete sequence. //0. 0062:426:6 
0//AL024493 

F-HEIBB 1 0006 7 1 //Huaan DNA sequence froa PAC 93H18 on chroaosoae 6 
contains ESTs heterochroaat in protein HPIHs-gaaaa pseudogene. STS 
and CpG island.//9. 6e-95: 399: 78//ZS4488 

F-HENBB! 00067 3//HS_3039_A2_C08_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3039 Co 1 = 16 Row=£, gen 
oaic survey sequence. //3.8e-S0: 293: 92//AQ1S51 21 
F-HEJB8 1 000684//Huaan DNA sequence ees SEQUENCING IN PROGRESS $t$ 
from clone 222E13. VORKING ORAFT SEQUENCE. //8. Oe-65: 282 : 83//Z93241 
F-HEN88 1 0006 9 3/ /Hoao sapiens neuroanl aRNA, coaplete cds.//1.6e-11 
8 : 575 : 97//AF040723 

F-HENBBI OOO 7 OS// PI asaodi ua falciparua 3D7 chroaosoae 12 PFYAC88-62 
8 genoaic sequence, VORKING DRAFT SEQUENCE, 9 unordered pieces.// 
8. 6e-07 : 251 :61//AC00S507 

F-HENBBI 0007 06//Huaan ONA sequence «*» SEQUENCING IN PROCRESS *** 
froa clone I53G14, VORKINC ORAFT SEQUENCE. //2. 9e- 20: 434: 64//AL031 1 
18 

F-HEN88I000709//Huaan DNA sequence eee SEQUENCING IN PROGRESS at* 
froa clone 994L9. VORKING DRAFT SEQUENCE. //0. 26: 184: 65//AL034554 
F-HENBBI 000725//Rattus norvegicus GTPase RabSb (RabSb) aRNA. coapl 
ete cds.//t. 8e-129:692:93//US3475 

F-HENBBI 0007 26//Huaan Chroaosoae 16 BAC done Cl T987SK-A-363E6. co 
aplete sequenca.//Z.7e-40:304:80//U91321 

F-HENBBI 000738//Huain Xq28 cosaids U126G1, U142F2. U69B6. U145C10. 
UI69A5, U84HI . U24D12. U80A7, U1 53E6, L3S48S, and R7-163AB contai 
ning iduronate 2-sulfatase gene and pseudogene, coaplete sequence. 
//8. 9e-3S : 582 : 63//AF01 1 889 

F-HENBBI OOO 749//Hoao sapiens chroaosoae II clone CIT-HSP-1 337H24, 
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WORKING DRAFT SEQUENCE. 9 unordered pieces. //5. Ze-46: 262: 89//AC005 
849 

F-HEMBBI 000763//Huaan ONA sequence *•» SEQUENCING IN PROGRESS eee 
fro* clone S37K23, WORKING DRAFT SEQUENCE. //!. Se-99: 316: 98//AL0344 
OS 

F-HEMBB 1000770//Kuaan ONA sequence fro* clone 80119 on chroaosoae 
6p21. 31-22. 2 Contains genes and pseudogenes for olfactory recepto 
r-like proteins. STS. GSS. complete sequence. //O. 044: 325 :60//AL022 
727 

F-HEMB8 1 000774 

F-HEMBB 1000781 //Sequence 3 fro* patent US S753446. //I. 2e-92: 599:86 
//AR008277 

F-HENB81 00078 9//Ho*o sapiens *RNA tor KIAA0677 protein, coaplete c 
ds.//9. 3e~64 : 672 : 7I//AB0 14577 

F-HEMBB 1 0007 90//Ho*o sapiens I2ql3.1 PAC RPCM-228P16 (Roseell Par 
k Cancer Institute Huasn PAC Library) coaplete sequence. //2. 4e-41 : 
460: 74//AC004801 

F-H6MB81000794//HS_3034_B2_012_NF CIT Approved Huaan Genoaic Sper* 
Library 0 Hobo sapiens genoeic clone Plate=3034 Co I =24 Row=H, gen 
o*ic survey sequence. //1 . 8e-74: 378: 97//AQ11 7099 
F-HEMB81000807//H. sapiens CpC island DMA genoaic Mse I fragaent. cl 
one 39d7. reverse read cpg39d7. rtl a.//B. Se-14:9S:97//Z5841 2 
F-HEMBB 1 0008 10//H. sapiens chroaosoae 22 CpG island ONA genoaic Nse 
1 fragaent, clone 303a8. coaplete read. //3.2e~05:1 38:71 //Z79983 
F-HEMB81000821//HS_21S8_&1_A12_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2!68 Col=23 Row=B, gen 
oaic survey sequence. //0. 85:208:60//AQ08636l 

F-HEMBBI 000822//Huaan BAC clone GS1I3H23 froa 5p15.2. coaplete seq 
uence. //3 . 0e-06 : 361 : 60//AC00301 5 

F-HENBB1000826//Huaan BAC clone RG180F08 froa 7q31. coaplete seque 
nce.//l. 1 e-27 : 360: 69//AC 002431 
F-HEMBBI 000827 
F-HENBB 1000831 

F-HEMBB 10008 3S//Huaan DNA sequence froa clone 4514 on chroaosoae 6 
024.1-24.3. Contains too putative unknown genes. ESTs, STSs and GS 
Ss. coaplete sequence. //0. 00098:234: 63//AL023581 
F-HEMBB1000840//Huaan Chroaosoae 11 Cosaid cSRL97a6, coaplete sequ 
ence.//4. Se-61 : 328: 79//U73649 

F-t€MB81000848//Hoao sapiens DNA sequence froa PAC 206015 on chroa 
osoae 1q24. Contains a Reduced Folate Carrier protein (RFC) LIKE g 
ene, a ai tochondr ial ATP Synthetase protein 8 (ATP8, NTATPB) LIKE 
pseudogene, an unknown gene and the last exon of the JEM1 gene cod 
ing for the Basic-Leucine Zipper nuclear factor JEM-1. Contains ES 
Ts. an STS and a BAC end sequence (GSS). coaplete sequence. //9. 7e- 
144:809: 87//AL021068 

F-HEMB8I000852//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC293 g 
enoaic sequence. WORKING ORAFT SEQUENCE. 9 unordered pieces. //0. I 
2 : 492 : 58//AC004 1 57 

F-HEMBB 1000870//P I asaodiua falciparua 307 chroaosoae 12 PFYAC293 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 9 unordered pieces. //0. 00 
24:212:6 7//AC004 1 57 

F-HEMBB 1 000876//Ho*o sapiens ELISC-1 aflNA. partial cds.//1 . 5e-32: 2 
00:94//AF085351 

F-HEMBB 1000883//HS_30SS_B2_C04_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=306S Col=8 Roa=F, geno 
aic survey sequence. //0. 0017: 152:66// AQ1 37687 
F-HEMBB 1000887 

F-HEMBB 1000888//C I T-HSP-2329A10.TR CIT-HSP Hobo sapiens genoaic cl 
one 2329AI0, genoaic survey sequence. //1 . 5e-31 : 172: 98// AQ044369 
F-HEMBB 10008 90 

F-HEMBB 1000893//P I asaodiua falciparua MAL3P2. coaplete sequence.// 
9. Se-06: 768: 56//AL034558 

F-KEMB8 I 000§0B//Hobo sapiens clone DJ11I9N05. coaplete sequence.// 
4. 5e-2! : 199: 82//AC004968 

F-HEMBB 1 0009 10//P I asaodiua falciparua DNA **t SEQUENCING IN PROGRE 
SS »** froa MAL4P1. WORKING ORAFT SEQUENCE. //0. 72: 366: 59//AL034557 
F-HEMBBI 00091 3//HS_3078_B1_C02_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3Q78 Col-3 Row=F. geno 
aic survey sequence. //9. 9e-l 2:221 : 63// AQ1 44507 
F-HEMBB 10009 15//Hoao sapiens DNA for (CGG)n trinucleotide repeat r 
egion. isolate P4.//l.2e-49:252:99//AJ00l215 

F-HEMBB 1 00091 7//Hoao sapiens chroaosoae 5. PI clone 254f11 (LBNL H 
62). coaplete sequence. //2. 3e-42: 316: 76//AC006077 
F-HEMBB 1000927//Huatn BOR-2 aRNA for hippocalcin, coaplete cds.// 
3. 6e-30: 528: 65//D16593 

F-HEMBB 1 00094 7//CpG0B56B CpIOVAgDNA) Cryptospor idiue parvua genoai 
c, genoaic survey sequence. //0. 81 : 262: 62//AQ2544B3 
F-HEMBB 10009S9//Huaan ONA sequence *** SEQUENCING IN PROGRESS see 
froa clone 34606, WORKING DRAFT SEQUENCE.//!. 2e-43: 454: 75//Z84487 
F-HEMBB 1 Q00973//Mus ausculus schlafenZ (SI f n2> eRNA, coaplete cds. 



//8. 3e-42 : 458 :72//AF09 9973 

F-HEMBB 1 00097 5//Arabidopsi s the liens genoaic DNA. chroaosoae 5. PI 
clone: MBAS, coaplete sequence. //0. 98: 196: 63//AB005234 
F-HEMBB 1000981 

F-HEMBB 1 000 985//Hoao asp iens chroaosoae 19, cosaid R29388. coaplet 
e sequence. //2. 9e-06: 566: 57//AC004476 

F-HEMB81 000991 //Huaan ONA sequence froa PAC 238J17 on chroaosoae 6 

q22. Contains EST and STS. //0. 099: 391 : S7//Z98753 

F-HEMBB 1 000 996//Huaan ONA sequence froa BAC 999010 on chroaosoae 2 

2ql3. 3. Contains two BAC end-sequences (GSSs).//6. 2e-33: 227: 8Q//Z9 

4802 

F-HEMBB1 001 004 

F-HEMBB1 001 006//Huaan Chroaosoae 16 BAC clone CIT987SK-A-951C11 . c 
oaplete sequence. //4. Oe-13: 164: 79//AC002551 

F-HEMBBI 00101 1//Hua«n Chroaosoae 16 BAC clone C IT9B7SK-A-63SH12. c 
oaplete sequence. //7. 5e-)3:229:69//AC0023l0 

F-HEMBBI 0010 1 4//Hoao sapiens chroaosoae 16, BAC done 3/ SGI 2 (LAN 
L), coaplete sequence. //0. 32: 474: S8//AC00575I 

F-HEMBB 1 001 02 0//Hoeo sapiens BAC clone 255A7 froa 8q2l containing 
NBS1 gene, coaplete sequence. //2. 6e-39: 21 8: 80//AF 069291 
F-HEMBB I OO 1024//Hoao sapiens BAC clone 393122 froa 8q21. coaplete 
sequence. //5. 3e-05: 656: 59//AF07071 7 

F-HEMBBI 001 037//C I T-HSP-2358K16.TF CIT-HSP Hoao sapiens genoaic cl 
one 2358K16, genoaic survey sequence. //6. 6e~05: 228: 64//AQ080S39 
F-HEMBBI OO 1047//Hoao sspiens cosaids Qcl4E2. Qct2H12. Qc 1 1F9. QcIO 
G9. LAI 733 and Qcl7B8 froa Xq28, coaplete sequence. //4.0e-27: 385: 7 
1//U82671 

F-HEM8BIOO! Q51//H. sapiens eRNA for FAN protein.//). 2e-27: 160:98//! 
96586 

F-HENBBI00I056//Hoao sapiens clone DJ0953A04. WORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //Z. 3e-89: 1 80: 9I//AC006014 
F-HENBB I OO) 058//Hoao sapiens 3p22-8 PAC RPCI4-736H12 (Roseell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //I. 2e-4l 4 
68 : 74//AC006060 

F-HENBB 1 00 1060//Huaan Tiggerl transposable eleaent. coaplete conse 
nsus sequence. //4. 3e-1 22 : 785 : 86//U49973 

F-HEMBBI 001 063//Huaan DNA sequence see SEQUENCING IN PROGRESS see 
froa clone 523G1, WORKING ORAFT SEQUENCE. //7. 1e-1 62: 770: 99//AL034J 
75 

F-HENBB 1 00 1068//Hoao sapiens 1iprin-bets2 aRNA. partial cds. //3. 1 
e- 1 46 : 736 : 9S//AF034803 

F-HEMBBI 001096//Buchnera aphidicola genoaic fragaent containing (c 
haperone Hsp60) groEL. DNA biosynthesis initiating protein (dnaA) , 
ATP operon (stpCDGAHFEB). and putative chroaosoae replication pro 
tein (gidA) genes, coaplete cds: and terainstion factor Rho (rho) 
gene, partial cds. //0. 000S8: 690: S7//AF0082 10 

F-HEMBBI 00 1 102//Ho*o sapiens huntingtin interacting protein HYPH a 
RNA. partial cds.//2. 1 e-76: 368: 99//AF049S12 

F-HEMBB 1 00 1 1 05//C 1T-HSP-2185N1.TR CIT-HSP Hobo sapiens genoaic clo 
ne 218SN1. genoaic survey sequence. //I . 0e-09: 1 36: 76//AQ002987 
F-HEMBBI 001 112//Ratlus rattus sec61 hoaologue aRNA, coaplete cds./ 
/I . 0e-l08: 909: 76//M96630 

F-HEMBBI 001 11 4//Hobo sapiens chroaosoae 17. clone hRPK. 795_F_1 7, c 
oaplete sequence. //7. 2e-07:459: S9//AC0052B4 

F-HEMBBI 001 1 1 7//HS_21 78_BI_E12_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P!ate=2178 Col=23 Row=J,gen 
caic survey sequence. //7. 8e-50: 331 : 86//AQ068244 
F-HEMBBI 001 1 19//Huaan collagen type XII alpha-1 precursor (C0L12A 
1) aRNA. coaplete cds.//l . 6e-25: 150:98//U73778 
F-HEMBBI 001 126 

F-HEMBBI 001 1 33//Hobo sapiens Xp22-132-134 BAC C$1©-S90JIS (Cenoae 
Systeas Huasn BAC library) coaplete sequence. //2. 8e-24: 228: 80//AC0 
04673 

F-HEMBBI 001 137 

F-HEMBBI 001 142//Hoeo sapiens chroaosoae Y. clone 264, N, 20. coaplet 
e sequence. //1 . 0e-40: 231 : 76//AC00461 7 

F-HEMBBI 001 151 //Rat t us norvegicus golgi peripheral eeabrane protei 
n p65 (GRASP65) aRNA, coaplete cds. //2.9e-47: 640: 67//AF0 15264 
F-HEMBB1001153//C I T-HSP-2359K11.TR CIT-HSP Hoao sapiens genoaic cl 
one 2359K1 1. genoaic survey sequence. //0. 76: 136: 67//AQ07S724 
F-HEM88! 001 169//Huaan ONA sequence froa PAC 84FI2 on chroaosoae !<a 
2S-Xq26. 3. Contains giypican-3 precursor (intestinal protein OCI- 
5) (GTR2-2). ESTs and CA repeat. //9. 9e-63:259: 79//AL008712 
F-FEIffi81 001 1 75//Huam aRNA for ankyrin aotif. coaplete cds.//2.2e- 
34: 509: 66//D78334 

F-HElffi81 001 177//C I T-HSP-2321I17.TR CIT-HSP Hoao sapiens genoaic cl 
one 2321117. genoaic survey sequence. //5.9e-27: 320: 7S//AQ036473 
F-HEMBBI 001 1 82//RPC III -30J5. TV RPC 1-11 Hoao sapiens genoaic done 
RPCI-1 1-30J5. genoaic survey sequence. //S. 7e-06 : 62 : 96//B8S 1 88 
F-HEMBBI 001 199 
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F-HEMBB 10012 08//KS_202 6_8 1 _C07_T7 ClT Approved Huaan Genoaic Spera 
Library 0 Hobo sapient genoaic clone Plate=2026 Co 1 = 13 Ro»=F, gen 
oaic survey sequence. //O. 0001 8: 1 34:70// AQ229237 
F-HEMBB100I209//CITBI-E1-2S2IF23.TF CITBl-61 Hoao sapiens genoaic 
clone 2521F23. genoaic survey sequence. //1 . 4e-9S: 464: 98//AQ278357 
F-HEMBB I 001 210//HS_3102_A2_F09_MF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3102 Col=l8 Row=K, gen 
oaic survey sequence. 7/Z. 6e-90: 446: 98//AQI 1 91 96 
F-HEMBB1Q01218//Huaan DMA sequence *«* SEQUENCING IN PROGRESS «*« 
froa clone 796F18. I0RKING DRAFT SEQUENCE. //I . Oe-31 :3IS: 72//AL031 2 
91 

F-HEI081OOI22I//PI asaod iua falciparua 307 chroaosoae 12 PFYAC1383 
genoaic sequence. VORKING ORAFT SEQUENCE. 3 unordered pieces.//9.7 
e-1 7:770: S9//AC005S04 

F-HEMBB 100 1 234//H. sapiens CpG island ONA genoaic Msel fragaent, cl 
one 3919, forward read cpg39f9. f tl e. //4. 0e-30: 171 :97//Z6S435 
F-f€M8B100l242//Heao sapiens aRNA for LAK-1, coaplete cds.//3.8e-3 
0 : 458 : 67//AB0Q5754 

F-HEMBB1 001 249//C I T-KSP-2375N1 9. TF CIT-HSP Hoao sapiens genoaic cl 
one 237SNI9. genoaic survey sequence. //0. 0076: 250: S3//AQ1 09087 
F-HEMBB 1001 2 53//Hoao sapiens genoaic ONA. chroaosoae 21q11.l. sega 
ent 3/28. VORKING DRAFT SEQUENCE. //O. 0097: 89: 80//AP000032 
F-IOBB1 001 254//C I T-HSP-2320E5. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2320ES, genoaic survey sequence. //3. 7e-S4: 284: 97//AQ037 173 
F-HEMBB 1 001 267//Hoao sapiens chroaosoae 17. clone hRPK. 488_L_1, co 
aplete sequence. //3. Se-30:236: 78//AC005303 

F-HEMB8t0Q127l//HS_30l 1_A1_G02_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3011 Col=3 Row=M. geno 
aic survey sequence. //S. 2e-07:364:62//AQ214217 
F-HEMBB1001 282//CIT-HSP-2356J20. TF CIT-HSP Hoao sapiens genoaic cl 
one 23S6J20. genoaic survey sequence. //1.8e-16: 109: 97// AQ060969 
F-HENBB1001288//R. norvegicus aRNA for gephyrin.//3.4e-!8:194:77//X 
68368 

F-HEMBB 1 00 1 2 B9//Genoa i c sequence froa Huaan 9q34. coaplete sequenc 
e. //A. 8e-66 : 434: 74//AC000387 

F-HEMBB 1 C0 1 294//HS_30 3 9_01_DO1_MF ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3039 Col=l Row=H, geno 
aic survey sequence. //2.0e-90:437:99//AQ1S503S 
F-HEMBB 1001 302 

F-HEMBB 1001 304//CIT-HSP-2053E1 5. TF CIT-HSP Hoao sapiens genoaic cl 
one 20S3E1S, genoaic survey sequence.//2. 2e-07 : 370: 61//B69144 
F-fCNBB 100131 4//Mus ausculus Ol f-1/EBF-l ike-3 transcription factor 
(0/E- 3) aRNA. coaplete cds.//S. 7e-1 IS:663:85//U92703 
F-HEMB81QQ131S//Hoao sapiens chroaosoae 10 clone LA10NC01_40_G_3 a 
ap 1Gq26.1-1Qq26.2. VORKING DRAFT SEQUENCE. 1 ordered pieces. //2.S 
e-33: 328: 77//AC00S096 

F-HEMB81Q0I 317//Hoao sapiens Xp22-1S0 BAC GSHB-309P1 5 (Genoae Syst 
eas Huaan BAC Library) coaplete sequence.//1.4e-122:680:91//AC0062 
10 

F-HEMB810O1 326//Hoao sapiens BAC clone RG136N17 froa 7p1S-p2l. coa 
Plate sequence. //2. Be-09: 518: 60//AC004129 

F-HEMBB100I 331//Mus ausculus aRNA for hepatoaa-der i ved growth fact 
or. coaplete cds. strain:BAL8/c.//3. 7e-56: 458: 79//063850 
F-HEMBB!001335//HS_30S5_A1_H10JIR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S5 Col=l9 Row=0, gen 
oaic survey sequence. //1. 0:222 .63//AQ1 47384 

F-HEMBBI001 337//Huaan PAC clone DJ0093I03 froa Xq23, coaplete sequ 
ence. //I. Oe-74: 319: 85//AC003983 

F-HEMBB 1001 3 39/ZHoao sapiens FSHO-associated repeat DNA, proxiaal 
reg i on. //4. 0e-l 35 : 8S6 : 87//U8S0S6 

F-HEMBB 1 001 346//Huaan faailial Alzheiaer's disease (STV2) gene, co 
aplete cds . //3. 3e-44 : 48 1 : 74//U5087 1 

F-HEMBB 1001 348//Hoao sapiens BAC clone NH049IBO3 froa 7p21-pl5, co 
aplete sequence. //1 . 8e- 1 7 : 2 1 0 : 73//AC00604 1 

F-HEMBB 100 1 356//Hoao sapiens clone RC2S2P22. VORKING DRAFT SEQUENC 
E. 3 unordered pieces. //1. 0: 386 :59//ACOOS079 

F-HEM8B 10013 G4//Moao sapiens chroaosoae 17, clone hRPC. 842_A_23, c 
oaplete sequence. //0. 97: 349: 61// AC004662 

F-HEMBB 1001366/ /Hoao sapiens chroaosoae 10 clone CIT987SK-1 1881 5 a 
ap lOp1 1. 2-10pt2. 1, coaplete sequence. //5. 5e-1 61 : 766: 98//AC005876 
F-HEMBB 1001 367//Hoao sapiens chroaosoae 17, clone hRPC. 9Q6_A_24, c 
oaplete sequence. //3. Oe-S5:510:76//AC004408 

F-HEJffiB 1 00 1 369//Hoao sapiens BAC clone RG163KI1 froa 7q3l, coaplet 
e sequence. //0. 048 : 244.64//AC0051 92 

F-HEMBB 1 00 1380//Hoao sapiens PAC clone DJ1102B04 froa 7q11.23-7q2 
1. coaplete sequence. //2. 5e-26: 257: 78//AC006204 
F-HEMBB 1 00 13S4//Mus ausculus COP9 coaplei subunit 4 (COPS4) aRNA, 
coaplete cds.//5. le-99:571 :89//AF071314 

F-fCMBBI00l387//Let$haan ia tarentolae ai tochondr i al 12S ribosoaal 
RNA gene. //I. le-05: 546 : 5B//X02354 



F-HEMBB 1 001 394//Hoao sapiens BAC clone GS421I03 froa Xq25-q26. coa 
plete sequence. //4. 0e-l29: 788: 88//AC005023 

F-I€MB8100I410//Hoao sapiens abler 1 (VBSCRI) and replication facto 
r C subunit 2 (RFC2) genes, coaplete cds.//4. 8e-1 I :632:59//AF04555 
S 

F-HEMBB 100 !424//Mus ausculus Chroaosoae 4 BAC clone BacB6, coaplet 
e sequence. //0. 001 2: 435: S9//AC00301 9 

F-HEMBB l 00 1426//Hoao sapiens clone 0J0736K0S. VORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //3. 8e-17: 360:€4//AC00S482 
F-HEMBB 1 00 1 429// leucine aainopept idase [cattle, kidney. aRNA. 2056 
nt].//4. le-t 14:668:88//$65367 

F-ICMBBI001 436//Howo sapiens FUT2 gene, intron I, coaplete sequenc 
e. //2. 3e-37 : 438 : 74//AB00093I 

F-HEMBB 1001 443//Bos taurus pyruvate dehydrogenase phosphatase aRN 
A. coaplete cds. //9. le-92: 550: 88//LI8966 

F-HEM8B1001449//Hoao sapiens chroaosoae 5. PAC clone 22Bg9 (LBNL H 
142). coaplete sequence. //0. 00024: 385: 62//AC004768 
F-HEMBB 100 1454//Hoao sapiens chroaosoae 19. cosaid R34I69, coaplet 
e sequence. //0. 84 : 577 : 57//AC005790 

F-HEMB8I001 458//Huaan Chroaosoae II pac pOJ197h17, VORKING DRAFT S 
EQUENCE. II unordered pi eces. //8. 0e-40: 377: 78//AC000382 
F-HEMBB I 00 1463//Huaan Chroaosoae 16 BAC clone CIT987SK-A-270CI. co 
aplete sequence. //0. 01 1 : 482 :59//AF00 1549 

F-HEMBB 1 00 1464//Huaan chroaosoae I6pl3 BAC clone CIT987SK-3H8 coap 
lete sequence. //0. 01 9: 263: 61//U91 320 

F-HEMBB 1 00 1 482//Rattus norvegicus Olf-l/EBF associated Zn finger p 
rotein Roaz aRNA, al ternat ively spliced fora, coaplete cds.//l.0e~ 
30:521 :66//U92S64 

F-HEMBB I 00 1S00//Hoao sapiens clone DJ0742P04. VORKING ORAFT SEQUEN 

CE. 6 unordered pieces. //I. 3e-3l : 479: 71//AC004873 

F-HEMBB 1 00 1 52 1 //Hoao sapiens clone RG269P13, VORKING ORAFT SEQUENC 

E. 6 unordered pieces. //3. 7e-S1 : 680 : 70//AC005080 

F-HEMBB 1 001 52T 

F-HEMBB 1001 531 //Hoao sapiens Chroaosoae 22q11.2 Cosaid Clone 89h I 
n OGCR Region, coaplete sequence.//!. 3e-79: 696: 79//AC000089 
F-IEMBB1 001 53S//0. tries DNA for polyaorphic Barker '0VINRA01 (339 
bp) . //0. 00034: 2 1 7 : 62//X89268 

F-HEMBB1 001 536//Hoao sapiens PAC clone DJI182N03 froa 7ql1.23-q2l. 
1. coaplete sequence. //0. 54:266: 60//AC004548 

F-HEMB81001S37//Hoao sapiens chroaosoae 19. cosaid R29368, coaplet 
e sequence. //4. 6e-25: 784:61//AC0O4262 

F-HEMBB1001 55S//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-24 
8F7. coaplete sequence.//6.9e-50:213:80//AC004605 
F-HEMBB1 001 562//Hoao sapiens clone NH0523H20, coaplete sequence.// 
0.46: 269 : 60//AC005041 

F-HEMBB 1 001 S64//Huaan ONA sequence froa clone I92P9 on chroaosoae 
Xpl I. 23-1 I. 4. Contains a pseudogene siailar to rat Plasaolipin. ES 
Ts and GSSs, coaplete sequence.//!. 7e-1 07: 620: 83//AL020989 
F-HEMBB 100 I S6S//Hoeo sapiens BAC clone RG437LI5 froa 8q2l. coaplet 
e sequence. //2.4e-50: 734: 67// AC004003 

F-HEM881001 S8S//Huaan DNA sequence froa clone 790B6 on chroaosoae 
20p1 1. 22-12. 2. Contains STSs and GSSs. coaplete sequence. //I. 4e- 16 
6:816: 97//AL031 677 
F-KEMB81 001 $86 

F-HEMBB 100 I 588//Hoao sapiens chroaosoae 19, CIT-HSP-444n24. coap I • 
te sequence. //I. 6e-21 :419: 65//AC005261 
F-fCMBBI 001603 

F-f€MBB1001618//Hoao sapiens DNA sequence froa PAC 142L7 on chroao 
soae 6q21. Contains a Laainin Alpha 4 (LAMA4) LIKE gene coding for 
two alternatively spliced transcripts, a Tubulin Beta LIKE pseudo 
gene, a Connective tissue growth factor (NOV, GIG) LIKE gene. A pr 
edicted CoG island. ESTs, STSs and genoaic aarker 06S416. coaplete 
sequenc e. //A. 5e-29 : 422 : 72//Z99289 

F-HEMBB 1001 6 19//HS_30 7 9_B1_A04_MR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3079 Cot=7 Row=B, geno 
aic survey sequence. //0. 0010: 77: 79//AQ 1 23388 

F-HEMB61001 630//Ho«o sapiens clone RG315H11. VORKING ORAFT SEQUENC 
E. 5 unordered pieces. //3. 2e-1 2 : 667 : 59//AC005089 
F-HEMBB 1001 635//P1 asaod iua falciparua MAL3P7, coaplete sequence.// 
3. 8e-05:475: 57//AL034559 

F-HEMBB 1001 63 7//Hoao sapiens DNA sequence froa PAC 934G17 on chroa 
osoae 1p36.2l. Contains the alternatively spliced CLCN6 gene for c 
hi or id* chanel proteins CLC-6A (KIAA0046) -B, -C and -D, the alter 
natively spliced NPPA gene coding for Atrial Natriuretic Factor AN 
F precursor (Atrial Natriuretic peptide ANP. Prepronatr iodi I at tf») . 
the NPPB gene for Brain Natriuretic Protein BNP. and a pseudogene 
siailar to SBFt (and other Myotubul ar in-related protein genes). C 
ontains ESTs. STSs and the genoaic aarker D1S2740, coaplete sequen 
c e. //9. 2e- 1 3 : 1 68 : 76//AL02 1 1 55 

F-HEMBB100I64I//Arabidops(s thaliana genoaic DNA, chroaosoae S, PI 



[0 7 17] 



9 8 4 



tfJiiE# 200 2 - 3046778 




# 2000—118776 



im 4 1 8 ] 



done: MP0I2. collate sequence. //O. 00097: 721 : 58//AB006702 
F-HEMBB 1 001 6S3//Hoao sapiens chroaosoae 2 clone 101B6 eap 2pl1. co 
eplete sequence. //0. 15:276:63//ACQQ2038 

F-!£MB8)001 66S//Bov i ne herpesvirus type 1 ear ly-interaediite trans 
cription control protein (BICP4) gene, complete cds. //0. 43: 393: 61/ 
/LI 4320 

F-1CMB81001S68//F16C15-T7 IGF Arabidopsis thiliana genoaic clone F 
1605, genoaic survey sequence. //0. 040: 275: 60//BI 2308 
F-HEMBB I 001 67 3//Hoao sapiens aRNA for KIAA0646 protein, coaplete c 
ds. //7. 2e-l 71 : 803: 98//AB0I4546 

F-HEMB81 001 684//Sequence I froa patent US 5700927. //7. Se-1 24: 883: 8 
I// 1 86429 

F-HEMB81001685//CIT-HSP-228709. TF CIT-HSP Hobo sapiens genoaic clo 
ne 228709. genoaic survey sequence. //2. 3e-34: 191 :97//B99261 
F-HEMBB I 001 695//Huean DNA sequence froa clone 431 P23 on chroaosoae 
6q27. Contains the first coding eion of the HLLT4 gene for ayeloi 
d/lyaphoid or aixed-l ineage leukeaia (tri thorax (Drosophila) hoaol 
og) : translocated to, 4 (AF-6. Afadin, MLLT-4, ALL-1 fusion partne 
r). and a Serine Palai toy I transferase 2 (EC 2.3. 1. SO. Long Chain B 
ase Biosynthesis protein 2. LC8-2, SPT-2) pseudogene. Contains EST 
s. STss. CSSs, and a putative CpG island, coaplete sequence. //0. 00 
91 : 334:63//AL009178 

F-HEMBB 1001 704//Huaan DMA sequence froa clone 931E15 on chroaosoae 
Xq25. Contains STSs. CSSs and genoaic Barker DXS8098, coaplete se 
quence. //1 . 2e-1 7: 1 44 : 87//AL023575 
F-HEMBB 1001706 

F-HEMBB I 00 1 707//Gu i nea pig CD19 aRNA. coaplete cds.//0. 57: 232:62// 
1162543 

F-fOBBIOOl 717//Saccharoayces cerevisiae ai tochondrial tRNA-Tyr, t 
RNA-Asn. I tRMA-Met genes. //I. le-1 3: 723: 58//AJ223323 
F-HEMBB 100173 5//Huaan PAC clone DJ0596009 froa 7p1S. coaplete sequ 
ence. //I . 3e-36 : 427 : 73//AC003074 

F-HEMBB100) 736//S. poabt chroaosoae II cosaid C484.//0. 0085 :479: 57/ 
/AL023706 

F-HENBBI 001 747//Hoao sapiens PAC clone DJ1002N02 froa 7p21-p22, co 
apl et e sequence. //4. 0e- 1 1 2: 532 : 84//ACOOS376 

F-HEMBB) 001 749//Hoao sapiens chroaosoae 17, clone hRPK. 2S9_G_1 8, c 
oaplete sequence. //I . 3c-98: 395: 82//ACOOS829 

F-HEMBB 1 001 753//S. aai iaus repeat region. 342bp.//4. 2e-1 1 :69:8S//Z7 
8099 

F-ttf3B61001756//Hoao sapiens full length insert cDNA clone ZD86A1 
1 . //0. 0015: 302 : 62//AF088064 

F-HEMBB1001760//P. falciparua coaplete gene asp of plast id-1 ike DHA 
(IR-A).//0. 011 :61$: S6//X95275 

F-HEMBB1 001762//CIT-HSP-2290J16. TF CIT-HSP Hoao sapiens genoaic cl 
one 2290J16. genoaic survey sequence. //0. 84: 208: 64//AQ005 184 
F-HEMBB1 001 78S//P I asaod i ua falciparua DMA sst SEQUENCING IN PR0GRE 
SS froa KAL1P3. VORKINC DRAFT SEQUENCE. //0. 001 9:469 :60//AL03 17 
46 

F-HEMBB1 001 797//Huaan heterogenous nuclear RNA V16V. //0. 00012:83:8 
6//X17272 

F-HEMB61001802//Plasaodiua falciparua MAL3P7, coaplete sequence.// 
1 . 8e- 1 1 : 538 : 60//AL034559 

F-HEMBB 100 I 81 2//Huaan DNA sequence **» SEQUENCING IN PROGRESS Me 
froa clone 35688. VORKINC DRAFT SEQUENCE.//!. Oe-56: 304: 84//Z98882 
F-HEMBB 1 00 1 8 1 6 //Hoao sapiens chroaosoae 19. cosaid F24083. coaplet 
e sequence. //3. 6e-75 : 300 : 87//AC005204 

F-HENBBI 00 183 1 //Hoao sapiens PAM COOH-terainal interactor protein 
t (PCI PI) aRNA. coaplete cds.//2. 3e-162:763:98//AF0S6209 
F-HEMBB1001834//CIT-HSP-2291012.TF CIT-HSP Hoao sapiens genoaic cl 
one 2291012. genoaic survey sequence. //7.6t-08: 73: 94//AQ0041 68 
F-HEMBB 100 18 36//Hoao sapiens I2q13.1 PAC RPCI1-228P16 (Roswell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence. //5. 7e-30: 
297 : 79//AC0O48OI 

F-HEMB81 001 839//Huaan Chroaosoae X. coaplete sequence. //0. 01 6: 293: 
63//AC004073 

F-HEMBB 1 00 1850//PI a saodiua falciparua 307 chroaosoae 12 PFTAC1383 
genoaic sequence. VORXING DRAFT SEQUENCE. 3 unordered pieces. //0.0 
027 : 81 2: S8//AC005S04 

F-HEMB81 001 863//Huaan Chroaosoae 15q26.1 PAC clone pOJ460gl6, VORK 
INC DRAFT SEQUENCE. 3 unordered pieces. //8. 3e-43 : 520: 72//AC004581 
F-HEMBB1 001 867//Huaan proto-oncogene tyrosine-protein kinase (ABL) 
gene, exon la and exons 2-10. coaplete cds.//1. 7e-56: 399:86//U07 
563 

F-H£MBB1001868//Rattus norvegicus clone 923 polyaeric iaaunoglobul 
in receptor aRNA 3' untranslated region. GA rich region, and aicro 
satellites aith GGA-triplet and GAA-triplet repeats. //6. 1e-08:234: 
67//U01 145 

F-HEMBB 1 001 869//Hoao sapiens full length insert cONA clone YT86F0 
1.//7. 4e-87 : 432 : 97//AF085974 



F-HEMBB1 001872 

F-HEMBB 1 001 874//Hoao sapiens clone 0J24IP17. MORX1NG DRAFT SEQUENC 
E. 7 unordered pieces. //3. 4e-14:63l : 61//AC005000 
F-HEMB81001875//Huaan DNA sequence froa clone J428AI31. VORKINC OR 
AFT SEQUENCE. //0. 93:415: S7//Z82209 

F-HEMBB 1 001 880//Huaan genoaic DNA sequence froa clone 30801 on chr 
oeosoee Xpll. 3-11.4. Contains EST. CA repeat. STS. GSS, CpG is Ian 
d. //I . Oe-1 8 : 729 : 60//Z93403 

F-HEMB81001 899//PI asaod i ua falciparua DMA si* SEQUENCING IN PROCRE 
SS *** froa contig 4-10, coaplete sequence. //0. 0038: 425 : 58//AL01 02 
16 

F-MEMBB1 001 905//S. poabt chroaosoae III cosaid C33D.//1. 1e-23:520:6 

2//AL031603 

F-t€MBB1001906 

F-HEMBB1001 908//Huaan eonocytic leukaiaia zinc finger protein (MO 
Z) aRNA, coaplete cds. //3. 7e-82:67Z: 81//U47742 
F-HENBBI 001 91 0//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC1 81 g 
enoaic sequence. VORK l NG DRAFT SEQUENCE. 8 unordered pieces. //Q. 00 
33:566: 55//AC005505 

F-HENBBI 001 91 1//Arab<dops is thaliana chroeosoae II BAC F26C24 gene 
aic sequence, coaplete sequence. //1. 0: 581 : SB// AC004705 
F-HENBBI 001 9 l$//Caenor habdi t is elegant cosaid TOSHIO. coaplete sea 
uence.//!. 2e-16:283:67//Z47812 

F-HEMBB1 001 92 1 //Hoao sapiens chroaosoae 17, clone hCIT. 1 23__J_1 4. c 
oaplete sequence. //3.4e-07: 803 : 58//AC003950 

F-HEMBB1001922//Plasaodiua falciparua chroaosoae 2. section 28 of 
73 of the coaplete sequence. //S.0e-06: 756: S6//AE001 391 
F-HEMBB) 001 925//Huaan MIA sequence froa PAC 2I2P9 on chroaosoae Ip 
34. 1-1 p35. Contains delta opiate receptor, CpG island. CA repeat.. 
//3. le-45: 609:73//AL009181 

F-HEMBB 100 19 30//Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaent 10/1I.//3. 2e-158:745:99//AB020867 

F-HENBBI 00 1944//, coaplete sequence. //4. 1e-60: 638: 73//AC00S81 5 
F-HEMBB1 001945/ /H5_3 1 8$_B! _G05_MR CIT Approved Huaan Genoaic Spern 
Library D Hoao sapiens genoaic clone Plate=3185 Col=9 Row=N. geno 
aic survey sequence.//1 . 0: 280: S8//AQ1 88882 

F-t£MB81001947//Huaan aRNA for KIAA0392 gene, partial cds.//5.6e-2 
0 : 333 : 66//AB002390 

F-HEMBB I 00 1950/ /Huaan lipocortin (LIP) 2 gene, upstreza region.// 
0. 0094: !80:63//M62899 

F-HEMBBI001952//Huaan DMA sequence M* SEQUENCING IN PROGRESS «* 
froa clone 101A4. VORXING DRAFT SEQUENCE. //5. 4e-l 9: 329: 70//Z9334I 
F-EEMBB1 001 953//Hoao sapiens chroaosoae 17, clone hRPK. 79S_F_1 7. c 
oaplete sequence. //0. 1 1 : 589 : 58//AC005284 

F-t€MBB1001957//Huaan DMA sequence froa PAC 204E5 on chroaosoae 1 
2. Contains exon siailar to Vilas' Tuaour-reiated protein QM-like 
P2X- 1 ike receptor. ATP ligand gated ion channel. ESTs. CoC island. 
//9. 8e-25 : 446: 67//Z98941 

F-HEMBB 1001 96 2//Hoao sapiens chroaosoae 16, BAC clone 462G18 (LAN 

L), coaplete sequence. //2. 8e-147: 727: 97//AC005736 

F-HEMBB 1 00 1967//Hoao sapiens clone DJ1102AI2. VORKINC DRAFT SEQUEN 

CE, 15 unordered pieces. //3. 2e-S6 :6S0: 71//AC004963 

F-HElffiBI 001 973//Hoao sapiens chroaosoae 12p13. 3 clone RPCI1I-350L 

7, VORKINC ORAFT SEQUENCE. 72 unordered pieces.//!. 2e-42: 327 84// A 

C005844 

F-HEMBB 1 00 1983//C I T-HSP-2315M4.TF CIT-HSP Hoao sapiens genoaic clo 
ne 23I5M4, genoaic survey sequence. //8. Be-35: 1 98: 96//AQ028O71 
F-HEMBB1001988//D. polychroa aicrosatel I i te sequence (clone Dp 1C e 
1 2) . //4. 5e-07 : 337 : 62//I921 89 

F-HENBB1001990//HS_3234_A1_G08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plata=3234 Col=15 Row=M. gen 
oaic survey sequence. //0. 039:279: 59//AQ204689 

F-HEMBB 1 00 1996//Huaan DMA sequence «*» SEQUENCING IN PROGRESS m* 
froa clone 191 JIB, VORKINC DRAFT SEQUENCE. //0. 18: 392: 58//AL024507 
F-HENBBI 001 997//Hoao sapiens Clone RG140B11. VORKINC ORAFT SEQUENC 
E. 1 unordered pieces. //1. 3e-43:446: 71//AC005069 
F-HEM8B1 002002//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYAC81 2 g 
enoaic sequence, VORKINC DRAFT SEQUENCE, 8 unordered pieces. //0. 07 
7 :444: S8//AC0041 53 

F-HEMBBI002005//Huaan DNA sequence »*» SEQUENCING IN PROGRESS M* 
froa clone 963K23, VORKINC DRAFT SEQUENCE. //3. 4e-1 6: 173: 78//AL031 6 
85 

F-HEM881002009//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC357 g 
enoaic sequence. VORKINC DRAFT SEQUENCE, 7 unordered pieces. //0. 00 
033 : 790 : S6//AC005506 

F-ldfflBi 00201 5//Hoao sapiens genoaic DMA. chroaosoae 21 q 1 1 . 1 . sega 
ent 27/28. WORKING DRAFT SEQUENCE . //$. 7e-0S: 126: 76//AP000056 
F-HEMBB I002042//0ncorhynchus aykiss cytochroae P450 (CYP4V1) aRNA, 
partial cds. //6. 4e-33 : 402 : 69//AF0460 1 2 
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F-HENB8I 002043 

F-HE1B81 002044/ /Hoao sapiens chroaosoae 5p. SAC clone S0g21 (LBUL 
HI 54), coaplete sequence. //3. Oe-I (7:809: 97//AC005740 
F-HENB81 002045 

F-HENBB I 002049//Hoao sapiens chroaosoae 17, clone hRPC. 161_P_9. co 
■plete s equence. //0. 87:177: 65//AC006237 

F-HEHB810020S0//St reptoayces coelicolor cosaid 078.//8. Se~08: 644: $ 
8//AL0343SS 

F-HENBB 1002068//Hoao sapiens aRNA for KIAA06I2 protein, partial cd 
s. //I. 5e-0$ : 402 : 6 1 //AB0 14512 
F-HEMB8 1 002069 

F-HENBB 1 00209 2//«* SEQUENCING IN PROCRESS *« Hoao sapiens chroao 
soae 4. BAC clone B33108: HTGS phase I, WORKING DRAFT SEQUENCE, 10 
unordered pieces.//7. 8e-l04:550:83//AC004064 
F-HENBB 1 002094 / /Homo sapiens genoaic ONA, 21q region, clone: 125HS 
N2, genoaic survey sequence. //2. 9e-49: 302: 83//AG001478 
F-HENBB 1 002 1 l5//Hoao sapiens chroaosoae 16. cosaid clone 378E2 (LA 
NL), coaplete sequence. //0. 00023: S42: 61 //AC004035 
F-HENBB10021 34//Huaan h-neuro-d4 protein aRNA, coaplete cds.//7.3 
e-43: 533 : 70//U43843 

F-HENBB1002 1 3 9//HS- 1 048 -A2-B0 2 -W. abi CIT Hu. in Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Ptate-CT 631 Col=4 Row=C, genoaic 
survey sequence. //0. 055 : 228 : 66//B38714 
F-tdBBt0021 42//PI asaod iua falciparua ONA eat SEQUENCING IN PROGRE 
SS see froa HAL IPS, WORKING DRAFT SEQUENCE. //0. 0095: 276: 64//ALQ3 1 7 
48 

F-HE1BBI 0021 S2//Huaan Chroaosoae X. WORKING DRAFT SEQUENCE. 4 unor 
dared pieces. //0. 055 : S20 : 57//AC002421 

F-HENB810021 89//Hoao sapiens cosaid ICRFcl04l093SQ8 froa Xq28, coa 
Plate sequence. //2. 6e-05: 31 1 : 63//AF002998 

F-HENBB 1 0021 90//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 genoaic sequence. WORKING DRAFT SEQUENCE, 14 unordered pieces.// 
5. 4e-0S: 647: 59//AC005I40 

F-HENBB1002193//Sequence 5 froa patent US 5709858. //I . 8e-34: 1 79: 10 
0// 180846 

F-HENB81002217//Hoao sapiens aRNA for zinc finger protein 10.//1.2 
e-23:40S:67//XS2332 

F-HENB81002218//HS_2056_BI_C09_T7 CIT Approved Human Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2056 Col =17 Roa=F, gen 
oaic survey sequence. //3. 3e-45: 245: 97//AQ2 4471 1 
F-HENB81 002232//Huaan chroaosoae II 72g7 cosaid, coaplete sequenc 
e. //1 . 9e-2 1 : 31 4 : 70//U73648 
F-HE1B81 002247 

F-HENBB1 002249//Hoao sapiens DNA sequence froa BAC 3418 on chroaos 
oae 6p21.3-22. 1. Contains ZNF184 gene coding for Kruppei related Z 
inc Finger protein 184, a hnRNP core protein A1 (aouse Fli-2. rat 
helix destabilizing protein, aouse Topoisoaerase-inhibi tor suppres 
sed gene TIS) LIKE pseudogene, a h®1 S (C083 antigen precursor) LIK 
E Dseudogene. Ser-tRNA. Glu-tRNA and Net-tRMA (Net-tRNA-i gene 1) 
genes. Contains ESTs. STSs and GSSs, coaplete sequence. //4. le-45: 3 
27 : 83//AL021 918 

F-HENB81 002254//Huaan chroaosoae 16 BAC clone LANL cosa id-44065. W 
QRKINC DRAFT SEQUENCE, 2 unordered pieces. //9. 8e-40: 3t5: 82//AC0025 
06 

F-HENBBI002255//PI asaodi ua falciparua MAL3P3. coaplete sequence.// 
0. 003S:312:62//Z98547 

F-f€NBBI002266//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //0. 0 
13:469: 59//AC005504 

F-HENBB 1 002 280//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-25 
9H10, coaplete sequence. //5. 3e-l8: 527: 61 //AC004682 
F-HENBB 1 002 300//Huaan Chroaosoae II Cosaid eSRL30h11. coaplete seq 
uance. //8. 6a-1 31 : 81 8 : 88//U73642 

F-HENBB! 002306//HS_3109_A2_fH)l_NR CIT Approved Human Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3l09 Col=2 Row=0. geno 
aic survey sequence. //I . 3e-7S: 371. 98//AQI48164 
F-HENB8I OO2327//HS_323S_02_G1 0_T7 CIT Approved Huasn Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptste=3235 Col=20 RovfN, gen 
oaic survey sequence. //3. 3e-83:418:97//AQ2097S2 
F-HEIB81002329//CI TBI-E1-2503J7.TR CITBI-EI Hobo sapiens genoaic c 
lone 2503J7. genoaic survey sequence. //3. 3e-31 : 220: 88//AQ263402 
F-HENB8I 002340 

F-HENBB 1 002 34 2//Hoao sapiens aRNA for putative thioredoxin-l ike pr 
o t e i n. //4. 1 e- 1 54 : 724 : 98//AJ 01 084 1 

F-HENBB 1 002 358//Huaan thyaidylate kinase (CDC8) aRNA. coaplete cd 
s.//3.3e-36:l92:98//L16991 

F-HENBB 1 002 3S9//Huaan Rev interacting protein Rip-1 aRNA, coaplete 
cds. //I.8e-1 3: 96 : 96//U55766 

F-HENBB 1 002364//Huaan DNA sequence *** SEQUENCING IN PROGRESS 
froa clone 376D2I. WORKING DRAFT SEQUENCE. //7. 5«-24: 202: 71 //Z98946 



F-HENBB 10023 71 //PI asaodi ua falciparua 307 chroaosoae 12 PFYAC812 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 8 unordered pieces.//!. 9 
e-06 : 674 : 56//AC0041 S3 

F-HENBB 100238 I //Hoao sapiens chroaosoae 16. cosaid clone RT163 (LA 
NL). coaplete sequence. //0. 34: 238:6 1//AC00S222 
F-HENBB1 002383 

F-HEIBB I 002 3 87//C I T-HSP-2I73E20.TR CIT-HSP Hoao sapiens genoaic cl 
one 2173E20, genoaic survey sequence. //5. 2e- 17: 434: 66//B9I052 
F-HENBB1 002409//Huaan ONA sequence froa PAC 84F12 on chroaosoae Xq 
2$-Xq26. 3. Contains glypican-3 precursor (intestinal protein OCI- 
5) (GTR2-2), ESTs and CA repeat. //I . 2e-56:324:88//AL0087l2 
F-HENBB 1 0024 15//Huaan DNA sequence as* SEQUENCING IN PROGRESS ass 
froa clone 36411. VORKINC DRAFT SEQUENCE. //8. 9e-35: 334: 75//AL03I31 
9 

F-HENB81 0O242S//Ch roaosoae 22ql3 BAC Clone C I T987SK-38408 coaplete 
sequence. //I . Oe-36 : 31 7 : 76//U623I 7 
F-HEN88J 002442//Ra t tus norvegicus I in-10 protein hoaolog (I in-10) 
aRNA. coaplete cds.//4. 3e-88: 296:92//U92010 

F-KENBB1 002453//Huaan DNA sequence SSS SEQUENCING IN PROGRESS se* 
froa clone 86D1. WORKING DRAFT SEQUENCE. //2. 7e-43: 419: 78//AL034349 
F-KENBBI 002457//Hoao sapiens clone DJO982E09. WORKING DRAFT SEQUEN 
CE. 3 unordered pieces.//1. 3e-27:542:68//AC005534 
F-HENB81002458//HS^3246_A2_G0S_NR CIT Approved Huain Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3246 Co 1 = 10 Row=N. gen 
oaic survey sequence. //3. 2a-51 : 257: 99//AQ2I7993 
F-HENBB10O2477//Huaan Crb2-associ a ted binder-1 aRNA, coaplete cds. 
//I . 9e-87 : 493 : 92//U4388S 
F-HENBB I 002489 

F-HENBBI002492//Arabidopsis thaliana BAC T15BI6. //0. 028: S16: S7//AF 
104919 

F-HENB81002495//Hoao sapiens chroaosoae 17, clone hRPK.4Z1_E._14, c 
oaplete sequence. //I . 1e-1 6: 297: 68//AC0061 41 

F-HENBB 1 002 502//Hoao sapiens clone 0J1163LI1. coaplete sequence.// 
l.le-91 : 67S : 62//AC005230 

F-HENBB) 002509//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-24 
8F7. coaplete sequence. //I. 7e- 11 .648: 60//AC004605 
F-HENBB 1 0025 10//HS_3236_B1_H1 1_NR CIT Approved Huain Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3236 Co 1=21 Row=P. gen 
oaic survey sequence.//! . 2e-06: 67: 94//AQ205992 
F-HENBB I 002520//Hoao sapiens BAC clone NH0004N07 froa Y. coaplete 
sequence. //1 . 2e-70: 580: 72//AC0061 52 

F-HENBB 1002 5 2 2//Hoao sapiens Xp22 bin 150 clone GSHB-223PI1 (Genoa 
e Systeas Human BAC library) coaplete sequence. //5.6e-22: $16: 64//A 
C004S53 
F-HENBB 1002 531 

F-HENBB 1 002 534//Huaan DNA sequence *** SEQUENCING IN PROGRESS »«• 
froa clone 668 J24, WORKING ORAFT SEQUENCE. //6. 9e-62: 265: 87//AL0343 

46 

F-HENBB I 002 54S//Huaan BAC clone RG128NI6 froa 7q2T-7q22. coaplete 
sequence. //2. 7e-44: 200 : 82//AC000059 

F-HENBB) 002 5 50//Hoao sapiens PAC clone DJ0910I17 from 7q1l.21-q1t. 
23. coaplete sequence. //0. 22: 161 : 68//AC004927 

F-HENBB 1002 5 56 //Hoao sapiens PAC clone DJ0696N01 froa 7p2l-p22. co 
aplete sequence. //7. Se-43: 306: 77//AC004861- 
F-HENBB 1002579 

F-HENBB100Z582//Huaan DNA sequence *** SEQUENCING IN PROGRESS *t* 
froa clone 349AI2. WORKING DRAFT SEQUENCE. //0. 0001 8: 431 : 61//AL0335 
20 

F-HEKB8I002590//Teas t (S. cerevisiae) at tochondr • a 1 apocy tochroae b 
gene. 3* f lank.//0. 78: I47:64//J01471 
F-HENBB 1 0025 96//Huaan DNA sequence SEQUENCING IN PROGRESS *« 
froa clone 9E2I. WORKING DRAFT SEQUENCE.//3. 6e-50:692:69//AL008639 
F-f€NBB1002600//Hoao sapiens tetraspan NET-5 aRNA. coaplete cds.// 
9. le-ISI :710: 98//AF089749 

F-HENBB) 00260 l //Huaan BAC clone RC020002 froa 7q22, coaplete seque 
nce.//1.5e-07:4l6:60//AC002381 

F-FCNBB1 002603//Huaan BAC clone GS5S2A01 froa 7q2l-q22. coaplete s 
equence. //0. 40:341: 60//AC002454 

F-KEKBB1Q02607//Nus eusculus honeobox containing nuclear transcrip 
tional factor Hail (Hail) gene, coaplete cds. //0. 0042: 460: 60//AFO0 
9614 

F-HEMBB1 0026 1 0/ /Hoao sapiens Chroaosoae 12q24 PAC RPCI3-462E2 (Ros 
■ell Park Cancer Institute Huasn PAC library) coaplete sequence.// 
6. 3e-23 : 559 : 63//AC003029 

F-HEN8B10026I3//Hoao sapiens Chroaosoae 22a 1 2 BAC Clone 566d, coa 
Plate sequence. //4. 2t-1 7:441 : 63//AC000025 

F-HEMBBI0026I4//Plasaodiua falciparua chroaosoae 2, section 54 of 
73 of the coaplete sequence. //0. 013:324: 56//AE0014I7 
F-HENBB10026I7//Hoao sapiens chroaosoae 16 BAC clone CIT987SK-3340 
II coaplete seauence.//2. 1 e-07:441 :6O//AF00IS50 
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F-HEM88I002623//C. hyal ini aicrosatel I i te aarker DMA (id ATCC4) . // 
0. 57:1 OS : 66//Z9S304 

F-HEMBBI 00263 S//Huaan JNX3 alpha! protein kinase (JNK3A2) aRNA. co 
•Pi e te cda. //4. 8e-22 : 1 27 : 1 00//U3481 9 

F-HEMBBI 002664//HS_2265_A1_H06_MF CIT Approved Huaan Cenoaic Spera 
Library D Homo sapiens genoaic clone Ptate=2265 Co 1=11 Row=0, gen 
oaic survey sequence. //O. S4: 115: 67//AQ1 01 557 

F-HEMB81 002677//Hoao sapiens (subclone 3_dl froa PI H25) DMA seque 
nee, coaplete sequence.//!. 2e-49: 784 :68//L8 1774 
F-HEMBBI 002683//Hoao sapiens type IV collagen Sa chain (C0L4AS) ge 
ne. eion 2J.//I.Q:I12:63//U04492 

F-HEMBBI 0Q2684//HS- I 050-A2-G06-MF. abi CIT Huaun Cenoaic Spera Libr 
ary C Hobo sapiens genoaic clone Plate=CT 772 Col =1 2 Row=M, genoai 
c survey sequence. //4. 4e-07: B6:84//B3974S 

F-HEMB81002686//HS-1023-B2-Fl0-MR.abi CIT Huaan Cenoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 802 Col-20 Row=L, genoai 
c survey sequence. //O. 98: 1 83:6 1//B34077 

F-HEMBBI 0026 92//Huaan DMA sequence •»» SEQUENCING IN PROGRESS IS* 
froa done 11QSH3. VORKING DRAFT SEQUENCE. //O. 00039:408: 60//AL0335 
25 

F-HEMB8I002697//HOBO sapiens clone 0J1087M19. WORKING DRAFT SEQUEN 
CE. 7 unordered pieces.//?. 3 e-35: 323: 74//AC0049SS 
F-HEMBBI 002699//Mus ausculus DCMMSe protein (D6MaSe) and DOK prote 
in (Dok) genes, coaplete cds: and L0R2 protein <Lor2) gene, partia 
I cds. //0. 031 : 32S: 62//AF084363 

F-HEMBBI 002702//HS- 1 025-A2-D01 -MR. abi CIT Huaan Cenoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 804 Col=2 Rov=C. genoaic 
survey sequence.//!. 8e-2S: 1 58: 95//B34720 
F-HEMBBI 002705//Hoao sapiens DMA. chroaosoae 21q22. 2, PAC clone 25 
PIS coaplete sequence, encoding carbonyl reductase and carbonyl re 
ductase 3 (coaplete cds).//l. 7e-!37:534:96//AB0031S! 

F-HEMBBI 00271 2//Huaan DMA sequence froa cosaid cJllSGII, between a 
arkers DXS6791 and DXSB038 on chroaosoae X contains ESTs and STS./ 
/0. 0019:6l2:56//Z7f 187 

F-MAMMA1000009//Huaan chroaosoae 1 BAC 308G1 genoaic sequence. WOR 
KING DRAFT SEQUENCE. 3 unordered pieces. //6. 1e-43:3S4:81//AC0O31 17 
F-MAMMA1 00001 9 

F-MAMMA1000020//H. sapiens aRNA for flavin-containing aonooiygenase 
5 (FM0S).//2. 0e-40: 18S:97//Z475S3 

F-MAMMA1 000025//Hoao sapiens PAC clone 0JQS08A17 froa 7p13-p14. co 
■pi ete sequence. //1 . 0: 21 1 : 65//AC005483 

F-MAJMIA I 000043//Huaan angiotensin I -converting enzyae (ACE) gene, 
intron 12.//0.075:204:S5//M7327S 

F-MAMMA1 000045/ Aluaan DMA sequence froa clone 142F18 on chroaosoae 
Xq2S. 3-27.2 Contains Dart of a gene siailar to aelanoaa-associate 
d antigen. EST. GSS and an inverted repeat, coaplete sequence. //4. 
le-122:49S: 79//AL031073 

F-MAIKA1000055//M. ausculus aRNA for testin.//2. Ie-3S:S59:66//X7898 
9 

F -MAMMA 1 000057//Hoao sapiens chroaosoae 17. clone hRPK. 259_G_18, c 
cap! ete sequence. //S. 5e-1 21 : 703: 89//AC005829 

F -MAMMA 1 000069//Hoao sapiens ainisatel li te cebl repeat region. //0. 
00013: 329: 60//AF048727 

F-MAIMA1 000084//Hoao sapiens DMA sequence froa PAC 958B3 on chroao 
soae Xp22. 11-Xp22. 22. Contains ESTs STS and CpG island. //2. 1e-53:4 
45: 79//Z93023 

F-MAMMA100008S//Caenorhabdi tis elegans cosaid T23H5A.//0. 0017: 164: 
64//AF07754I 

F-MAMMA1 000092//Hoao sapiens BAC clone GS465NI3 froa 7p1S-p21, coa 
plate sequence. //I . 2e- 70 : $98 : 78//AC004744 

F-MAIHA1000103//Hoao sapiens chroaosoae 17. clone hCIT. 91_J_4. coa 
plate sequence. //I. 1 0-156:857 : 92//AC003976 

F -MAMMA 1 0001 1 7//HS_3223_B2_D08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3223 Co 1=16 Row=H. gen 
oaic survey sequence. //S.4e- 100: 527: 94//AQ22 11 60 
F-MAMMA 10001 29// ryanodine receptor. //0. 055:492 :59//A20359 
F-MAMMA1 0001 33 

F-MAMMA 10001 34//HS_3078_B1_C02_MF CIT Approved Huaan Cenoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3078 Col=3 Row=F, geno 
•ic survey sequence. //I. 1e-93: 462 :97//AQ1 44362 
F-MA1HA 10001 39//Hoao sapiens Xp22 PAC RPC 1 1 —SC1 1 (froa Roswell Par 
k Cancer Center) coaplete sequence. //3.3e-14: 322 :65//AC002369 
F-MAWA1 0001 43//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds. //6. 9e-25 : 148 : 97//AB01 4585 

F-MA1MIA 1 0001 55//Hoao sapiens hoaeobox transcription factor bara2 
(BARX2) aRNA. coaplete cds.//1. 0e-29:2l9:87//AF031924 
F-MAMMA 10001 63 

F -MAMMA! 000 171//Hoao sapiens chroaosoae 19. CIT-HSP SAC 470n8. coa 
pi ete sequence. //6. 3e-1 4: 92 : 88//AC005393 

F-MAMMA 1 0001 73//Mus ausculus SH3-containing protein SH3P7 aRNA. co 



aplete cds. siailir to Huaan Drebrin.//2. 2e-1 14:698: 87//U58884 
F -MAMMA) 0001 75//HS_3050_B1_B03_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate s 3050 Col=5 Row=0, geno 
•ic survey sequence. //6.2e-73: 357: 99//AQ102678 
F-MAlHAt 0001 83//Hu aan DMA sequence »« SEQUENCING IN PROGRESS *•* 
froa clone T313F4. V0RK1NG DRAFT SEQUENCE. //4. 6e-94: 904: 73//AL0238 
08 

F-MAMMA1000I98//Z.diploperennis repetitive DNA (clone ZEAR 266).// 
0. 1 8 : 1 52 : 70//X5361 0 

F -MAMMA! 000221 //Huaan Chroaosoae 1 5q 1 1 — q 1 3 PAC clone pOJ778a2. coa 
plete sequence. //0. 01 7 : 99: 7S//AC004S83 

F-MAMMA1 000227//Huaan DMA sequence *** SEQUENCING IN PROGRESS ♦»* 
froa clone 467K16. VORKING DRAFT SEQUENCE. //0. 36: 312: 62//AL03 1283 
F-MAMNA1000241//HS_32I 7_B1_B02_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone PI a te=321 7 Col=3 Row=0. geno 
aic survey sequence.//!. 9e-94:4S6: 98//AQI 93401 
F-MAMNA 10002 51 //Hoao sapiens NF2 gene. //0. 00092: 270: 64//T1 8000 
F -MANNA 1 000254//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 genoaic sequence. VORKING DRAFT SEQUENCE. 14 unordered pieces.// 
0.0034: 777: 57//AC0051 40 

F-MAMMA 1 0002 57//Hoao sapiens DNA sequence froa PAC 20107 on chroao 
soae 6p22. 1-22.3. Contains EST and STS.//0. 00036: 230 :65//AL0227 17 
F-MAMMA1 000264//Ho«o sapiens (subclone 9_f 5 froa PI H17) DNA seque 
nee. coaplete sequence.//!. Se-30: 499: 68//L81 61 2 
F -MAMMA 10002 6 6//Bac i llus lynceorua strain pMEL12 Bag320 satellite 
DNA. //0. 28: 218 : 64//AF034430 

F-MAMMA 100027 0//Huaan Chroaosoae 16 BAC clone CIT987SK-A-270G1. co 
aplete s equ enc e. // 1 . 4e- 1 57 : 788 : 96//AF00 1 549 

F-MAIHAI000277//Mycobacter iua tuberculosis H37Rv coaplete genoae. 
segaen t 48/1 62. //0. 70 : 320 : 61//AL02 1 897 

F-MAMMA I 000278//Sequence 23 froa patent US S708IS7.//9. 3e-103:540: 
95// 1 80055 

F-MAMMA 1000279//Huaan DNA sequence froa clone 769020 on chroaosoae 
Xp21. 1-21.3 Contains EST, STS, GSS. coaplete sequence. //2. 4e-49: 2 
62:77//AL031643 

FHWHA1000284//c$RL-165E12-u cSRL flow sorted Chroaosoae 11 speci 
fic cosaid Hoao sapiens genoaic clone cSRL-16$E12, genoaic survey 
sequence. //I. 1e-30:324:75//B03004 

F-MAIMIA1000287//Hoao sapiens, clone hRPK.15_A_1, coaplete sequenc 
e. //2. 7e- 54 : 40 1 : 83//AC00621 3 

F-MAMA1000302//Drosopni la aetanogaster coaplete ai tochondr ial gen 
oae. //0. 0051 :307:61//U37541 

F-MAMMA 10 00 30 7 //Hoao sapiens chroaosoaie »2pl3. 3 clone RPCIS-I1S4L1 
5. WORKING DRAFT SEQUENCE. 67 unordered pieces. //0. 15: 449: S9//AC00 
6205 

F-MAMMA 1000309/ZcDNA coding huaan apol ipoprote in E3.//0. 00010:691 : 
58//E003S9 

F-MAMMA 1000 3 12//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** • 
froa clone 798A17. WORKING DRAFT SEQUENCE. //0. 27: 301 :60//AL03 1 274 
F-MAMMA 1 00031 3 

F-MAMMA1 0003 31 //Huaan Chroaosoae 16 BAC clone Cl T987SK-A-73SG6. co 
aplete sequence. //9.8e-06: 151 :71//AC002400 
F-MAMMA 10003 39 

F-MAMMA100034Q//HS_Z1 81_82_F07_MR CIT Approved Huaan Genoaic Spena 
Library O Hoao sapiens genoaic clone Plate-2181 Co 1=14 Row=L, gen 
oaic survey sequence. //4. 3e-05: 181 : 68//AQ024288 
F-MAIMtAI 00034 8//Howo sapiens chroaosoae 17. clone HRPC843B9. coaol 
ete sequence. //5. 3e-30: 575:66//AC004139 

F-MAMMA 1000 3 S6//Hoao sapiens clone RG038K21. VORKING DRAFT SEQUENC 
E. 3 unordered pieces. //1. 8e-52: 264: 76//AC00S0S2 
F-MAIMIA1 000360//Hoao sapiens PAC clone DJ0755G17 froa 7p21-p22. CD 
aplete sequence. //6. 5e- 91 : 569: 88//AC0O4879 

F-MAMMA1 000361 //Huaan DNA sequence froa PAC S07I15 on chroaosoae X 
q26. 3-27. 3. Contains 60S ribosoaal protein L44 (L41, L36) like gen 
e. ESTs. STSs and a polyaorphic CA repeat.//!. 4e-42: 31 5: 83//Z989S0 
F-MAMNA1 000372//Huaan DNA sequence »»• SEQUENCING IN PROGRESS *** 
froa clone T738F9, WORKING DRAFT SEQUENCE. //2. 9e-114: 516 : 89//AL022 
345 

F-MAMMA1000385//CITBI -E1-2517E1 3. TF CITBI-EI Hoao sapiens genoaic 
clone 2517E13, genoaic survey sequence. //6. 9e-26: 377: 71//AQ279944 
F-MAIMIA1 000388//Koao sapiens UKLF aRNA for ubiquitous Kruppel like 
factor, coaplete cds. //3. 7e-148:710: 98//AB015I32 
F-MAWAI000395 

F -MAMMA) 000402//Hoao sapiens clone DJ0718NI7. coaplete sequence.// 
4. 0e-l 15: 845 : 85//AC005999 

F -MAMMA 1 0004 1 0//HS_3 245_A 1 _C0 2_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3245 Col=3 Row=E. geno 
• ic survey sequence. //9. 6e-42: 350: 80//AQ205768 
F-MAWA1 00041 3//HS_3223_B*_F01_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3223 Col=2 Row=L. geno 
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■ ic survey sequence.//!. Se-48: 318: 89//AQ1 88456 
F-MAMMAI 00041 4//HS_2027_B2_C04_iR CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=2027 Col=8 Row=F. geno 
aic survey sequence.//!. 4e-46: 286 :92//AQ23 1369 
F-MAMIAI 00041 6//Drosophi la aelanogasler DNA sequence (Pis 0S07S28 
(DUS) and 0SQ666S (0270)). coaplete sequence. //9.4o-3J: 310: 72//AC 
004640 

F-MAMIA 1000421 //Hoao sapiens clone DJI129D05, coaplete sequence.// 
3. 3e-29 : 223 : 84//ACO0S63O 
F-MAMIA 1000422 

F-MAMIAI 00042 3//Drosophi la yskuba ai tochondr i a I DMA aolecule. //2. 2 
e- 10:639: S7//X03240 

F-MAAHA 1 000424/ /Hoao sapiens DftA froa chroaosoae 19, BAC 33152. co 
aplete sequence. //4.6e-47: 556 : 68//AC003973 

F-MAMIAI 000429/ /ius auscuius SOPB aRNA. coaplete cds.//8. 0e-99:54 
5: 92//AF062404 

F-MAMIA I 000431 //Hobo sapiens clone DJI039L24. fORKIKC DRAFT SEQUEN 
CE. 3 unordered pieces.//4. 8e-41 :289:79//ACOOS283 
F-MAMMAI000444//Huaan ONA sequence froa clone 71487 on chroaosoae 
22ql2. 2-13. 2 Contains CYTOCHROME C OXIDASE VI IB precursor like pse 
udogene and ESTs. coaplete sequence. //2. 3e- 34: 291 :80//Z997S5 
F-MAMIAI 000446 

F -MAMMA 1 0004 58//Mus auscuius clone 0ST9003. genoaic survey sequenc 
e. //S. 0e-53 : 231 : 84//AF046620 

F-MAMIAI 0004 6 8//Hua an DNA sequence tea SEQUENCING IN PROGRESS eee 
froa clone 291 J10. MORNING DRAFT SEQUENCE. //0. 75: 303: 60//29301 7 
F-MAMIAI 000472//Huaan DNA sequence *«> SEQUENCING IN PROGRESS eee 
froa clone 414D7, MORNING DRAFT SEQUENCE. //4. 0e-41 .403: 77//AL03354 
3 

F-MAMIAI 000478/ZHoao sapiens clone RG270013, MORNING DRAFT SEQUENC 

E. 18 unordered pieces. //9. 5e-54: 369: 77//AC00508 1 

F-MAMIAI 00048 3//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-44M 

2. coaplete sequence.//3.6e-34:332:77//AC004381 

F-MAMIAI 00Q490//Hoao sapiens I2q13. 1 PAC RPCM-90J4 (Roswell Park 

Cancer Institute Huaan PAC library) coaplete sequence. //8. 9e-l 28: 8 

22: 87//AC003686 

F-MAMIAI 000500//C I T-HSP-231 905. TF CIT-HSP Hoao sapiens genoaic cto 
ne 231905, genoaic survey sequence. //4. 8e-29: 175: 94//AQ044B1 2 
F-MAMM 1000 SOI //Hoao sapiens DNA sequence froa clone 78F24 on chro 
aosoae 22q12. 1-12. 3. Contains one exon of an Oxysterol-bind ing pro 
tein (0S8P) LIKE gene. Contains CSSs and an STS. coaplete sequenc 
e.//S. 7t-45: 334:82//AL022336 

F-MANMA1000SI6//Huaan ONA sequence froa PAC 50A13 on chroaosoae Xp 
11. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2. P3) precur 
sor (ATP5G1. ATP5G2, ATP5G3) like pseudogene. ESTs and STSs. Conta 
ins polyaorphic CA repeat.//2. 9e-43: 529:69//Z9254S 
F-NAMIA1000$22//Huaan DNA sequence froa clone 20J23 on chroaosoae 
Xq26.2-27.2 Contains ras-related C3 botulinua toxin substrate 1 (P 
21-RAC1) (ras-like protein TC25) EST. CA repeat, STS, CpG island, 
coaplete sequence. //2. Oe-14: 380:63//AL022576 

F-MAMIAI OOOS 2 4//Hoao sapiens chroaosoae 10 clone CIT-HSP-I338F24 a 
ap 1 0p 1 1 . 2-1 Qp12. 1 , coaplete sequence. //1 . 4e-22:420: 66//AC006I01 
F -MAMMA 1 000559//Huaan HepG2 3’ region cDMA. clone had3f08.//5. 4e-2 
9:168: 97//DI 6922 

F-MAMMA1 000565//RPC1 1 1-61K6. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-61K6, genoaic survey sequence.//!. 7e-l 20: 561 :100//AQ1 94238 
F -MAMMA 1 000 S67//Huaan DNA sequence froa PAC 17903, between warkers 
OXS679I and DXS8038 on chroaosoae X contains S10 GTP-bindtng prot 
•in. ESTs and CpG i stand. //3. 1e-43: 387: 80//Z81 370 
F-MAMIAI 000S76//Hoao sapiens BAC clone RG442F18 froa 2. coaplete s 
equence. //1 . 2e-30: 237 : 75//AC0051 04 

F-MAMIAI 000583//RPC 1 1 1-60M22. Ti RPC 1 11 Hoao sapiens genoaic clone 
R-60M22, genoaic survey sequence. //9.6e- 102: 487 :99//AQl 98091 
F-MAMMA1 000585//Hoao sapiens clone U«GC:djs14 froa 7p14-15, coaple 
te s equence. //S.2e-39: 370 :78//AC006 195 

F -MAMMA 1 0005 94//Hoao sapiens chroaosoae 19. cosaid R31646. coaplet 
e sequence. // 3. 9e-43 : 328: 83//AC005338 

F-MAMMA1 800S97//Hoao sapiens chroaosoae 17. clone hRPK. 481_C_4. co 
aplete sequence.//!. 5e-32:259:82//AC005839 

F -MAMMA 1 0006 05//Huaan DNA sequence *** SEQUENCING IN PROGRESS **• 
froa clone 97P20. MORNING ORAFT SEQUENCE. //2. 4e-S9:3l8:83//AL03129 
7 

F-MAMMAI 0006 12//HS_2188_A2_D02_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2188 Col=4 Row=G, geno 
aic survey sequence. //4. 8e-30: 171 : 96// AQI 16793 
F-MAMMA1 0Q0616//HS_31 76_A1_E06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3l76 Col=ll Row=t, gen 
oaic survey sequence. //4. 7e-28: 287: 79//AQ300310 
F-MAMMAI 0006 21 //Huaan ONA sequence **» SEQUENCING IN PROGRESS tea 
froa clone 273F20. MORNING ORAFT SEQUENCE. //0. 01 5:478: 58//AL034371 
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F-MAMIAI 0006 2 3 

F-MAMMAI00062S//ONA encoding Hepatitis C virus ant igen.//0. 93 : 1 96 
6I//E06898 

F -MAMMA 1 000643/ /Hoao sapiens nephrocystin (NPHP1) aRNA. partial cd 
S . //0. 95 : 365 : 59//AF023674 

F -MAMMA 1 G00664//H$_3096_B1 _C02_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3096 Col=3 Row=F. geno 
aic survey sequence. //2. 7e-51 : 257: 99//AQ1451 37 
F-MAMIAI 00066 9//Hoao sapiens chroaosoae 19, cosaid R26908. coaple: 
e sequence. //2. 0e-66: 586: 67//AC004785 

F -MAMIA 1000670/ /H$_2 2 4 3_B2_A0 8_iR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2243 Col-16 Row=B. gen 
oaic survey sequence. //8. 7e-05: 94: 80//AQ1 53650 
F-MAMIAI 0006 7 2//Mus auscuius clone 0ST8270. genoaic survey sequenc 
e. //3. 9e-64 : 47 1 : 81 //AF04S705 

F -MAMMA 10006 B4//Su id herpesvirus I Rsp40 aRNA. partial cds.//1.2e- 
07: 1 86: 67//U27489 

F-MAMIAI 0006 96//Huaan oligodendrocyte ayelin glycoprotein (CMC) ex 
ons 1-2: neurof ibroaatosis 1 (NFI) exons 28-49: ecotropic viral in 
tegration site 2B (EVI2B) exons 1-2: ecotropic viral integration s 
ite 2A (EVI2A) exons 1-2: adenylate kinase (AX3) exons 1-2.//3.0e- 
53:653: 70//L05367 

F-MAMIA1000707//C I T-HSP-2302019.TR CIT-HSP Hoao sapiens genoaic ci 
one 2302019, genoaic survey sequence. //!.8e-08: 131 :77//AQ017947 
F -MAMMA 1 0007 1 3/ /Ra 1 1 us norvegicus clonel polyaeric iaaunoglobul in 
receptor aRNA 3' untranslated region, GA rich region, and aicrosat 
•Hites with GCA- triplet and GAA-triplet repeats. //0. 062: 134.67//U 
00762 

F-MAMMA1000714//Chicken hsp90 gene for 90 kOa-heat shock protein $ 
' -end.//1. 0:266 61//X1 5028 

F-MAMMAI000718//CIT-HSP-2! 71B1Q. TF CIT-HSP Hoao sapiens genoaic cl 
one 2 1 7 1 B 1 0, genoaic survey sequence. //3. 6e-05: 289: 60//B95401 
F -MAMMA 10007 20//Hoao sapiens chroaosoae 19. cosaid R33632. coaplet 
e sequence. //4. 4e- 1 84 : 842 : 98//AC00S78 I 

F-MAMMA1 00072 3//Hoao sapiens clone DJ0892G19. coaplete sequence.// 
8. 8e-0$ : 430 : 60//AC00491 7 

F -MAMMA! 000731 //Drosophi la aelanogaster DNA sequence (PI DS07049 
(0133)), coaplete sequence. //3. 8e-55: 796: 66//AC004274 
F-MAMtAl000732//Hoao sapiens chroaosoae 21q22. 3 PAC 141B3. coaplet 
e sequence, containing ribosoaal protein hoaologue pseudogene L23 
a. //6. 6e- 7 7 : 555 : 74//AF064859 

F-MAMIAI 000733//P I asaodiua falciparua ONA ♦** SEQUENCING IN PRXRE 
SS *** froa MAL1P6, MORNING ORAFT SEQUENCE. //O. 98:479: 58//AL03 1749 
F-MAMIAI 000734//Hoao sapiens SEC63 (SEC63) aRNA. coaplete cds.//7. 
3e-!68: 8O2:98//AFI0OI41 

F-MAMIAI 000738//S. cerevi siae chroaosoae XIV reading fraae ORF YNL1 
32a. //8. 6e-3 1 : 626 : 63//Z7 1 408 

F-MAMNA1000744//Gori 111 Alu-repeti t i ve sequence in beta-globin gen 
e c I us t e r . // 2 . 7e- 54 : 41 0 : 82//X06 1 23 

F -MAMMA 1000746//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-IQ 

F4, coaplete sequence. //3. 7e-IO§: 779:83//AC0041 SB 

F-MAMIAI 000752//Hoao sapiens clone RC219E16. MORNING DRAFT SEQUENC 

E. 3 unordered pieces. //i: 2e-20:444:63//AC00S075 

F-MAMMAI 000760//Hoao sapiens clone RCQ1SP03, coaplete sequence.// 

I . 5e-44: 403: 79//AC005048 

F-MAMMAI 000 761 //Hoao sapiens Chroaosoae 7 BAC Clone 239c 10. MORKiN 
G DRAFT SEQUENCE. 9 unordered pieces. //2. 3e-22: I59:81//AC004I66 
F -MAMMA 10007 7 S//Hoao sapiens chroaosoae 17. clone hRPK. 849JIJ 5. c 
oapl ete sequence. //1 . 3e-S1 : 789: 68//AC005703 

F -MAMIA 1 000776/ /Huaan DNA sequence froa BAC 57G9 on chroaosoae 22q 
12.1 Conteins ESTs. CA repeat. GSS. //S. 7«-40: 238: 78//ZS51 16 
F-MAMIA 10007 78//Huaan DNA sequence e»* SEQUENCING IN PROCRESS *e* 
froa clone IS3G14. VORKING DRAFT SEQUENCE. //7. 6e-29:222:84//AL03l 1 

18 

F-MAMMAI 000782//Huaan 2. 4-dienoy 1-CoA reductase gene, exon 9.//0.9 
0: 137:62//U94987 

F-MAMU1 000798//*** SEQUENCING IN PROGRESS *** EPMI/APECED region 
of chroaosoae 21, clones A68E8. B127P21, B173L3. B23N8. C1242C9. C 
579E2, A70B6, B1S9G9. B1750I0. BS2C10. C124G1 Note: Sequencing in 
this region has been discontinued by the Stanford Huaan Genoae Cen 
ter, MORNING DRAFT SEQUENCE. 50 unordered pi eces.//0. 00058: 163 71/ 
/AC003656 

F-MAMIAI 000802//Hoao sapiens chroaosoae 19. cosaid R33729. coaplet 
e sequence. //6.3e-l 51: 714: 99//AC005339 

F-MAMIAI 000824//Hoao sapiens 12p13.3 BAC RPCt1t-543P1S (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //4. 2e-iQ 
4 : 503 : 99//AC00591 2 

F-MAMIA 1000831 //Hoao sapiens clone UVGC:g1211al39, coaplete sequen 
ce. //0. 76 : 302 : S8//AC005502 

F-MAMMAI 0008 3 9//Huaan BAC clone RG013L03 froa 7q21. coaplete seque 
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nce.//1.9e-54:322:68//AC002456 

F-NANNA 1 00084 1 //Huaan ONA sequence *** SEQUENCING IN PROGRESS *»* 
froa clone 968022, VORKING DRAFT SEQUENCE. //6. 7e-l40: 647: 92//AL023 
755 

FHtANNAI 000842//, coaplete sequence. //0. 0068: 491: 59//AC0058I 7 
FHtANNAI 000 84 3//P I asaodiua felciparuB 307 chroaosoae 12 PFYAC58B g 
enoaic sequence, VORKING DRAFT SEQUENCE. 2 unordered pieces. //0. 1 
3:439: 59// AC0O47I0 

F-NANNA1 00084S//P I esaod i ua fatciparua DNA tat SEQUENCING IN PROGRE 
SS tat froa MAL4P1, VORKING DRAFT SEQUENCE. //2. 2e-05: 208: 64//AL034 
557 

FHIANNA1 000851 //Gal lus doaesticus filaain gene S’ region, partial 
cds. //0. 86 : ! 93 : 63//UOOM6 

FHtANNAI 000B5S//Huaan ainisatellite region detected by ayoglobin 3 
3-repeat probe, clone laabda 33. 10.//0. 081 :229:62//N30S49 
F-NAMHA1000856//B. taurus aicrosatel I i to aarker ETH8 (D6S3) ONA.// 
0. 0024: 253 :60//Z22747 

FHtANNAI 000859//5equence 6 froa Patent V09722695. //2. 3e-79: 533: 82/ 
/A635S3 

FHtAINIAI 000862 

F-NANNA I 000863//Hoao sapiens genoaic DNA. chroaosoae 21q11.t. sega 
ent 21/28. VORKING DRAFT SEQUENCE. //I . 0e-2B: 439: 64//AP000050 
FHtANNAI 000865 

F-NAINU1000867//C I T-HSP-2385J8.TR. I CIT-HSP Hobo sapiens genoaic c 
lone 238SJ8, genoaic survey sequence. //0. 00017: 158: 70//AQ240906 
F -MANNA 1 00087S//Hoao sapiens DNA sequence froa PAC 232G24 on chroa 
osoae Xq27. 1-q27. 3. Contains two exons siailar to MACE gene faail 
y. EST, CA repeat. STS, coaplete sequence.//!. 0: 121 :68//AL0221 52 
F-MAMIAI000876//HOBO sapiens clone HS19. 6 Alu-YaS sequence. //8. 4e- 
41 : 185: 90// AFO 1 51 52 

F-NANNA1Q00877//Hoao sapiens DNA sequence froa clone 78F24 on chro 
•osoae 22q12. 1-12.3. Contains one exon of an Oxysterol-binding pro 
tein (OSflP) LIKE gene. Contains CSSs and an STS, coaplete sequenc 
0. //8. 3e-57 : 522 : 75//AL022336 

F-iAMAI 000880//Hoao sapiens full length insert cONA clone ZD54AI 
0. //5. 2e-26: 143:1 00//AF086327 

F-NANMA1 000863//Huaan DNA sequence froa clone 786D3 on chroaosoae 
22 qI 3.31-33 Contains GSS. coaplete sequence. //0. 99: 225: 63//AL02380 

FHU8NA1000897//R. norvegicus aRNA for plasaa protei n. //4. 8e-07: 47 
9: 58//Y1 1283 

FHtANNAI 000905/ /F26L5TRB IGF Arabidopsis that i ana genoaic clone F2 
6L5, genoaic survey sequence. //0. 94: 115: 66//B61 433 
FHtANNAI 000906//HS_3l 1 D_B2_At 1_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3110 Col=22 Row-B, gen 
oaic survey sequence. //2. Se-63 : 548: 78//AQ1 8281 § 

FHtANNAI 000908//Huaan DNA sequence tet SEQUENCING IN PROGRESS ttt 
froa clone 27K12. VORKING DRAFT SEQUENCE. //5. 2e-80: 480: 90//AL033 39 
7 

FHtAINIAI 00091 4//P I asaodiua fatciparua NAL3P8. coaplete sequence.// 
7. 6e-09: 596: S8//AL034S60 

FHtANNAI 000921 //CIT-HSP- 2 17108. TR CIT-HSP Hoao sapiens genoaic clo 
ne 2I71D8, genoaic survey sequence. //S. 6e-07: 249: 66//B8957 5 
FHtANNAI 000931 //Hoao sapiens clone DJ0892G19. coaplete sequence.// 
2. 9e-43:41 5:66//AC00491 7 

F-NANNA1000940//HS-1056-A2-E02-NF. abi CIT Huaan Genoaic Spera Libr 
try C Hoao sapiens genoaic clone Plate=CT 778 ColM Row=l, genoaic 
survey sequence. //6. le-44: 235: 78//B47296 
FHtANNAI 000941 //Hoao sapiens Chroaosoae 16 BAC clone CIT987-SKA-11 
3A6 coaplete genoaic sequence, coaplete sequence.//9.4e-48:443:7 
5//AC002299 

FHtAMNA1000942//Huaan DNA sequence froa clone 914P14 on chroaosoae 
Xq 23 Contains calpain-tike protease gene. OCX (doublecor tin) EST 
s. CA repeat. GSS, coaplete sequence.//! . 8e-»4: 175: 76//AL03I117 
FHtANNAI 000943//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 5 unordered pieces. //0. 00 
82 : 684 : S6//AC00530B 

FHtANNAI 000956//HOBO sapiens chrcaosoao 16, cosaid done 363E3 (LA 
NL), coaplete sequence. //3. 3e-30:S30:67//AC004643 
F-NANNA 1 000957/ /HS_303 9_A2_C08_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3039 Col=tS Row=E. gen 
oaic survey sequence.//!. 3e-72: 390: 94//AQ1551 21 
F-NANNA 1000962/ZHoao sapiens clone DJ0756HU. VORKING DRAFT SEQUEN 
CE. $ unordered pieces.//!. 8e-S8: 318: 86//AC006001 
F-MANNA1000968//Hoao sapiens DNA sequence froa clone 511824 on chr 
oaosoae 20q1 1.2-12. Contains the TOPI gene for Topoisoaerase 1, th 
e PLCG1 gene for 1-Phosphatidyl inosi tol-4, 5-Bisphosphate Phosphodi 
esterase Gaaaa I (EC 3.1.4.11, PLC-Gaaaa-I, Phospholipase C-Gaaaa- 
1 PLC-11, PLC-148), the KIAA0395 gene for a probable Zinc Finger H 
oaeobox protein and a 60$ Ribosoaal Protein L23 LIKE pseudogene, C 
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ontains a predicted CpG island, ESTs, STSs and GSSs, coaplete sequ 
ence. //1.4e-18:396:65//AL022394 

FHtANNAI 00097 5//Huain ONA sequence froa clone 34417 on chroaosoae 
Xpl 1.21-11.3. Contains a Keratin, Type II Cytoskeletal 8 (Cytokera 
tin 8. CYK8. KRT8) pseudogene, ESTs and a GSS. coaplete sequence./ 
/I . 4e-79: 690 : 77//AL024458 

FHtAINIAI 000979//Hoao sapiens PAC clone DJ1186C01 froa 7q21.2-q31. 

1. coaplete sequence.//0. 089: 214: 66//AC00499I 

FHtANNAI 000987//Huaan PAC clone OJS27C2I froa Xq23. coaplete seque 
nee. //I . I e-58 : 458 : 82//ACOO0 1 1 4 

FHtANNAI 000998//Huaan DNA sequence froa PAC 997X18 on chroaosoae 2 
0p12. Contains ESTs and CA repeat. //I . le-OS: 439: 62//AL021406 
FHtANNAI 00 1003//HO8O sapiens DNA sequence froa PAC 93L7 on chroaos 
oae Xq21. Contains part of the Oil (TCD, REP1) gene coding for RA8 
Escort protein I (REP-1, RAB proteins geranylgeranyltransferase c 
oaponent A 1, Choroi deraeai a protein. Tapetochoroidal Dystrophy (T 
CO) protein). Contains ESTs and in STS, coaplete sequence. //0. 24: 1 
66 : 6B//AL022401 

F-NANNA 1 001 008/ /Hoao sapiens **« SEQUENCING IN PROGRESS **•. VORXi 
NG DRAFT SEQUENCE.//!. 6e- 1 03: 139: 99//AJ0 II 929 

FHtANNAI 001 021 //Hoao sapiens clone 24544 beta-dys t robrev i n aRNA. 0 
irtial cds.//6. 5e-48: 465: 76//AF070567 

F-NANNA 1 001 024//CITB I -El -2501 L21 . TF. I CITBI-E1 Hoao sapiens genoai 
c clone 2501L2I . genoaic survey sequence.//! . 0: 1 75: 62//AQ241 701 
FHtANNAI 001 030//Hoao sapiens G protei n-coupled receptor LGRS (LGR 
5) aRNA, coaplete cds.//l. 1 e-30: 753 : 61//AF06 1444 
F-NANNA 1001 03 5//Huaan Chroaosoae 16 BAC clone Cl T987SK-A-1000D7, c 
oap I ete sequence. //7. 9e-24: 256 : 76//AC002990 

F-MANNA1001038//CIT-HSP-2284N21. TF CIT-HSP Hoeto sapiens genoaic cl 
one 2284N21. genoaic survey sequence. //0. 96: 78: 75//AQ000903 
F-MANNA1 001 041 //Chicken aRNA for alpha-actinin. coaplete cds.//2. 8 
e-09 : 355 : 63//D26S97 

FHtANNAI 001 050//Hoao sapiens BAC clone RG060P12 froa 7q21. coaplet 
e sequence. //2. 6e-40: 378 : 76//AC002457 

FHIA1NIAI001 059//Nouse RNA helicase and RNA-dependent ATPase froa t 
he OEAO box faaily aRNA. coaplete cds.//4. 8e-97: 661 : 83//L25125 
F-MANNAI001067//Hoao sapiens genoaic intron breakpoint sequence of 
NLL rearrangeaent. 28$ bp.//2. 8e-18: 1 10: 100//AJ000169 
FH1AWAI 001 073//HS_3046_A2_GD8_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=>3046 Col-16 Row=M. gen 
oaic survey sequence. //1. 0: 142: 68//AQ098420 

FHtANNAI 001 074//Huaan DNA sequence »*« SEQUENCING IN PROCRESS **• 
froa clone 4S5J7. VORKING DRAFT SEQUENCE. //I. 2e-23: 386: 70//AL031 73 
3 

FHtANNAI 00! 07S//Hoao sapiens (clone F4) transaeabrane protein aRNA 
sequence. //I . 1 e-27 : 559 : 65//L09749 

F-NANNA 100 10 78//Hoao sapiens chroaosoae 17, clone hRPK. 346JM0, c 
oaplete sequence. //2. Oe-22: 334:69//AC006I20 

E-MANNA 1 001 080//Huaan iaaunoglobul in heavy chain variable region 
(VH III faaily) froa IgN rheuaatoid factor. //S.4e-5B: 327 :92//L291S 
5 

F-NANNA 100 I 082//HOBO sapiens Xp22 GSHB-3I4C4 (Genoae Systeas Huaan 
BAC library) coaplete sequence.//). 8e-87: 695: 77//AC004087 
FHtAINIAI 001 091 //Hoao sapiens chroaosoae 19, cosaid F21967, coaplet 
e sequence. //I. 0e-05 : 594 : 60//AC00S2S6 

FHtANNAI 00 1092//Huam DNA sequence froa PAC 49C23 on chroaosoae X 
contains aalate dehydrogenase pseudogene and STS. //I. Se-91 : 1 74 : 87/ 
/Z93019 

FHtANNAI 001 10$//Hoao sapiens OVO-tike 1 binding protein (OVOLt) aR 
NA. coaplete cds.//6.4e-23:507:66//AF016045 

FHtANNAI 0011 1 0//Hoao sapiens chroaosoae 19. cosaid FI 681 5. coaplet 
e sequence. //0. 77:316: 60//AC004637 

F-NANNA) 001 1 26//Hoao sapiens PAC SQH2 in the CUTL1 locus, coaplete 
sequence. //3. 3#-21 : 237 : 73//AF047825 
FHtANNAI 0011 33//Huaan ONA sequence froa BAC S7G9 on chroaosoae 22q 
12.1 Contains ESTs. CA repeat. GSS. //0. 97: 202: 63//Z951 16 
F-NANNA) 001 1 39// tricar boxy I ate carrier [rats, liver, aRNA Partial. 
2986 n t) . //! . 6e-84 : 406 : 82//S70011 

FHtANNAI 0011 43//Hoao sapiens DNA sequence froa cosaid N7SB3 on chr 
oaosoae 22 Contains EST, exon trap, coaplete sequence. //I. 3e-14: 18 
2: 76//AL022339 

FHtANNAI 001 145//Huaan DNA seauence froa cosaid cUI I SCI f , between e 
arkors DXS679I and DXS8038 on chroaosoae X contains ESTs and STS./ 
/$. 2e-87 : 714: 78//Z71 187 

FHtANNAI 001 1 54//CIT-HSP-234ID13. TF CIT-HSP Hoao sapiens genoaic cl 
one 2341D13. genoaic survey sequence. //0. 00051 : 249: 61// AQ05573S 
FHtANNAI 001 161 //Hoao sapiens chroaosoae 14, BAC CIT8-13SH17 conta 
ining the RAD51L1 gene, coaplete sequence. //2. 2e-30: 410: 70//AC004S 

18 

FHtANNAI 001 t62//Hoao sapiens full length insert cDNA clone ZA79C0 
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1 . //2. 4e- 13 : 87 : 1 00//AF086 1 2 3 

FHIAMIA 1001 181//Hus ausculus C2C12 unknown aRNA, partial cdi.//9. 3 
•— 15:432: G0//U3I S29 

FHIAMIA 1001186/ /Hoao sapiens chroaoioae 17, clone hRPK. 74_E_22, c 
oap I e t o sequence. //«. 8e-57 : 870 : 72//AC005696 
FHtAMIAIOOl 191 

FHtAMIAIOOl I98//Hus ausculus epsISR aRNA. coaplete cds.//1. Se-I 17: 
759: 84//U2 9158 
FHtAMIAIOOl 202 

FHIAMtAI 001 203//Hoao sapiens chroaosoae 17, clone hRPK. 22JM2. V 
ORKING DRAFT SEQUENCE, 2 ordered pieces.//!. 5e-IS1 :764:98//AC00541 
2 

FHMMAI001206//Hoao sapiens chroaosoae 17. clone HCIT42IK24, coap 
lete sequence. //S. le-30:S35:65//AC004099 

F-HANMAIOOI21S//Hoao sapiens chroaosoae 19. CIT-HSP BAC 470n8, coa 
piete sequence. //8. 4e-l 82 : 860 : 98//AC005393 

FHtAMIAIOOl 220//Hoao sapiens PAC done DJ074SK06 (roe 7q3l. coaple 
te sequence. //7. 7e-58 : 690 : 70//AC004875 

FHtAMIAIOOl 222//House lor icr in aRNA. coaplete cds. //2. 7e-07:624: 58 
//K34398 

FHlAMIAI00t243//Hoao sapiens chroaosoae 17. clone hRPK. 192_H_23, 
coaplete sequence. //0. 91 : 1 77: 66//AC005726 
FHtAMIAIOOl 244 

FHtAMIAIOOl 249//Huaan 28S ribosoaal RNA psuedogenes and'alu repeat 
region sequence. //6. 7e-09:502 : 58//U676I6 
FHIAMtA100t256//Huaan DMA sequence froa clone 441 J I on chroaosoae 
6p24 Contains STS. GSS, coaplete sequence. //S.0e-37: 342 :80//299495 
F-MAIMA1001 259 

FHIAMtAI 00 1 260//Hoao sapiens aRNA for KIAA0661 protein, coaplete c 
d s. //8 . 7 e-40 : 6 59 : 64//ABQ 1 4 56 1 

FHIAMtAI 001 268//Hoao sapiens PAC clone 0J0844F09 froa 7pl2-pl3. CO 
aplete sequence. //4. 9e-43 : 265: 81//AC0044S3 

FHtAMtA1001271//Satao salar DMA for a cryptic repea t.//2.6e-06:3l 
I: 63//AJ0! 2206 

F-NANMA1Q01274//HOBO sapiens clone DJ0607J02, VORKING DRAFT SEQUEN 
CE. 12 unordered pieces.//6.6e-70:327:83//AC004840 
FHtAMIAIOOl 2 80//Hoao sapiens Xp22 bins 87-93 PAC RPCII-I22K4 (Rosa 
ell Park Cancer Institute Huaan PAC library) coaplete sequence.// 

1 . Oe-OS: 276 : 66//AC003035 

FHtAMIAt 001 292//Huaan DNA sequence froa clone 1170X4 on chroaosoae 
22ql2. 2-13. 1. Contains three novel genes, one of which codes for 
a Trypsin faaily protein with class A LDL receptor doaains. and th 
e IL2RS gene for Interleukin 2 Receptor, Beta <11-2 Receptor, C012 
2 antigen). Contains a putative CpC island. ESTs. and CSSs, coaple 
te s equence. //3. 6e-98 : 1 99 : 98//AL0223 1 4 

FHtAMIAIOOl 296//RPCI11-38B4. TV RPCI-11 Hoao sapiens genoaic clone 
R PCI-1 1-3884, genoaic survey sequence. //4. 7e-33: 292: 71//AQ030084 
FHtAMIAt 001 298//Hoau> sapiens chroaosoae 17, clone hRPX. 849_R_1 5, c 
oaplete sequence.//!. 6e- 182: 860: 98//AC005703 

FHIAMtAI 00 1305//Huasn DNA sequence froa clone 1 I6F5 on chroaosoae 
22q13. Contains part of an unknown gene and part of a RhoGAP (CDC4 
2 GTPAse Activating Protein) LIKE gene. Contains ESTs, STSs, GSSs, 
genoaic Barker D22SI168 and a CA repeat polyaorphisa. coaplete se 
quence. //I . 9e-70 : 1 63 : 97//Z93244 

FHtAMIAIOOl 322//Huaan DNA sequence froa clone 774124 on chroaosoae 
1q24. 1-24. 3 Contains protein siailar to pregnancy-associated plas 
aa protein A precursor neuronal aigration protein astrotactin. EST 
s, STS and GSS, coaplete sequence. //2. 6e-1 9: 379:68//AL031 290 
FHIAMtAI 00 1 3 24//Huaan DNA sequence ee* SEQUENCING IN PROGRESS eee 
froa clone 197L1, VQRXING ORAFT SEQUENCE. //4.5e-l 31 : 751 :9O//AL031 3 
90 

FHIAMtAI OOt 330 

FHMMA1001 341 //Sus scrof a. //1 . 6e-36: 420: 73//Z 46908 

FHIAMtAI 001 34 3//P I asaodi ua falciparua DNA eee SEQUENCING IN PROCRE 

SS *** froa KALI PI. fORXING DRAFT SEQUENCE. //I . le-OS: 81 8: 58//AL031 

744 

F-NAMIA1001346 

FHIAMtAI 001 383//Hoao sapiens. VORKING DRAFT SEQUENCE. 52 unordered 
pieces. //2. Oe-44: 505 : 74//AC004086 

FHIAMtAI O01388//Huaan IGF binding protein coaples acid-labile subu 
nit a aRNA, coaplete cds.//1. 5e-07:415:58//N86826 
FHIAMtAI OOI397//Huaan DNA sequence froa clone 462DB on chroaosoae 
22qll. 21-12. 1 Contains EST. STS and CSS. coaplete sequence. //I . Se- 
23: 209 : 7S//AL022332 

FHIAMtAI 001408//HS_3242_AI_H1 1_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3242 Col =21 Row=0, gen 
oaic survey sequence. //2. 7e-07: 181 :69//AQ207300 
FHIAMtAI 001 41 1 //Hoao sapiens sutosoaal doainant polycystic kidney 
disease type II protein (PKD2) gene, exon 14.//0. 98: 120:68//AF0048 
72 



[0 7 2 3] 



F-HAIMAl 001 41 9//HS_20S3_BI _FI t_T7 ClT * DCroy.d Huaan Genoaic Sptra 
Library 0 Hoao sapiens genoaic clone P1ate=20S3 Col=23 Row=L, gen 
oaic survey sequence.//!. 9e-7S: 424: 93//AQ244585 
F -MAMMA 100 142 0//Hoao sapiens chroaosoae 4 clone B203C23 aap 4q25. 
coaplete sequence. //2. 4e-09: 199: 70//AC004D49 

FHIAMtAI 00143 5/ /Hoao sapiens chroaosoae t6pl!.2 BAC clone CIT987S 
K-201104, VORKING DRAFT SEQUENCE. 4 unordered pieces.//S. Ie-42:5S 
8: 69//AC004529 

FHIAMtAI 001 44 2//P I asaodiua falciparua chroaosoae 2. section 37 of 
73 of the coaplete sequence. //0.0019:S16:56//AEOOI400 
F-HAMIA 1001446/ /Hoao sapiens Xo22 BAC GSHB-519E5 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //3.6e-42: 486: 70// AC003684 
FHIAMtA10014S2//RPCM 1-48022. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-48022, genoaic survey sequence.//5. 3e-87 : 423: 98// AQ1 99294 
FHtAMIAIOOl 465//Huaan OKA sequence *»* SEQUENCING IN PROGRESS eee 
froa clone 41407, VORKING ORAFT SEQUENCE. //0. 00038: 1 14: 75//ALQ33S4 
3 

F-HAMIA 1 0014 7£//Hus ausculus uridine kinase aRNA. partial cds. //4. 
le-99: 604: 87//L3 1783 

FHIAMtAI 001487//Hoao sapiens clone DJ1070G24. VORKINC DRAFT SEQUEN 

CE. 12 unordered pieces.//l.0e-!3:!S8:77//AC005486 

FHIAMtAI 001 501 //Huaan aRNA for calciua activated neutral protease 

large subunit (auCANP, calpain. EC 3. 4. 22. 17).//9.6e-52:438:81//I0 

4366 

FH1AMIA1 001 S02//Huaan DNA sequence eee SEQUENCING IN PROGRESS ttt 
froa clone 35687. VORKING DRAFT SEQUENCE. //3. 7e-152:720:99//AlQ317 

14 

F-MAMIA1 001 51 0//Huaan PAC clone DJ43804 froa 22q1 2. 1-qter. coaplet 
e sequence.//!. le-OS: 371:6 1//AC002378 
FHtAMIAIOOl 522 
FHtAMIAIOOl 547 

FHtAMIAIOOl 551//Hoao sapiens aRNA for KIAA0462 protein, part al cd 
S.//2. 3e-128:614:98//AB00793l 

F -HANNA 1 001 575/ /Huaan Chroaosoae IS BAC clone CIT987SK-A-81 SA9. co 
aplete sequence. //0. 97: 1S4:68//AF001548 

FHIAMtAI 001 576//Huaan gaaaa-tubu I in aRNA. coaplete cds. //1 . 8e-95: 5 
29: 9I//N61 764 

FHIAM1A 100 I 590//Huaan DNA sequence froa clone 125H2 on chroaosoae 
22 q 11-12 Contains part of ayosin heavy chain gene. EST, CA repeat. 
STS. GSS. coaplete sequence. //1 . 8e-07: 104:84//Z98949 
FHtAMIAI 001 600//HS_3022_A2_H01_T7 ClT Approved Huaan Genoaic Soera 
Library D Hoao sapiens genoaic clone Plate=3022 Co>=2 Row-O, geno 
aic survey sequence. //1.6e-66: 405 :90//AQl 63791 

F-MAMtAI 001 604//Huaan DNA sequence froa clone 1114G22 on chroaosoa 
e 1q24-25 Contains EST. CA repeat, Hinenin like sequence, coaplete 
sequence. //O. 00043 : 7 1 5 : S8//AL00862S 
F-HAMIA 1 00 1 606// j d 1 14 Trypanosoae Shotgun HI3 genoaic Trypanosoaa 
‘ brucei brucei genoaic clone 2G6. genoaic survey sequence. //0. 1 9: 26 
6 : 62//B1 3685 

F-HAHHA 10016 20//Hoao sapiens aonocy te/neutrophi I alastase inhibito 
r gene, coaplete cdi.//9. 7e-54:442:69//AF053630 
FHtAMIAIOOl 6 27//X. borealis ribosoaal spacer DNA. with e DNasel-hyp 
ersensi t ive si te.//0. 14:221 :62//M29833 

F-HAMIA 10OI 6 30//Hoao sapiens chroaosoae 17, clone hRPK. 22 JM 2. V 
ORKING ORAFT SEQUENCE. 2 ordered pieces.//2. 0e-47:6l 1 :71//AC005412 
F-HAHHA 1 OOl633//Huaan sine finger protein (LD5-1) aRNA, coaplete c 
ds.//l. 1 e-42:61 I :67//U57796 

FHIAMtAI 001 6 3S//Huaan BAC clone RG072EI1 froa 7q2l-7q22. coaplete 
sequence. //4. 0e-35 : 407 : 70//AC000 1 1 8 

FHIAMIA 1 00 1649//Huaan DNA sequence froa clone 3S3H6 on chroaosoae 
Xq25-26. 2. Contains the alternatively spliced SNARCA1 gene for SV1 
/SHF related, eatrix associated, actin dependent regulator of chro 
aatin. subfaaily a, aeaber I (SNF2L1) and a 40S Ribosoaal Protein 
S26 pseudogene. Contains ESTs. STSs and GSSs, coaplete sequence.// 
0.44: 245: 63//AL022577 

F-HAMIA 1001 6 54//House transcriptional control eleaent.//0. 0025: 18 
963//H17284 

F-HAMUI 001 663//CI T-HSP-2165E16.TR CIT-HSP Hoao sapiens genoaic cl 
one 216SE16, genoaic survey sequence. //9. 7e-0S: 146 : 66//B9549I 
FHtAMIAIOOl 67 0//HS_3l 36_A!_G06_HR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate s 3t36 Co 1 = 11 Row=H, gen 
oaic survey sequence. //3. 1e-28: 237: 85//AQ148779 
FHIAMIA! 001 671//Hoao sapient chroaosoae 19, cosaid F23269, coaplet 
e sequence. //3.3e- 181 :863:98//AC0056!4 

FHIAMtAI 001 679//HS_30S4_A1_H11_HR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S4 Col =21 Row=Q. gen 
oaic survey sequence. //I. 0:89: 70// AQ 1061 18 

F-HAHHA1001683//Speraatozops i s siailis aRNA for 90 kO basal appara 
tus-prote i n. //8. 3e-07 : 480 : 62//AJ224970 

F-HAHHA) 001 686//HS_3219_Bl_A03_HR ClT Approved Huaan Genoaic Spera 
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Library D Hoao sapiens genoaic clone Plate=32l9 Col=5 Ro»~B, geno 
■ic survey sequence. //O. 00072: 180: 65// AQ1 80345 
F-MAI«A!00I692//HS_3047_B1_B10_IF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3047 Co 1 = 19 Row=0, gen 
oaic survey sequence.//!. Se-94: 459: 9I//AQI 34229 
F-MAMIA10017I1//Hoao sapiens clone DJ0635OOS, VORX IMG DRAFT SEQUEN 
CE. 7 unordered pieces.//1.2e-42:316:82//AC00484S 
F-MAlHAIQ0ms//CIT-HSP-2347AI4.TF CIT-HSP Hoao sapiens genoaic cl 
one 2347A14, genoaic survey sequence.//!. le-60:413:87//AQ059I25 
F-MAWLM001 730//Hoeo sapiens brain and nasopharyngeal carcinoaa su 
sceptibility protein NSG-x aRNA, partial cds.//!.8e-133:646:97//A F 
095687 

F-MAMMAIOOl 73 5//c hi cken brain tubulin beta chain arna.//3. Se-I10:7 
40:84//J009l3 

F-MAMMAI 001 740//Huaan DNA sequence froa PAC 138017 on chroaosoaa I 
contains ESTs and STS.//0. 98: 416 : 57//Z72001 
F-MAMMAI 001 743//Hoeo sapiens clone 0J09BIO07, coaplete sequence.// 
3. 2e-16:l94:75//AC006017 

F-MAIN1A1 001 744//Hoao sapiens DMA sequence froa clone 46618 on chro 
aosoae Xqll. 1-13.2. Contains an unknown gene siailar to Coagulatio 
n Factor V (Activated Protein C Cofactor). Coagulation Factor VIII 
(Procoagulsnt Coaponent) and Cerulopiasain (EC 1.16.3.1. Ferroxid 
ase). Contains ESTs and in STS. coaplete sequence. //0. 0036: 181 : 66/ 
/AL030998 

F-MAMMAIOOl 745//Hoao sapiens BAC clone 529FII froa 8q21, coaplete 
sequence. //1 . 2e-60: 822 : 68//AF070718 

F-UAIKA 1001 751 //Huaan potassiua channel KCNOI aRNA, coaplete cds./ 
/I . 2e-35: 583 : 65//U90065 

F-MAMMAIOOl 754//Bos taurus vacuolar proton puap subunit SFO alpha 
isofora (SFD) eRMA. coaplete cdS.//8.4e-IO2:627:87//AF041338 
F -MAMA 1001 757//HS_2058_B2_C04_IIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2Q58 Col=8 Row=F. geno 
aic survey sequence.//!. 7e-24: 173: 88//AQ24386S 

F-MAMMAIOOl 760//Huaan DNA sequence froa clone 3S4N19 on chroaosoae 
6q22. Contains the 3' part of the gene for Mannosyl-Oligosacchar i 
de Alpha-1. 2Hlannosidase (Man (9) -aipha-aannosidase, EC 3.2.1.113), 
a Cy tochroae C Oxidase Polypeptide I (EC 1.9. 3.1) pseudogene and 
a pseudogene siailar to 60S Ribosoaal Protein L13A. Contains genoa 
ic Barkers 06S287 and D6S1696. ESTs. STSs. GSSs and two CA repeat 
polyaorphisas, coaplete sequence.//6. 6e-76: 349:87//AL022722 
F-MAMMA100I 764//Saccharoayces douglasii ai tochondrial cy tochroae c 
oxidase subunit I (COXI) gene, coaplete cds.//0. 23:633:57//M97S!4 
F-MAMA1001 768//Bov ine herpesvirus I coaplete genoae. //2. 3e-i 1 : 54 
7:60//AJ004801 

F-MAMMA100) 769//Hoao sapiens 1 2ql3. 1 PAC RPCM-22BP16 (Roswell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence. //1. 1 e-76: 
509: 78//AC00480I 

F-MAIHA1 001 77I//M. ausculus aRNA for seaxphorin B.//2. 7e-!06: 744:82 
//X85991 

F-MAIMIA1 001 783//Huaan PAC clone 127H14 froa 12q. coaplete sequenc 
e.//6. 0e-20: 228:75//AC002S63 
F -MAMMA 100 1785 

F -MAMMA 100 17 S8//Huaan DNA sequence froa clone 42SC14 on chroaosoae 
6q22 Contains the HSF2 gene for Heat Shock Factor 2 (Heat Shock T 
ranscription Factor 2. HSTF 2) and an unknown gene siailar to the 
placental protein DIFF33 gene. Contains ESTs. STSs and GSSs. coapl 
ete sequence. //5. 0e-05 : 1 52 : 74//Z991 29 

F-MAMHA1001790//Hoao sapiens chroaosoae 12p13.3 clone RPCI3-4S482 
3. WORKING DRAFT SEQUENCE. 48 unordered pieces. //4. 5e-S3:3J8:80//A 
C00584S 

F-MAMMA1001806//Hoao sapiens chroaosoae 19. cosaid R29368, coapl at 
e sequence.//). 0: 131 :67//AC004262 

F-MAJHA1001812//Huaan Chroaosoae X clone bWXD187. coaplete sequenc 
e. //3. Oe-34: 257 : S3//AC004383 

F-MAIMftAI 001 81 S//Hoao sapiens PAC done DJ0850G01 froa 7q21.2-q22; 
coaplete sequence. //S. 2e-61 :S16:79//AC004128 

F-MAMMAIOOI817//Hoao sapiens I2q24 PAC RPCM-261PS (Roswell Park C 
ancer Institute Huaan PAC library) coaplete sequence. //3. 1e-32: 29 
S:78//AC0 04031 

F-MAMMA1 00181 8//Hoao sapiens chroaosoae 21q22. 3, PAC clones 314N7. 
225115, BAC clone 7B7. coaplete sequence bases 1 . . 333303. //0. 71:1 
79 : 67//A JOt 1 930 

F-KAMMA100I820//Rat tus norvegicus aRNA for PAG608 gene.//3. Oe-91 :7 
26:79/Al3l48 

F-MAMMA1001824//HS_3108_A1_G1 2_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate*3108 Col=23 Row=M. gen 
oaic survey sequence. //3.4e-05: 119: 74//AQ107S08 
F-MAMMA100I836//Hoao sapiens chroaosoae 18, clone hRPK. 537_E_1. co 
aplete sequence. //3. 4e-45: 312: 85//AC00621 1 

F -MAMMA 1 00 1 837//Ra 1 1 us norvegicus zinc finger protein Y! (RLZF-Y) 
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aRNA, coaplete cds. //4. Se-Sl :480: 75//AFOS2042 

F-MAMMAIOOl 848//CI TB I -EI-2516P1 7. TF CITB1-EI Hoao sapiens genoaic 

clone 2516P17. genoaic survey sequence.//!. Oe-1 00: 486 :98//AQ279620 

F-MAMMAIOOl 8S1 //Huaan DNA froa overlapping chroaosoae 19-specific 

cosaids R30072 and R28588, genoaic sequence, coapl ate sequence.// 

5. le-07 : 197: 67//AC002390 

F-MAMMAIOOl 8$4 

F-NAMA10018S8//RPCI1 1-1 1L22. TP RPCI-11 Hoao sapiens genoaic clone 
RPCI-11-t 1L22. genoaic survey sequence. //0. 091 : 161 :65//B75631 
F-MAMA1 001 864//Huaan PAC clone DJ0205E24 froa Xq23. coaplete sequ 
ence. //2. 6e-09 : 397 : 61 //AC0030 1 3 

F-MAMA10Q1868//H$_2196_82JU2JIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate»2l96 Col=24 Row=B, gen 
oaic survey sequence. //5.8e-l 3: 86 : 100//AQ0324S5 
F-MAMAt 001 874//H. sapiens CpG island DNA genoaic Mscl fragaent, cl 
one 63hS, reverse read cpg63h5. rt1a.//1. 0: 127:63//Z62129 
F-MAMMAIOOl 8 7B//Huaan DNA sequence froa BAC 999010 on chroaosoae 2 
2q13.3. Contains two BAC end-sequences (GSSs). //I. 7e-1 9:372: 67//Z9 
4802 

F-MAMMAIOOl 880// RPCI11-90K3.TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-90K3, genoaic survey sequence. //6. 6e-l 1 : 362: 62// AQ283465 
F-MAMMAI 00!890//Huaan DNA sequence «* SEQUENCING IN PROGRESS tea 
froa clone 508 1 IS. WORKING DRAFT SEQUEMCE.//1.8e-4S:317:86//Al0217 
07 

F-MAMMAIOOt 907//Huaan DNA sequence «* SEQUENCING IN PROGRESS *** 
froa clone 424JI2. WORKING DRAFT SEQUENCE. //2. 7«-23: 255: 77//282207 
F-NAMMA1001908//H$_222S_A1_A03_MR ClT Aporoved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2225 Col=5 Row=A. geno 
aic survey sequence.//$.4e-08:264:62//AQ30l597 
F-MAMMAIOOl 93I//HS_3049_B2_D09_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3049 Col=l8 Row=H. gen 
oaic survey sequence. //1. 7e-47: 295: 90//AQ1 001 57 
F-MAMMAIOOl 9S6//H. sapiens ONA sequence. //0. 056; 233 : 66//Z22493 
F-MAMMAIOOl 963//Hoao sapiens adenylosuccinate lyase gene, coaplete 
cds.//0. 99: 173: 68//AF 108656 

F-MAMMAIOOl 969//Huaan DNA sequence froa cosaid 232L22, between aar 
kers DXS3S6 and DXSB7 on chroaosoae X contains ESTs glycerol kmas 
e pseudogene. //5. 3e-63 : 479 : 78//Z73986 

F-MAMMAIOOl 970//Hoao sapiens BAC clone BXO8SE0S froa 22q12. 1-qter. 

coaplete sequence.//!. 4e-1 26 :699: 93//AC003071 
F-MAMMAIOOl 992//HS_3078_A1_A09_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3078 Col=t7 Row=A. gen 
oaic survey sequence. //3.3e-08:2S7:6S//AQ1 43646 
F-MAMMAI 002009//Hoao sapiens chroaosoae 17, clone hRPK. 214_0_1. co 
aplete sequence. //I . Se-07 : 244 : 62//AC005224 

F-MAMMA 100201 1 //HS_3252_01_BOS_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plite=3252 Col=9 Row=D. geno 
aic survey sequence. //1 . 3e-07: 170:69//AQ304711 
F-MAMMA I 002032//Hoao sapiens chroaosoae 12pl3.3, WORKING DRAFT SEQ 
UENCE. 37 unordered pi eces.//2. le-34:315:79//AC004803 
F-MAIM6A 1 002 033//HS302 3_A2_G04_T7 CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Piate=3023 Col=8 Row=M, geno 
aic survey sequence. //4. 3e-69: 366: 94//AQ105493 
F-MAMMA 1 002041 //Genoa i c sequence froa Huaan 9q34, coaplete sequenc 
e.//5. 3e-85:439: 82//AC00I227 

F-MAMMAI 002042//Hoao sapiens chroaosoae 3. clone hRPK. 165_l_16. co 
aplete sequence. //I. 4e-2D: 314: 70//ACDO5669 

F-MAMMAI 002047//HO1O sapiens 12p13. 3 BAC RPCM1-429A20 (Rosaell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //6. 8e-1 
4:526 : 62//AC005906 

F-MAMAI002056//Huaan DNA sequence froa clone 1189B24 on chroaosoa 
e Xq25-26.3. Contains NADH-Ub i qu i none Ox idoreductase MLRQ subunit 
(EC 1.6. 5. 3. EC 1.6.99.3. CI-MLRQ). Tubulin Beta and Proto-oncogen 
e Tyrosine-protein Kinase FER (EC 2.7.1.112. P94-FER, C-FER, TYK3) 
pseudogenes, and part of a novel gene siailar to hypothetical pro 
"tains S. poabe C22F3. I4C and C. elegans C16A3.8. Contains ESTs. an 
STS and GSSs. coaplete sequence.//). le-47:648:71//AL030996 
F-MAMMAI 002058//Hoao sapiens PAC clone DJ0732C22 froa 7pl1.2-pl3. 
coaplete sequence.//!. 4#-l 9: 256: 74//AC004869 

F-MAJMIAI 00206B//Hoao sapiens, clone hRPK.2_A_1, coaplete sequence. 
//5.4e-41 :407:78//AC006I97 

F-MAMMAI 002078//Huaan DNA sequence froa PAC 106120 on chroaosoae 2 
2q12 Contains ESTs and STS. coaplete sequence.//0. 021 : 333: 64//Z81 3 
13 

F-MAMMAI 002082 

F -MAMMA) 002084//Caenorhabdi t is elegans cosaid F28C12, coaplete seq 
uence. //0. 032 : 469 : 58//2I3380 

F -MAMA I 002093//HS_3050_BI_F06_MR CIT Approved Huaan Genoaic Spare 
Library D Hoao sapiens genoaic clone Plate°3050 Co I =1 1 Row=L. gen 
oaic survey sequence. //I. 0:77: 71//AQ1 0S997 
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F -MAMMA 1 002 108//Hoao sapiens anion exchanger 3 gene, eions 1 and 2 
and coaplete 5' UTR.//8. 3e-!0:464:60//AF017306 
F-MAMMA 10021 IB 

F-MAIMIA1Q021 2S//Hoao sapiens chroaosoae 17. clone HCIT217L10. coap 
lete sequence.//!. Oe-3S: 61 9: 68//ACQ03962 

F-MAIMIA10021 32//RPC! 1 I-78F1 1. TJ RPCI11 Hoao sapiens genoaic clone 
R-78F1I. genoaic survey sequence. //I . Oe-IO: 3S7 : 97//AQ286460 
F -MAMMA 10021 40//Koao sapiens 12q24 PAC RPCI1-65E7 (Roswell Park Ca 
near Institute Huaan PAC library) coaplete sequence. //1. 6e-45:5B3: 
64//AC00421S 

F-MA*U1002143//Huaan serua constituent protein (MSE55) aRNA. coap 
lete cds.//6. Oe-1 1 : 192:70//M88338 

F-MAMMA1002145//Huaan DMA sequence tee SEQUENCING IN PROGRESS eee 
froa clone 102024. VORKING ORAFT SEQUENCE. //0. 0028 : 570: S9//A10Z 1 39 
1 

F -MAMMA 1 0021 S3//HS_3C05_A1_D04_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3005 Col=7 Row=G, geno 
aic survey sequence. //4. 9e-4l ; 2! 3: 99//AQ132213 
F-MAMMA t 002 1 55//Huaan DMA sequence tee SEQUENCING IN PROGRESS eee 
froa clone 462023. NORKING ORAFT SEQUENCE. //I. 2e-45: 303: 78//AL03I4 
31 

F-MAMA10021S6 

F-MAMMA10021S8//CITBI -El -2S08P18.TR CITBI-Et Hoao sapiens genoaic 
clone 2S08P18, genoaic survey sequence. //7. Ie-42:25S:92//AQ266165 
F-MAMMA 10021 70//Hoao sapiens chroaosoae 17. clone HCIT187M2. coapl 
ete sequence. //2. Oe-81 : 604: 81//AC004448 

F-MAMMA1002174//Hoao sapiens clone UVGC:y67cl26 froa 6p21. coaplet 
e sequence. //3. 2e-43:333:83//AC004212 

F-MAMMA1 0021 98//H. sapiens thiol-specific antioxidant protein aRNA. 
//1.0e-34: 121 :98//Z22S48 

F-MAJMIA1 002Z09//HS_21 97_81_E07_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2l97 Col=13 Row=J, gen 
oaic survey sequence. //9. 6e-18: 163: 84//AQ21 0058 
F-MA1M1A1 00221 S//Hoao sapiens anion exchanger 3 gene, eions 1 and 2 
and coaplete S'UTR.//6. 3e-08:435:60//AF0l7308 
F-MAMMA 1 00221 9//Ra t tus norvegicus rexo70 aRNA, coaplete cds.//1.8 
e-1 24: 752 : B7//AF032667 

F-MAMA1 Q02230//P 1 asaod i ua filciparua 3D7 chroaosoae 12 PFTAC588 g 
enoaic sequence, VOTING DRAFT SEQUENCE. 2 unordered pieces. //0. 6 
7:356: 59//AC004710 

F-MAMMA1D0Z236//Rattus norvegicus initiation factor elF-2B gaaaa s 
ubunit (e IF- 28 gaaaa) aRNA. coaplete cds.//9. 3e-140:836: 87//U3B2S3 
F-MAMMA 1 002 243//Hoao sepiens chroaosoae 17, clone hRPK. I 1Z_H_10, c 
oaplete sequence. //1. 4e- 145: 691 :98//AC005666 

F-MAMMA 1 0022 50//Komo sapiens chroaosoae 16. PI clone I09-9G (LANL 

). coaplete sequence. //6. Oe-138: 660: 98//AC005600 

F-MAMMA I 002267//Hoao sapiens chroaosoae 2. PI clone 777H5 (LBN l H2 

7). coaplete sequence. //0. 066: 333: 60//AC003676 

F-MAMMA 1 0022 68//Mtis ausculus sphingosine kinase (SPKKIa) aRNA, par 

till cds.//1. 1e-39:4Q4:74//AF0S8748 

F-MAMMA 10022$9//HS_3163_B I _D03_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone PI a te=31 63 Col=S Row=H, geno 
aic survey sequence. //1 . 0: 1 50: 63//AQ1 71 576 

F-MAMMA) 002 28 2//Huaan Chroaosoae 16 BAC clone C I T987SK- 327024, coa 
pi ete sequence.//!. 5e-22 .31 5 :67//AC0031 08 

F-MAIMIA1002292//B. gar ini i (strain Tlsl) p83/100 gene (partial).// 
0. 73:200:64//X81533 

F-MAMMAI002293//Hoao sapiens clone DJ1147A0I. NORKING DRAFT SEQUEN 

CE. 25 unordered pieces. //I. 6e-56: 408: 75//AC006023 

F-MAMMA I 002294//Sequence 2 froa Patent *0951 6779. //I . 8e-06:401 :62/ 

/A45258 

F-MAMMA 1 002297 

F-MAMMA1002298//Hoao sapiens MIA froa chroaosoae 19, cosaid RZ914 
4, coaplete sequence. //0. 0056: 525 :6I//AC004221 

F-MAMMA1002299//C I T-HSP-234SB2.TR CIT-HSP Hoao sapiens genoaic clo 
ite 234SB2, genoaic survey sequence.//). 2e-90: 446: 98//AQ053994 
F-MAMMA! 002308//Huaan 0NA sequence tee SEQUENCING IN PROGRESS tet 
froa clone BS0H21. NORKING ORAFT SEQUENCE.//!. 3e-35: 329: 78//AL03I6 
80 

F-MAMU1 0023!0//Huaan gastric (H+ + K+)-ATPase gene, coaplete cds. 
//0. 0060 : 301: 60// J 05451 

F-MAMtAt 00231 1//Huaan Chroaosoae !Sq1l-q13 clone pDJ276c12 froa th 
e Prader-Ni 1 1 i/Angelaan syndroae region. VORKING DRAFT SEQUENCE. 3 
unordered pi eces. //8. 6e-S0 : 327: 69//AC004737 
F-MAMXA100231 2//Hoao sapiens DNA sequence froa PAC 43501 on chroao 
soae Xq2S. Contains ESTs and STS.//1. 3e-09: 741 :58//Z86064 
F-NAMMA100231 7 

F-MAMMA! 0023 19//Hoao sapiens chroaosoae 19. fosaid 39347. coaplete 
sequence. //1 . 9e- 1 58 : 746 : 99//AC0057S6 
F-MAMMA 1002 3 2 2//Hoao sapiens Chroaosoae 11p14. 3 PAC clone pDJ1034g 



4, -coaplete sequence. //S. 3e-S2: 617: 70//AC004796 

F-MAMMA 1002 329//Hoao sapiens RaP2 interacting protein 8 (RPIP8) nR 
NA. coaplete cds.//0.22:143:67//U93871 

F-MAMA1002332//Huaan DNA sequence »** SEQUENCING IN PROGRESS Ht 
froa clone 30C7, VORKING DRAFT SEQUENCE.//!. 6e-31: 287: 74//AL034402 
F-MAIHA1002333//Mycobacter iua tuberculosis H37Rv coaplete genoae. 
segaent 148/162. //2. Se-09: 674: S9//AL022022 

F-MAMMA1002339//Hoao sapiens chroaosoae 21q22.3. cosaid clone Q4H9 
coaplete sequence bases 1 . . 41604.//2. le-S7: S22:77//AJ01 1932 
F-MANMA1002347//Hoao sapiens BAC clone RGI36N17 froa 7plS-o21. coa 
pi ete sequence. //2. 0e-1 4: 258 : S9//AC0041 29 

F-MAMMA1 002 3SI //Huaan DNA sequence see SEQUENCING IN PROGRESS see 
froa clone I059HI5. NORKING ORAFT SEQUENCE. //7. 8e- 1 32: 723: 91 //AL02 
2100 

F-MAMMA1002352//Huaan DNA sequence MV SEQUENCING IN PROGRESS >«* 

froa clone 12803. VORKING DRAFT SEQUENCE. //S. 8e-1 7: 326: 70//Z98742 

F-MAMMA 1 002 353//Hoao sapiens clone 0J0292L20, VORKING ORAFT SEQUEN 

CE. 2 unordered pieces. //I . le-14: 399:63//AC004B2S 

F-MAMMA 1 002 355//Huaan DNA sequence *«* SEQUENCING IN PROGRESS *** 

froa clone I09C6, VORKING DRAFT SEQUENCE. //3. 7e-43: 420: 75//AL02387 

9 

F-MAIMIA1002356//Pt asaod iua falciparua 3D7 chroaosoae 12 PFTAC812 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 8 unordered pieces. //0. 00 
22 : 534 : 59// AC004 1 53 

F-MAMMA1002359//Hoao sapiens 12p13.3 PAC RPC 1 5-1 18001 2 (Rosaell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //5. 3e-l 
8:156: 75//AC00583I 

F-MAMMA 1002360//Huaan DNA sequence froa cosaid L21F12B. Huntington 
s Disease Region, chroaosoae 4p16.3, contains EST.//4.9e-43:353.6 
9//Z68885 

F-MAMMA 1002 36 I //Huaan DNA sequence froa clone 342B11 on chroaosoae 
22ql2. 1-12. 3. Contains ESTs and a GSS, coaplete sequence. //I. 8e-2 
2:282: 74//AL0087 19 

F-MAMMA1 002362//Plateays spisii CR 1 — 1 1 Me LINE, partial sequence.// 
0. 00058: 83 :79//D82938 

F-MAMMA 1 002380//CI T-HSP-2383K24. TF CIT-HSP Hoao sapiens genoaic cl 
one 2383K24, genoaic survey sequence.//4. 4e-IO: 85: 92//AQ1 96889 
F -MAMMA 1 002384//RPCI 1 1 — 80 J 20. TV RPC 1 1 1 Hoao sapiens genoaic done 
R-60J20. genoaic survey sequence. //2. 7e-56: 286 : 98//AQ2841 34 
F-MAMMA1002385//CIT-HSP-2328G13. TF CIT-HSP Hoao sapiens genoaic cl 
one 2328G13, genoaic survey sequence.//5. 5e-46:33S:84//AQ04398S 
F-MAMMA 1002392//Hoao sapiens PAC clone DJ0797C05 froa 7q31, coaple 
te sequence. //8. 5e-29 : 273 : 78//AC004888 

F-MAMMA1 00241 1 //Huaan DNA sequence froa clone 10440)7 on chroaosoa 
e Xpl 1.3-11.4 Contains GSS and STS. coaplete sequence. //8. 2e-09: 28 
7:63//AL023875 

F-MAMMA 10024 1 3//P I asaod iua filciparua (strain Dd2) variant-speci f i 
c surface protein (var-t) gene, coaplete cds. //9. 6e-08: 730: 57//L40 
608 

F-MAMMA 1 0024 1 7 //Huaan DNA sequence ttt SEQUENCING IN PROGRESS *** 
froa clone 30C7. VORKING DRAFT SEQUENCE. //4. I e-06: 181 : 72//AL034402 
F-MAMMA 100242 7// SEQUENCING IN PROGRESS *M Hoao sapiens chroao 
soae 4. BAC clone C0366HO7: HTGS phase 1. VORKING ORAFT SEQUENCE. 
28 unordered pieces.//!. 3e-5l :593:72//AC004S04 
F-MAMMA 1002428 

F-MAMMA 1002434//Hoao sapiens DNA sequence froa PAC 958B3 on chroao 
soae Xp22. 1 1 -Xp22. 22. Contains ESTs STS and CoG island.///. 3e-56: 3 
88:8I//Z93023 

F-MAMMA I 002446//C I T-HSP-2324022.TR CIT-HSP Hoao sapiens genoaic cl 
one 2324022. genoaic survey sequence. //2. 3e-56: 302: 95//AQ027479 
F-MAMMA 1 002454//Hoao sapiens PAC clone DJH36C13 froa 7q3S-q36. co 
ap I e t e sequence. // 1 . 1 e-54 190: 94//AC005229 

F-MAMA 1002461 //Rat tus norvegicus calciua channel alpha-1 subunit 
gene, partial cds. //0. 00045: 457: 60//U1 4005 

F-MAMMA1002470//Saccharoayces cerevisiae chroaosoae VIII cosaid 92 

05. //9. 7e-33 : 709 : 60//U1 0556 

F-MAMMA 1 00247 S/ /Hoao sapiens I2pl3.3 PAC RPCI3-340I3 (Rosaell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //0. 092 : 50 
6: 58//AC00467I 

F-MAMMA 1002480//Hoao sapiens clone RG228DI7. VORKING DRAFT SEQUENC 
E. 2 unordered pieces. //0. 025: 100: 76//AC005077 
F-MAMMA 1 002485//Hoao sapiens stanniocalcin-2 (STC-2) aRNA. coaplet 
e cds. //2. 9e-l 18:560: 98//AF055460 

F-MAMMA 1002 4 94//Hoao sapiens Xp22-175-I76 BAC GSHB-484017 (Genoae 
Systeas Huaan BAC Library) coaplete sequence. //I. 5e-22: 297: 73//ACO 
05913 

F-MAMMA 1 002 498//Huaan PAC clone DJ327AI9 froa Xq25-q26. coaplete s 
equenee. //7. 2e-1 0: 330: 64//AC0O2477 

F-MAMMA 1002524/ /Hoao sapiens huntingtin gene, partial eaon. //Q. 008 
0: I24:72//L49359 
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F-MAMIA1002S30//Hoao sapiens cytosolic phospholipase A2 gaaaa (cPL 

A2 bum) bRNA. coaplete cds. //!. 4e-»60: 775: 97//AF065214 

F-MAMW1 00254 5//Hoao sapiens chroaosoae 17, clone hRPK. 74_E_22. c 

oaplete sequence.//! . 9e-4l : 34S : 80//AC005696 

F-MAMW1002SS4 

F-MAMU10025S6 

F-MANMA 1002566 

FHUIHA1002S71//CIT-HSP-2296N17. TR ClT-HSP Hobo sapiens genoaic cl 
one 2296N17, genoaic survey sequence.//!. 7e-07:76:90//AQ006579 
F-MAMIA1 00257 3//Hoao sapiens DMA, trinucleotide repeats region, cl 
one GAA C27.//2. 7e-08: 1 95:70// AB01 8507 
F-MAMMA) 002585 

F-MAMIA 100 25 90//Hoao sapiens BAC clone GS2S0A16 froa 7p21-p22, coa 
plate sequence. //2. I e-26: 361 :69//AC00501 9 

F-MAMMA 1 0025 97//Huaan DMA sequence Mt SEQUENCING IN PROGRESS *** 
froa clone 1103G7, VORKING ORAFT SEQUENCE. //I . 3e-34: 550: 69//AL0345 

48 

F-MANNA I Q02598//H. sapiens bRNA for ribosoaal protein L7. //1 . 1 e-21 : 
123: (00//X57958 

F-MANNA I 002603//Hoao sapiens chroaosoae 20. BAC clone 99 (LBNL H8 
0). coaplete sequence. //0. 0018:358: 6I//AC005220 
F-MAMIA1 00261 2//Hoao sapiens PAC clone DJ0696N01 froa 7p2l-p22. co 
aplete sequence. //I. Ie-I3:336: 63//AC004861 

F-MAMIAI 00261 7//Hoao sapiens clone OJ1070G24. VORKING ORAFT SEQUEN 
CE. 12 unordered pieces. //0. 14: 229 : 64//AC005486 
F-MANMA100261 8 

F-MANNA 1 0026 19//Hoao sapiens chroaosoae 21 PAC RPCIP704E14135Q2.// 
9. 5e-71 :3I9:85//AJ0I0598 

F-MANNA 1 0026 22//Hoao sapiens advillin bRNA, coaplete cds.//1.5e-2 
0: 1 57: 90//AF041 449 

F-MANNA 100 26 2 3//Hoao sapiens T-cell receptor alpha delta locus fro 
a bases 501613 to 7S2736 (section 3 of 5) of the Coaplete Nucleoti 
de Sequence. //8.3e-06: 137: 72// AE000660 

F-MAMIA1002625//Huaan DMA sequence *tt SEQUENCING IN PROGRESS **• 
froa Clone I056L3. VORKING ORAFT SEQUENCE. //I. 9e-1 71 : 819: 98//AL031 
727 

F-MAMA100Z629//Hoaan BAC clone RG385F02 froa 7pl5. coaplete seque 
nee. //4. 8e-85 : 478 : 78//AC003093 

F -MANNA) 002636//Huaan POU daoaain factor (Brn-3a) gene, exon 2. co 
aplete cds. //S.6e-09: 499 :62//U1 0063 

F-MANNA1002637//Nus Busculus kinesin light chain 2 (Klc2) bRNA. co 
aplete cds.//3.6e-115:785:82//AF055666 

F-MANNA1002646//Hoao sapiens chroaosoae 2 clone I0IB6 Bap 2pll, co 
aplete sequence.//!. Se-45: 291 : 90//AC002038 

F-MAJNIA1 002650//Hoao sapiens candidate tuaor suppressor HIC-1 (HI 
C— I ) gene, coaplete cd$.//6. 6 e- 06: 661 :59//L419l9 
F-MAMIAI002555//HS_2003_A2_A1 1_MR CIT Approved Hunan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=20O3 Col=22 Row=A, gen 
oaic survey sequence. //9. Oe-1 5: 198: 74//AQ224233 
F-MAMNA1 002662 

F-MAMIA 1 00266 5//Hoao sapiens BAC clone CS5S8G18 froa 7pl2-pl4. coa 
p l e to sequence. //1 . 4e-37 : 235 : 84//AC005029 

F-MAMIA! 00267 1//Huaan Cdk-inhibi tor p57KIP2 (KIP2) aRNA. coaplete 
cds. //0. 00027 : 272: 64//U22398 
F-MAMIA 1002673 

F-MAMIA 1 00 2684//Hoao sapiens aRNA for KIAA0214 protein, coaplete c 
ds. //3. 7e-161 : 752 : 99//D86987 

F-MANNA 1 00268 S//Huaan DNA sequence *t* SEQUENCING IN PROGRESS tea 
froa clone 39417. VORKING DRAFT SEQUENCE. //6. 2e-45: 510: 70//AL02358 
5 

F-MAMMA 10026 98//HS_3024_B1_C06_T7 CIT Approved Hunan Genoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate°3024 Col=11 Ro«=F. gen 
oaic survey sequence.//!. 7e-10: 155: 75//AQ072214 
F-MAMIA1002699//Ra t tus norvegicus EH doaain binding protein Epsin 
bRNA, coaplete cds. //5. 9e-7S: 509: 83//AF01 8261 

F-MANMA1 00270 l//Hoao sapiens gene for AF-6. coaplete cds. //I. 2e-IS 
9: 749 : 99//AB0 1 1 399 

F-MAM1A1 002708//Huaan ONA sequence froa clone 267N20 on chronosoae 
Xq22.2-22.3. Contains part of the DIAPH2 gene and a pseudogene, E 
STs. STSs and GSSs. coaplete sequence. //3. 0e-57: 347: 79//AL03 1053 
F-MAMMA1 0027 1 1 / /Hobo sapiens BAC clone GS589P19 froa 7p!3-p14. coa 
plete sequence. //3. 4e-31 : 484: 69//AC005030 

F-MAMU1002721//CI T-HSP-2350N5.TR ClT-HSP Hobo sapiens genoaic clo 
ne 23S0M5. genoaic survey sequence.//!. 4e-06: 265: 63//AQ06 1245 
F-MAMM1 00272 7//Huaan ONA sequence froa clone 67KI7 on chroaosoae 
6q24. 1-24. 3. Contains the HIVEP2 (Schnurri-2) gene for HIV type ! 
Enhancer-binding Protein 2, and a possible pseudogene in an intron 
of this gene. Contains STSs and CSSs and an AAAT repeat polyaorph 
isa, coaplete sequence. //0. 1 8: 386: 58//AL023584 
F-MAMMA1002728//Huaan DNA sequence fron PAC 296K2I on chroaosoae X 
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contains cytokeratin exon, del ta-aai nolevul inate synthase (erythr 
oid): 5-aainolevul inic acid synthase. (EC 2.3.1.37). 6-phosphofruct 
o-2-kinase/f ructose-2. 6-bisphosphatase (EC 2. 7. 1 . 105, EC 3.1.3.46 
). ESTs and STS.//3. 2e-05:362:63//Z8382l 

F-MANNA I 002744//Plasaodiua falciparua chroaosoae 2. section 5 of 7 
3 of the coaplete sequence. //0. 000! Q: 535: 58// AE001 368 
F-MAMMA 100 2 746//Hoao sapiens chroaosoae 17. clone hRPK. 136_HJ9, c 
oaplete sequence.//!. 2e-1 82: 880: 97//AC005856 

F-NAMMAt002748//Hoao sapiens 3p22 Contig 7 PAC RPCI4-672N1! (Rosae 
II Park Cancer Institute Hunan PAC Library) coaplete sequence. //2. 
7e-175: 829:98//AC0060SS 

F -MAMMA 1 002754//Hoao Sapiens Chroaosoae X Clone bVXDITI, VORKING C 
RAFT SEQUENCE. 1 ordered pieces.//3. le-3! : 372:75//AC004676 
F-HAINtA 10027 SB//Hoao sapiens K1AA0442 aRNA, partial cds.//3. 3e-26: 

1 51 : 98//ABQ07902 

F-NANHA1002764//Huaan Chroaosoae 11 Cosaid cSRLl66al. coaplete seq 
uence. //S. 2e-49: 355: 81//U73636 

F-MAMNA1 00276 S//RPCI11-20A 22. TPB RPCI-11 Hoao sapiens genoaic cion 
e RPCI-11 -20A22. genoaic survey sequence. //6. 7e-1 3: 155: 76//B92 153 
F-MAMNAI002769//CIT-HSP-2323G1 . TF ClT-HSP Hoao saoiens genome clo 
ne 2323G1, genoaic survey sequence. //9. 7e-21 : 151 :90//AQ028244 
F -MAMMA 1 002 775// Huein ABL gene, exon lb and intron lb, and putativ 
e MB 604 Met protein (M8S04 Met) gene, coaplete cds.//5. 6e-105: 17 
9:99/Al07561 

F-MAMMA100?780//Plasnod iua falciparua ONA *« SEQUENCING IN PROGRE 
SS *** froa contig 3-08, coaplete sequence. //0. 071 : 277: 58//Z98546 
F-MAMMA1 002782//HS_32l 3_B2_B08_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3213 Col=16 Roa=0, gen 
oaic survey sequence. //0. 00018: 219: 63//AQ1 75845 
F-MAMMA 1002796 

FHIAMMAI002807//Huaan Chroaosoae X PAC RPCM-290C9 froa the Pieter 
de Jong Huaan PAC library: coaplete sequence. //6.9e-22: 332: 69//AC 
002404 

F-MAMMA I 002820//Hoao sapiens Xp22 bins 87-93 PAC RPCI1-I22K4 (Rosa 
ell Park Cancer Institute Huaan PAC Library) coaplete sequence.// 
5. 9e-l1 :483:62//AC003035 

F-MAMMA) 002830//Hoao sapiens chroaosoae 17. clone hCIT529!10, coao 
lete sequence. //I. Oe-64: 320 :83//AC002553 

F-MAMMA 1 002833/ /Hoao sapiens PAC clone DJ074SK06 froa 7q31. coaple 
te sequence. //2. 8e-47 : 41 3 : 80//AC004875 
F-MAMIA 1002835 

F-MAMMA 1 0D2838//A-9 1 6H 10. TP CIT978SK Hoao sepiens genoaic clone A- 
916H10. genoaic survey sequence. //I. I e-39: 164: 83//BI 4462 
F-MAMIAI 00 2 84 2 //Mu s ausculus c-Cbl associated protein CAP aRNA. co 
aplete cds. //I. 9e-62:373:81//U58883 

F-MAMMA 100 2 84 3 //Hoao sapiens aRNA for KIAA0810 protein, partial cd 
s.//1.7e-135:635:99//AB018353 

F-MAMIA) 002844//FI707-T7 IGF Arabidopsis thaliana genoaic clone FI 
707, genoaic survey sequence.//6. 7e-17: 383:66//81 1616 
F-MAMU 1002858 

F-MAMIA 1002868//RPC lit -S4F9.TJ RPC 1 11 Hoao sapiens genoaic clone 
R-54F9, genoaic survey sequence. //8. 3e-81 : 392: 99//AQ081 566 
F -MAMMA 1 00286 9//Sequence 1 froa patent US 55S2529.//2. Ze-86:69S:78 
//1 25863 

F-MAIMU1002871//Lupi nus angust i fol ius nodul in-45 gene, coaplete cd 
S.//0. 029: 370: 59//L1 2388 

F-MAMMAI002880//RPC1 1 1-23M23. TV RPCI-11 Hoao sapiens genoaic clone 
RPCI-I I-23N23. genoaic survey sequence. //1 . 8e-20: 271 : 74//BB65I8 
F-MAMMA1 002881 //Hoao sapiens aRNA for 25 kOa trypsin inhibitor, co 
aplete cds.//l. 2e-28:680: 61//D4S027 

F-MANMAI 002886//Huaan DNA sequence **♦ SEQUENCING IN PROGRESS «** 
froa clone 380AI. VORKING ORAFT SEQUENCE. //0. 00040: SOS: 57//Z976 53 
F -MAMMA 1 002887//HS_3238_B2_G08_MR CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate s 3238 Co I = T 6 Row=N. gen 
oaic survey sequence. //S. 5e-79: 401 :97//AQ2 1 981 4 
F-MAMMA 1 0028 90//Nus ausculus KHC class III region RD gene, partial 
cds: Bf. C2, G9A, NG22, G9, HSP70. HSP70. HSC70t, and saRNP gene 
s. coaplete cds: G7A gene, partial cds: and unknown genes. //4. 6e-3 
5 : 136: 73// AF 1 09906 

F-NAMMA100289?//Mouse Cosaid aa66alQ0 froa I4D1-02, coaplete seque 
nee. //$. 7e- 1 4 : 450: 60//AC004096 

F-MAMMA! 002895/ /H. sapiens CpC island ONA genoaic Nsel fragaent. cl 
ona 46b6, forward read cpg46b6. f tla.//3. 7e-35: 190. I00//Z58616 
F-NAMMAI 002908//Penaeus aonodon aicrosatel I i te locus Pao27.//l.le- 
05:1 95 :62//AF06 8828 

F-NAMMAI 002909//Huaan Chroaosoae 11 pac p0J205d23, coaplete sequen 
c e. //1 . 0e-1 3 : 457 : 6 1 //AC002402 

F-MAMMA 100 2 93 0//Hoao sapiens Xp22 BAC GSHB-SI2P14 (Cenoae Systeas 
Huaan BAC library) coaplete sequence. //0. 25: 260: 6Z//AC0O4467 
F-NAMMA 1 002937//H. sapiens ZNF74-1 eRNA.//6. 3e-13:S77:59//X71623 
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F-MAIMIA1002938//Hoao sapiens aRNA tor KIAA0698 protein, coapiete c 
ds.//5. 1e- 193: 910: 9B//AB01 4598 

F-MAIMAt 002941 //Hoao sapiens Chroaosoae 2 Zq 1 I . 2 BAC Clone b437gl0 
In BCRL2-GCT Region, complete sequence. //2. 7e-23: 174: 77// AC004032 
F-MAMMAI 002947//Rhodobac ter capsulatus strain SSI 003. partial geno 
ae. //! . 3e-09 : 475 : 6 I//AF0 1 0498 

F-MAMMAI 0029fi4//Huaan thiopurine aethy I transferase (TPMT) gene, ex 
on 5.//0. 0029: 314:60//AF01 9386 

F-MAJHA1 002970//Huaan DMA sequence froa PAC 436M11 on chroaosoae X 
p22. 11-22.2. Contains ttie serine threonine protein phosphatase gen 
e PPEFI, and the first coding exon of the RSI gene for retinoschis 
is (X-l inked,' juvenile) I (XLRSI). Contains ESTs. an STS and CSSs, 
coapiete sequence. //4. 0e-10: 1 94: 71 //Z 94056 
F-MAMMAI 00 2 972//H. sapiens CpC island DMA genoaic isel fragaent. cl 
one 2gl0, forward read cpg2gl0. f t!aa.//0. 38: 1 S6 : 66//Z5S272 
F-MAIHA1 002973//Hoao sapiens chroaosoae 17, clone hRPK. 142_HJ9. c 
oap I e t e sequence. //2. 9e-4 1 :234: 79//AC00S9 1 9 

F-ttAMMAl 002982//Hoao sapiens DNA sequence froa PAC S10L9 on chroao 
soae Sp24. 1-p2S. 3.//1.7e-05:322:63//AL022098 

F -MAMMA 1 D02987//CITBI -E1-25I4J12. TR CITBI-EI Homo sapiens genoaic 
clone 2S14JI2, genoaic survey sequence. //0. 0084 : I3S;66//AQ27587I 
F-MAJMIAt003003//cSRL-M5D12-u cSRL flow sorted Chroaosoae II speci 
fic cosaid Hobo sapiens genoaic clone cSRL-145012. genoaic survey 
sequence. //2. 8e-31 : 201 : 89//B01 998 

F -MAMMA I Q03004//Huaan DMA sequence SEQUENCING IN PROGRESS tee 
froa clone T237CI0. WORKING DRAFT SEQUENCE. //l.fie-10: I80:73//AL03I 
601 

F-MAMMAI 003007//Hoao sapiens (clone cosaid c11q-8DI) tetranuc leoti 
de repeat polyaorphisa at the DI1S488 locus. //3. Se-I2:435:61//L047 
32 

F-MAMMAI 00301 1 //Rattus norvegicus histone aacroH2A1.2 aRNA. coaple 
te cds.//2.3e-50:734:67//U79139 

F-MAMMAI 00301 3//Mus ausculus chroaosoae 19, clone CIT2B2B2I, coapl 
ete sequence. //1. 2e-8S: 341 : 79//AC003694 

F-MAMMAI 00301 S//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-591H 
7. coapiete sequence. //2. 6e-1 3:443 :61//AC003661 
F-MAMMAI 00301 9//HS.3221 JU_A01 JM CIT Approved Huaan Genoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate-3221 Co 1 = 1 Row=A, geno 
aic survey sequence. //2. Se-SI : 299: 92//AQ1 84271 
F-MAIMM 1003026 

F-MAMMAI 003031 //Hobo sapiens chroaosoae 5. BAC clone 3I9C17 (LBNL 
HI 59) , coapiete sequence. //0. 0037: 134: 73//AC00S214 
F-MAlMkA1003035//RPCI 11-11 P4. TP RPCI-ll Hobo sapiens genoaic clone 
RPCI-11-I1P4. genoaic survey sequence. //1. 1e-07: 66: 100//B74936 
F-MAMMAI 003039//HOBO sapiens 12p13.3 PAC RPCI3-340I3 (Roswell Park 
Cancer Institute Huaan PAC Library) coapiete sequence. //2. le-19: 2 
20:76//ACO04671 

F-MAMMAI 003040//Huaan DMA sequence froa PAC 340NI on chroaosoae Ip 
35-36. 2. Contains ESTs. polyaorphic CA repeat, trna and endogenous 
retrovi rus.//9. 5e-91 :469: 78//2982S7 
F-MAMMAI 003044//Huaan ORA sequence froa clone 496N17 on chroaosoae 
6p1 1.2-12.3 Contains EST. GSS. coapiete sequence. //0. 21 : 289: 6I//A 
L03132I 

F-MAMMAI 00 3047//Hoao sapiens protein inhibitor of activated STAT p 
rotein PIASy aRNA. coeplete cds.//l. 7e- 1 39:663 : 98//AF077952 
F-MAIMIA 1003049 

F-MAMMAI 003055//HS_3014_B2_F1 0_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30l4 Co I =20 Row=L, gen 
oaic survey sequence. //4. 2e-05: 215: 64//AQ1 64940 
F-MAMMAI 003056//HS_3221_B2_D12_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P! a ta- 3221 Cot=24 Row=H, gen 
oaic survey sequence. //I . 4e-l 6: 206: 74//AQ302772 
F-MAMMAI 0030S7//1. doaest i cus MD6 aRNA. //8. Se-I28:654: 94//X54352 
F-MAJMA1 003066//Huaan DNA sequence tt« SEQUENCING IN PROGRESS tes 
froa Clone 273F20, WORKING DRAFT SEQUENCE. //I. 0: 142: 71//AL034371 
F-MAMMAI 003089//Hoao sapiens Chroaosoae II pi 4. 3 PAC clone pOJl034g- 
4, coeplete sequence. //I. 7e-42: 373: 78//AC004796 
F-MAMA1003099//Hoao sapiens beta-filaain aRNA. coapiete cds.//2.6 
e-42: 288: 88//AF042I66 

F-MAMMAI 0031 04//Mus ausculus rostral cerebellar aalforaation prote 
in (rca) aRNA. coapiete cds.//l. 6e-i2:477:64//U72634 
F -MAMA 1 0031 13//Mus ausculus C0P9 coaplex subunit 7a (C0PS7a) aRN 
A. coeplete cds. //3. 4e-1 21 : 789: S5//AF071 316 

F-MAMMA1003127//R. norvegicus MYR1 aRNA for ayosin I heavy chain.// 
9. 4e-58 : 423 : 83//X68I 99 

F-MAMMAI003I 3 5/ /Bus ausculus dentin sialophosphoprotein precursor 
(DSPP) aRNA. coapiete cds. //0.62:676: 58//U679I6 
F-MAIMIA 1003 140 

F-MAMMAI 003 1 46//Hoao sapiens aRNA for CHT3 protein. //2. 2e-80:397: 
97//Y 15062 
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F-MAMMAI 003 150//Huaan DNA sequence *** SEQUENCING IN PROGRESS set 
froa clone S98F2. WORKING DRAFT SEQUENCE. //7. 3e-l 23:266:88//AL02IS 
79 

F-MAMMAI 003 166//Huaan DNA sequence SEQUENCING IN PROGRESS see 
froa clone 250010. WORKING DRAFT SEQUENCE.//! . 6e- 33: 143: 82//Z 997 16 
F-NT 2 RM 1 00000 1 //Huai n OKA sequence froa clone 393P23 on chroaosoae 
Xq2t. 1-21. 33. Contains GSSs, complete 'sequence. //0. SO: 2!6:6i//Z9$ 
400 

F-NT2RM1 00001 8//Huaan aRNA for KIAA0066 gene. ’ part ial cds.//4.8e-6 
S:38S: 92//D31886 
F-NT2RM 1 000032 

F-NT2RM1000035//Cr icetulus griseus SREBP cleavage activating prote 
in (SCAP) aRNA. coapiete cds.//6. 3e-13S:565:B4//U67060 
F-NT2RN1 000037//Hoao sapiens aRNA for KIAA0690 protein, partial cd 
s. //I, le-106: 542 : 95//AB0I4590 

F-NT2RM1 000039//Mouse genetic suppressor eleaent aRNA. //0. 080: 239: 
60//L271 55 

F-NT2RM1 00005S//Rat tus norvegicus aRNA for TIPI 20. coapiete cds.// 
8. 4e-96: 535: 91//D87671 

F-NT2RM1 000059//Huaan DNA sequence tee SEQUENCING IN PROGRESS *** 
froa clone 390E6. WORKING DRAFT SEQUENCE. //1. 0: 257 :S9//AL03l 600 
F-NT2RM1 000062//Nephi I a clavipes dragline silk protein spidroin 1 
gene, partial cds. //0. 54:306:63//U37520 

F-NT2RM1 00008D//Sequence 2 froa patent US S763S89.//1. 5e-1!S 566:9 
7//AR0 12692 

F-NT2RM1 000086//Hoao sapiens aRNA for KIAA0661 protein, coapiete c 
ds . // 1 . 8 e- 1 1 4 : 550 : 97//AB0 1 4S6 1 

F-NT2RMI 000092//Hoao sapiens chroaosoae 19. cosaid R26B94, couplet 
e sequence. //0. 63: 180: 65// AC00SS94 

F-NT2RM1 0001 1 8//Hoao sapiens clone 23763 unknown aRNA. partial cd 

5. //0.027: 126:70//AF007I5S 

F-NT2RMI 0001 1 9//Huaan DNA sequence **e SEQUENCING IN PROGRESS *** 
froa clone 466N1. WORKING DRAFT SEQUENCE. //0. 022: 644: S8//Z97630 
F-NT2RM1000127//RPCI I I-44E5. TJ RPCMI Hoao sapiens genoaic clone 
R-44E5. genoaic survey sequence.//!. 6e-4S: 254: 94//AQI 95884 
F-NT2RM1 0001 31 //Hoao sapiens aRNA for KIAA0792 protein, coapiete c 
ds. //5. 5e-1 53 : 778 : 95//AB01 8335 

F-NT2RM1 0001 32//Hoso sapiens NADH:ubiquinone oxidoreductase N0UFS6 
subunit aRNA. nuclear gene encoding ai tochondrial protein, coaple 
te cds. //I. te-90:448:97//AF044959 

F-NT2RNI 0001 53//Huaan Not! linking clone 924A081D, genoaic survey 
sequence. //S. 9e-07 : 66 : 96//U49890 

F-NT2RM1 0001 86//Hoeo sapiens clone 23763 unknown aRNA, partial cd 
s . //0. 025:126: 70//AF007 1 55 

F-NT2RMI 000187//CITBI -EI-25I0J4. TR CITBI-EI Hoao sapiens genoaic c 
lone 251 OJA, genoaic survey sequence.//!. 1 e-05: 56: 98//AQ261 184 
F-NT2RMIOOOI 99//Mouse aRNA for seizure-related gene product 6 type 
2 precursor, coapiete cds. //I . 6e-38:71 1 : 6S//D64009 
F-NT2RM 1 000242 

F-NT2RM1 000244//H5_22?9_AI_C04_MF CIT Approved Huain Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2229 Col-7 Row=£. geno 
aic survey sequence. //2. Oe-I 3: 95: 95//AQ298474 

F-NT2RM1 000252//Hoao sapiens chroeosoae 17, clone hRPK. 206_C_20. c 
oaplete sequence. //0. 023: 225: 61 //AC006070 

F-NT2RM1000256//Cienorhabd i tis elegans cosaid F2283, coapiete sbqu 
ence.//8. 5e-24:473 : 64//Z68336 

F-NT2RM10002S7//HOBO sapiens MAGOH aRNA, coapiete cds.//6. 4e-69:45 
5 : 85//AF035940 

F-NT2RMI000260//Huaan aRNA for KIAA0I30 gene, coapiete cds.//6.Se- 
57 : 460: 80//D50920 
F-NT2RM1 000271 
F-NT2RM 1000272 

F-NT2RM1 000280//Bos gaurus vacuolar H-ATPase subunit 0 (VATD) aRN 
A, coapiete cds.//6. 7e-97:430:92//UH927 

F-NT2RM1 000300//Huwan DNA sequence tee SEQUENCING IN PROGRESS tee 
froa clone 92N15. WORKING DRAFT SEQUENCE. //2. la-96: 1 70: 1 00//Z9 3097 
F-NT2RM1000314//Huaan aRNA for KJAA0159 gene, coapiete cds.//8.!e- 
1 27 : 708 : 92//D63880 

F-NT2RM1 00031 8//Howo sapiens aRNA for ribosoaal protein L39. coapl 
ete cds. //5. 7e-34: 182: 99//079205 

F-NT2RM1 000341 //Hoao sapiens full length insert cONA clone YP11F0 

6 . //! . 3e- 1 00 : 504 : 97//AF085879 

F-NT2RMI 000354//HS_2001_BI_E06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=200t Col=ll Row-J, gen 
oaic survey sequence. //I . 6e-1 I : 201 : 73//AQ21 8494 
F-NT2M1000355//Mus ausculus E25B protein aRNA, coapiete cds. //1. 8 
e-77 : 578 : 82//U762 S3 

F-NT2RM1 00036S//Hoao sapiens clone DJ0098022. WORKING DRAFT SEQUEN 
CE. 5 unordered pi eces. //9. 4e-1 13: 367: 97//AC004821 
F-NT2RM1000377//H. sapiens aRNA for MAP kinase phosphatase 4.//6. 1 
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•-14:362: 62//T08302 

F-NT2RN1000388//Azospir i I lua brasilenst lateral f I aged in (lafl) g 
ene, coaplete cds.//1.0:482:S8//U26679 

F-NT2RV1000394//N. ausculus aRNA for histone H3. 3A.//1. 7e-94:S49:89 

//28S979 

F-NT2WI 000399 

F-9T2RM1 00042 1 //MS_22 1 3_S1 _E0 1 _ MF CIT Approved Human Genoa ic Spera 
Library 0 Hoao sapiens gtnoaic clone PJate°2213 Col =1 Row= J, geno 
aic survey sequence. //3. 6e-08: 195: 72//AQ032737 
F-NT2RN1000430//Hoao sapiens erythroblast aacrophage protein EMP a 
RNA, complete cdS.//3. 7e-B4:41 8: 97//AFQ84928 

F-NT2RM1 000499/ /Huaan aRNA for KIAA0167 gene, complete cds.//1.3e- 
35 : 525: 69//D79989 

F-NT2RH1 000539/ /Hoao sapiens PAC clone 031 1 94E14 froa 7p2t. coaple 
te sequence. //4. 6e-73: 533 :83//AC004993 
F-NT2W1 000553 

F-NT2RM10005SS//Houo sapiens clone 24514 unknown aRNA.//2. 3e-1 10: 5 
55:97//AF070542 

F-NT2RM1000563//Houo sapiens clone DJ0742P04, VORKtNC DRAFT SEQUEN 
CE. 6 unordered pieces.//!. 3e-1 23: 477:1 00//AC004873 
F-NT2RM1000623//HS_2213_B1_E01JV : CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Ptate=2213 Col=l Row=J, geno 
aic survey sequence. //8. 2e-Q6: 75: 89//AQ032737 

F-NT2RM1 000648/ /Ha lobiua cutirubrua 111. LI. L10 and LI2 equivalen 
t ri bosoaal protein gene cluster.//!. 3e-06: 414: 61//X 1 5078 
F-NT2RM 1000661 //Hoao sapiens cap-binding protein 4EHP aRNA. coaple 
te cds.//9. 3e-54:275:97//AF047695 

F-NT2RM1 0006S6//HS201 6_B2_H0S_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2016 Co 1=18 Row=P. gen 
oaic survey sequence.//5. 7e-1 3: 199: 73//AQ227865 
F-9T2RII1000669//Huaar DNA sequence froa clone 281H8 on chroaosoae 
6q25. 1-25.3. Contains up to four novel genes, one with siailarity 
to KIAA0323 and vora C30F12.1 and another with Ubiquitin-Like prot 
ein gene S1T3 (the latter in an intron of a novel gene). Contains 
ESTs. STSs, GSSs, a putative CpG island and genoaic aarker D6S155 
3. coaplete sequence. //2. 7e-94: 499: 94//AL031 133 
F-NT2R1I 000672 

F-NT2RW 000691 //Hoao sapiens HimfB2060 aRNA. partial cds.//2.2e-1 
19: 582: 98//A80 15348 

F-NT2RM1000699//Caenorhabdi tis elegans cosaid T41C4A, coaplete seq 
uence.//0. 9S:284:61//AL032627 

F-NT2HI1000702//HS_3D05JU _A02_IH CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3005 Col=3 Row=A, geno 
aic survey sequence. //0. 073: 290: 58//AQ089514 

F-NT2RM1 000725//Hoao sapiens aRNA for neuropathy target esterase./ 
/4. 8e-6 5 : 435 : 85//AJ004832 

F-NT2RM1 000741 //Hoao sapiens aRNA for KIAA0S67 protein, partial cd 
s. //8. 0e- 1 26 : 690 : 92//AB0 1 1 1 39 

F-NT2RM1 000742/ /Hoao sapiens AC133 antigen aRNA, coaplete cds.//2. 
5e-66: 524: 83//AF027208 

F-NT 2 RM 1 000746/ /Hoao sapiens chroaosoae 21q22.3, PAC clones 314N7, 
225L15. BAC clone 7B7, coaplete sequence bases 1. . 333303. //0. 92:3 
95: S8//AJ01 1 930 

F-NT2RM1000770//Hoao sapiens inosine aonophosphate dehydrogenase t 
ype II gene, coaplete cds.//2. 1e-70:407:92//L392l0 
F-NT2RM»000772//Huuan Chroaosoae 3 pac pOJ70» 1 1 . VORKING DRAFT SEQ 
UENCE. 2 unordered pieces.//6. 6e-36:98: 93//AC000380 
F-NT2RMI 000780//Huaan DNA for 5* terminal region of LINE-) transpo 
sable eleaent clone CCL1 -4. //9. 3e-22: 126: 99//XS2233 
F-NT2RN1 000781//PI asaod iua falciparua 307 chroaosoae 12 PFTAC812 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 8 unordered pieces.//7. 1 
t-09 : 540 : S9//AC004 1 53 

FHVT2RMIQ00800//Mus ausculus aRNA for B-IR01 protein. //4. Oe-81 :49 
7 : 88//Z97207 
F-NT2RN1 000802 

F-NT2RN1 00081 1 //Hoao sapiens AC133 antigen aRNA, coaplete cds.//3. 
7e-63:490: 84//AF027208 

F-NT2RM 1 000826//Hoao sapiens clone 24514 unknown aRNA.//7. 2e-1S3:7 
49: 96//AF070542 

F-NT2RM1Q00829//HS_3047_A1_A05_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3047 Col=9 Row=A, geno 
aic survey sequence. //0. 74:215:67//AQ099134 

F-NT2RM1000833//Canis faailiaris sec6( hoaologue aRNA. coaplete cd 
S. //S. 1e-ll4:683: 88//N96629 

F-NT2MI1000850//F. rubripes GSS sequence, clone l63A22aFI1. genoaic 
survey sequence. //!. 1 e-26: 279: 74//AL01 8762 
F-NT2RN1000852//Hoao sapiens aRNA for ATP-dependent RNA helicase. 
part ial.//9. 3e-148: 726: 97//AJ010840 

F-NT2RN1 0Q0857//Rat tus norvegicus gene for cytochroae P4S0/6 beta 
B. exon 2. //0. 97: 124:65//A8008378 
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F-NT2RM1000867//H. sapiens DNA sequence surrounding Notl site, cion 
e NRLA1430. //1 . 2e-31 : 1 72: 98//X95834 

F-NT2RM1 000874//Hoao sapiens KE0S protein aRNA. coaplete cds.//2.8 
e-131 : 632 : 97//AF064605 

F-NT2RN1 00088 2//Hoao sapiens Chroaosoae 1!q12. 2 PAC clone pOJ5l9ol 
3 containing huaan gene far ferritin heavy chain (FTH) , coaplete s 
equence. //I . 2e-98: 214: 99//AC004228 

F-NT2RM1 00088 3//Hoao sapiens 1-1 receptor candidate protein aRNA. 
coaplete cds.//2. 7e-156:762:97//AF0825l6 

F-NT2RNt000885//Hoao sapiens aRNA for KIAA0661 protein, coaplete c 
ds.//2.0e-17:3IO:67//AB014S61 

F-NT2RN1 000894//Vus ausculus second largest subunit of RNA polyaer 
ase I (RPA2) aRNA. coaplete cds.//3. 2e-95:469:83//U58280 
F-NT2RN1 000898 

F-NT2RH 1000905/ /Huaan DNA sequence *«• SEQUENCING IN PROGRESS te* 
froa clone 466N1. V0RKINC DRAFT SEQUENCE. //I. 8e-74: 188: 98//297630 
F-NT2RMI000924//Hoao sapiens clone DJ0742P04, VORKING DRAFT SEQUEN 
CE. 6 unordered pieces.//5. 7e-148:601 :98//AC004873 
F-NT2RM1 00092 7//Hoao sapiens clone DJ0647C14. VORKING DRAFT SEQUEN 
CE, 21 unordered pi eces. //0. 071 :392:60//AC004846 
F-NT2RM1 000962//H. sapiens CpG island DNA genoaic Msel fragment, ci 
one 1 40d I . forward read cpgt40d1. ft1a.//4. 1e-3S:187:99//256803 
F-NT2RM1 000978//Hoao sapiens Chroaosoae 15q22.3-23 PAC 88a3. VORKI 
NG ORAFT SEQUENCE. 2 ordered pieces. //I. le-23:266: 77//AC0059S9 
F-NT2RMI001003//Hoao sapiens alpha-catenin-l ike protein aRNA. coap 
lete cds. //4. 0e-160: 760: 98//U97067 

F-NT2RN1O01 008//Kapos i s sarcoaa-assoc i ited herpes-like virus ORF7 
3 homolog gene, complete cds. //1 . 7e-l 1 : 602: 61//U52064 
F-NT2RM100I043//Human DNA sequence from PAC 27K14 on chromosome Xp 
1 I. 3-Xpl 1 . 4. Contains aonoaaine oxidase B (MA06), ESTs and polyaor 
phic CA repea ts.//3. 9e-93:64S:86//Z9512S 

F-NT2RM100I044//S. pom be chromosome III cosmid c320.//0. 90: 128:66// 
AL02224S 

F-NT2RN1 001 OS9//Hoao sapiens chromosome 5. Bac clone 58gl4 (LBNL H 
76), complete sequence. //3. 8e-53: 261 :60//AC00591 5 
F-NT2RN1001 0S6//CIT-HSP-21 72N1 7. TF C1T-HSP Homo sapiens genomic cl 
one 2172NI7. genomic survey sequence. //0. 64: 285: 59//B94391 
F-NT2RM1001072//HS_31 1 S_B1_D07_T7 CIT Approved Human Genomic Sperm 
Library 0 Homo sapiens genomic clone P I a te=3 115 Co 1 = 13 Roa=H, gen 
omic survey sequence. //7. 3e-23: 140: 95// AQ1 47905 
F-NT2RM1 001 074//Hoao sapiens chroaosoae 19. cosmid F20489. couplet 
e sequence. //5. Oe-SO: 186 : 98//AC0O5263 

F-NT2R«I001082//Sequence 1 froa Patent VO9718303.//2. 1e- 144: 736:95 
//A62731 

F-NT2RM1001 085//CIT-HSP-2310F21. TR CIT-HSP Hoao sapiens genoaic cl 
one 23 10F21. genoaic survey sequence. //8. 8e-45: 235: 97//AQ020757 
F-NT2RM1001092//HS_305S_B1,C05_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S5 Col=9 Row=N. geno 
aic survey sequence. //I. 1 e-89: 471 : 95//AQ1 55489 
F-NT2RMI001 102//Huaan HEM45 aRNA. coaplete cds. //I . 2e-28:482:63//U 
88964 

F-NT2RHI001 105//Hoao sapiens hREDt gene, exon 1 (5‘ UTR) . //0. 0014: 3 
49: 61//Z9S973 

F-NT2RMI 001112/ /Hoao sapiens chroaosoae 19. cosaid R34094. couplet 
e sequence. //0. 060: 429 : 58//AC004678 

F-NT 2 RM 1001 115//PI asaodiua falciparua uerozoite surface protein 3 
(NSP-3) gene, partial cds.//0. 93:156:62//AF024624 
F-NT2RM100I 1 39//Houo sapiens chroaosoae 19. fosaid 37502. coaplete 
sequence.//). 2e-!0: 466: 59//AC004755 
F -NT 2RM2000006/ /Huaan DNA sequence e«* SEQUENCING IN PROGRESS *** 
froa clone 796F18. VORKING DRAFT SEQUENCE. //S. 3e-l SO: 724: 98//AL031 
291 

F-NT2RV20000I3//D. aelanogaster DaRP!28 gene for RNA polyaerase III 
second-largest subuni t. //I. 5e-58:74§: 69//X58826 
F-NT2RM2000030//Hoao sapiens clone DJ0708P22. VORKING ORAFT SEQUEN 
CE. It unordered pieces. //2. 1e-97:270: 77//AC004863 
F-NT 2RN200003 2/ /Huaan DNA sequence *** SEQUENCING IN PROGRESS m« 
froa clone 423B22, VORKING ORAFT SEQUENCE. //1 . 9e-2S: 172: 76// AL03 43 
79 

F-NT2RM2000042//Huaan DNA sequence froa cosaid U55E4. between aark 
ers DXS6791 and DXSS03B on chroaosoae X contains ESTs.//5. Oe-OS: 32 
S: 6S//Z73418 

F-NT2RN2000092//Hoao sapiens (D8S32I locus) ONA sequence, tetranuc 
leotide repeat polyaorphi sa.//0. 63: 117: 68//L1 2269 
F-NT2RM2000093//Mus ausculus aajor histocompatibility locus class 
111 regions Hsc70t gene, partial cds: saRNP, G7A. NG23, NutS hoaol 
og. CLCP, NC24. NG25. and NG26 genes, coaplete cds; and unknown ge 
nes. //0. 38 : 3 1 2 : 62//AF 1 0990S 
F-NT2RM2000I 01 

F-NT2RM2000I 24//Mouse cANP-dependent protein kinase catalytic subu 
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nit aRNA, complete cd». //3. 8e-58: 297: 97//M1 2303 
F-NT2RM200019l//Hoao sapiens cGMP phosphodiesterase A2 (P0E9A) aRN 
A. coaplete cds.//3. Be-138:653:9B//AF067224 

F-NT2RM20D0192//CIT-HSP-2172B3.TF CIT-HSP Hobo sapiens genomic clo 
ne 2172B3, genoaic survey sequence. //2. 2e-3J: 191 :9S//B93289 
F-NT2RV2000239//F. rubripes GSS sequence, clone l56P04aC!2, genoaic 
survey sequence. //8. 9e-44: 445: 69//AL01 8549 
F-nnnnnnnnnnnn//Hoao sapiens fibroblast growth factor 18 (FGHB) a 
RNA, coaplete cds.//0.00020:380:61//AF075292 

F-NT2RM20002 50/ /Hoao sapiens aRNA for KIAA0590 protein, coaplete c 
ds. //3. 1 e- 1 28 : 61 S : 98//AB01 1 1 62 

F-NTZRM20002S9//Huain DMA sequence »M SEQUENCING IN PROGRESS M» 
froa clone 310013, VORKING DRAFT SEQUENCE. //0. 001 3 : 30S: S3//AL0316S 
8 

F-NT2RN2000260//Mus ausculus W1 doaain binding protein IS aRNA. pa 
rtial sequence. //3.0e-14:645:61//AF073934 

F-NT2RM2000287//*** SEQUENCING IN PROGRESS *** EPH1/APECED region 
of chroaosoae 21, clones A68E8. B127P21. B173L3. B23N8. C1242C9, C 
S79E2, A70B6, B159G9, BT7S010, BS2C10. C124G1 Note: Sequencing in 
this region has been discontinued by the Stanford Hunan Genoae Cen 
ter, VORKING ORAFT SEQUENCE, 50 unordered pieces. //I. 3e-11 :96:86// 
AC003656 

F-NT2RM200Q322//Huaan DNA sequence froa clone 612B18 on chroaosoae 
lq24-25.3 Contains exon froa gene siailar to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (OTNII). ESTs, STS, GSS, CpG 1st 
and, coaplete sequence.//8. Se-1 15:233: 97//AL031864 
F-NT2RN20003S9//HOBO sapiens aRNA for KIAAOS60 protein, coaplete c 
ds. //8. 8e- 1 75 : 805 : 99//AB0 11 1 32 

F-NT2RV2000363//RPCI I1-90B1Q. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-90B10, genoaic survey sequence. //6. 7e-1 5: 96:98// AQ2B5300 
F-NT2RII2000368 //Hobo sapiens protein kinase C-binding protein RACK 
7 aRNA, partial cds.//l.2e-94:599:86//U4825t 

F-NT2RV200037I//RPCI 11-5714. TJ RPCI11 Hoao sapiens genoaic clone 
R-5714, genoaic survey sequence.//!. 1 e-52: 312: 91//AQ083343 
F-NT2RM2000374//N. ausculus nodal gene, a TGF-beta-l ike gene. //6. 7 
a — 3 1 : 1 96 : 91//X7051 4 

F'NT2RM2000395//Le i shaan i a aajor chroaosoae 1. coaplete sequence./ 
/0. 99: 345: 58//AE00I274 

F-NT2RN2000402//Arabidops is that tana BAC TI90I6 genoaic sequence./ 
ft. 1e-23:414:63//U9S973 

F-NT2Rtt2000407//Mus ausculus seaaphorin Via aRNA. coaplete cds .// 

1 . 4e-1 31 : 439:88//AF030430 

F-NT2RM2000420//HS_3063_B2_F!I_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3063 Col=22 Row=L, gen 
oaic survey sequence. //3. 2e-25: 154: 95//AQ1 03204 
F-NT2RM2000422//Rat orphan transporter v7-3 (NTT73) aRNA, coaplete 
cds. //I . 7e-1 28: 782: 86//L22022 

F-NT2RV2000452//HS_3009_B2_D05JIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3009 Co 1—10 Row=H, gen 
oaic survey sequence.//!. 2e-16: 1 22: 90//AQ1 30794 
F-NT2RM2000469//HS_2019_A1_G02JM CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=20I9 Co 1=3 Row=N, geno 
aic survey sequence. //9.6e-22: 176: B5//AQ22904I 

F-NT2RM200049Q//Hobo sapiens aRNA for KIAA0747 protein, partial cd 

s. //7. Se-1 5: 386: 63//AB01 8290 

F-NT2RM2000502 

F-NT2RM2000S04//Hobo sapiens aetil loprotease I (NP1) aRNA. coaplet 

e cds.//5. le-171 : 824: 97//AF061 243 

F-NT2RN2000522 

F-NT2RM2000540 

F-NT2RN2000556//Hoao sapiens 12ql3. 1 PAC RPCI5-1057I20 (Roswell Pa 
rk Cancer Institute Huaan PAC library) coaplete sequence. //2. 9e-4 
2: 344:82//AC004466 

F-NT2RM2000566//Hoao sapiens integrin alpha-7 aRNA, coaplete cds./ 
/2.8e-154: 751 :97//AF0721 32 

F-NT2RM2000S67//Pseudoaonas aeruginosa enoyl-CoA hydra tase gene, p 
artial cds: pilin biosynthetic protein (fiaL) gene, coaplete cds: 
and unknown gene. //3.0e-0$: 664 : S8//AF083252 

F-NT2RN2000S69//Huaan DNA sequence SEQUENCING IN PROGRESS *** 
froa clone 862K6, RORK INC DRAFT SEQUENCE. //I. 3e-1S: 348: 67//AL031 68 
1 

F-NT2RM200QS77//RPCI I! -43G22. TJ RPC II I Hoao sapiens genoaic clone 
R-43G22. genoaic survey sequence. //1 . 6e-14: T SS : 80//AQ1 9939 1 
F-NT2RV2000581 //Hoao sapiens aRNA for KIAA0214 protein, coaplete c 
ds. // 5. 4e-l 74 : 820 : 98//086987 

F-NT2RN2000588//Hoao sapiens 12q13. 1 PAC RPCI5-I057I20 (Roswell Pa 
rk Cancer Institute Huaan PAC library) coaplete sequence. //I . 1 e-6 
0 : 344 : 82//AC004466 

F-NT2RM20ODS94//Mus ausculus DNA cytosine-5 aethy I transferase 3BI 
(Dnat 3b) aRNA. alternatively spliced, coaplete cds.//4. 9e-1 18: 761 : 
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8S//AF068626 

F-NT2RN2000599//0. sativa osr40g3 gene. //0. 30 : 585: 56//Y08988 
F-NT2RN2000609 

F-NT2RM200061 2//Ra t tus norvegicus ADP-r ibosy lation factor-directed 
GTPase activating protein aRNA, coaplete cds.//7. 8e-102:709: 83//U 
35776 

F-NT2RM2000623//Hoao sapiens chroaosoae 19, cosaid F19847. coaplet 
e sequence. //3.4e-l 7:450: 65//AC00S952 
F-NT2RM2000624 
2. 9e-06 : 231 :64//ZB2061 

F-NT2RN2000635//HOBO sapiens aRNA for KIAA0729 protein, partial cd 
s. // 6. 3 e- 142 : 664 : 98//AB01 8272 

F-NTZRM2000636//Hoao sapiens aRNA for KIAA06S8 protein, partial cd 
S.//7. 4e-1 38: 664: 98//AB0I4SS8 

F-NT2RM2000639//RPCI 11-69ES. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-69E5. genoaic survey sequence. //3.7e-i 4: 97 : 97//AQ267491 
F-NT2R»2000649//Hoao sapiens aRNA for KIAAD676 protein, partial cd 
S.//1 . 1 e-1 67: 51 8: 99//AB014S76 
F-NT2RN2000669 

F-NT2RM2000691//Hoao sapiens chroaosoae 2 clone I01B6 aap 2p11, co 
aplete sequence. //I . 1e-106:748:82//AC002038 

F-NT2RH200071 4//Huaan aRNA for KIAA0231 gene, partial cds.//6. 8e-4 
9:748: 64//D86 984 

F-NT2RU200071 8//Hoao sapiens HRIHFB2436 aRNA. partial cds.//2.4e-l 
24:594: 98//AB0 15342 

F-NT2RM2000735//Huaan ZNF43 aRNA. //8. 4e-l 1 1 : 756 : 82//X59244 
F-NT2RM2000740//Nus ausculus lyaphocyte specific he 1 i case aRNA, co 
aplete cds.//t. 3e-14l : 81 5 ; 89//U25691 

F-NT2RN2000795//Huaan DNA sequence *** SEQUENCING IN PROGRESS a** 
froa clone. 439F8. VORKING ORAFT SEQUENCE. //I . Oe-78: 723 :76//AL021 39 
2 

F-NT2RM2000821//Rat aRNA for beta C0P.//2. 0e-150:879:88//X57228 
F-NT2RN2000837//Hoao sapiens BAC clone GS214N13 froa 7p!4-pl5, coa 
plete sequence.//!. 1e-0S:36t :62//AC0050t7 

F-NT2RN200095 1 //Hoao sapiens XYLB aRNA tor xylulokinase, coaplete 

cds . //S. 7e- I 84 : 847 : 99//AB01 S046 

F-NT2RM2000952 

F-NT2RN2000984//ltus ausculus aajor histocoapatibi I ity locus class 
III regions Hsc70t gene, partial cds: saRNP. G7A, NG23. NutS hoaol 
og, CLCP, NG24, NG25, and NC26 genes, coaplete cds: and unknown ge 
nes. //7. 6e-41 : 239: 76//AF1 09905 

F-NT2RM2001004//CIT-HSP-2333N18.TR CIT-HSP Hoao sapiens genoaic cl 
one 2333N1B. genoaic survey sequence. //I. le-11 : 298: 66//AQ035862 
F-NT2RV2001Q35//NUS ausculus aCAFI protein aRNA, coaplete cds. //I. 
4e-120:627 : 91//U21855 

F-NT2RM2001 065//Hus ausculus C0P9 complex subunit 4 (C0PS4) aRNA, 
coaplete cds. //6.8*-1 18:690: 88//AF071 314 

F-NT2RM2001 100//Hoao sapiens clone DJ0742P04. VORKING DRAFT SEQUEN 
CE. 6 unordered pieces. //2. 3e- 145: 614: 99//AC004873 
F-NT2RH2001 105//Huaan DNA sequence *** SEQUENCING IN PROGRESS »*» 
froa clone 50024, VORKING DRAFT SEQUENCE. f/t. 7e-95: 461 :99//AL03438 
0 

F-NT2RM200! 131 //Kaposi ' j sarcoaa-associated herpes-like virus ORF7 
3 hoao log gene, coaplete cds.//7. 2e-24:726:62//U52064 
F-NT2RV200I 141 

F-NT2RV2001tS2//Hoao sapiens DNA sequence froa PAC 93L7 on chroaos 
oae Xq21. Contains part of the CHM (TCD, REPl) gene coding for RAB 
Escort protein I (REP-1, RAB proteins geranylgeranyltransferise c 
oaponent A 1, Choroideraeaia protein. Tapetochoroidal Dystrophy (T 
CO) protein). Contains ESTs and an STS, coaplete sequence. //0. 98: 3 
00: 62//AL022401 

F-NT2RM2001 I 77//Hoao sapiens clone NH03I3P13, VORKING DRAFT SEQUEN 

CE. IS unordered pieces.//!. 2a- 147:741 : 96//AC005488 

F-NT2RV200I I 94//Su i d herpesvirus 1 ULS gene, partial cds, UL6 and 

UL7 genes, coaplete cds. ULS gene, partial cds. //0. 026:408 : 59//U66 

829 

F-NT2RM2001 1 96//Hoao sapiens clone DJ1 173120, VORKING ORAFT SEQUEN 
CE, 5 unordered pi eces. f/t. 2e-1 35: 627: 98//AC004987 
F-NT2RH200I 201//Mus ausculus clone 0ST431, genoaic survey sequenc 
e. // 6. 1 e-80 : 503 : 86//AF046700 

F-NT2RM2001 ?21//Ch iapanzee (P. paniscus) involucrin, coaplete cds./ 
/0. 53: 670: 55//M26S14 

F-NT2RM2001238//Rat glutaainase aRNA, coaplete cds. //3. 4e-l 28: 719: 

90//M651 50 

F-NT2RM200I243 

F-NT2RM200 I 247//C I TB I -El -252tN!8.TR CITBI-E1 Hoao sapiens genoaic 
clone 2521M18. genoaic survey sequence. //0. 0011 ; 274: S9//AQ2761 84 
F-NT2RN200 1 256//N. ausculus aRNA for 200 kO protein, f/t. 3e-129:742: 
90//X801 69 

F-NT2RV2 00 129 1 //Cl T-HSP-2010US.TR CIT-HSP Hoao sapiens genoaic cl 
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one 20101)5, genoaic survey sequence. //4. 6e-09: 156: 72//BS7734 
F-NT2RM2001 306//RPCI 1 1-2815. TP RPC 1-11 Hoao sapiens genoaic clone 
RPCl-t 1-2815, genoaic survey sequence. //O. 069: 234: 64//B84850 
F-NT2RM2001 3l2//Hoao sapiens chroaosoae 17, clone hRPK. 142_H_19, c 
oaplete sequence.//). te-22: lit :81//AC00591 9 

F-NT2RM2001 319//Borrei is burgdorferi (section 4 of 70) of the coop 
I e te genoae. //0. 99: 340: S8//AE00) 1 1 8 

F-NT2RM2001 324//Huaan ORA sequence see SEQUENCING IN PROGRESS **e 
froa clone 209H1, VORKING DRAFT SEQUENCE. //3. 7e-44: 340: 85//2844S5 
F-NT2RN200) 345//HS_3005_A1_A02_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=300S Col=3 Row- A. geno 
aic survey sequence. //0. 042: 290: 58//AQ0895 14 

F-NT2RM2001 360//Huaan HeLa aRNA isolated as a false positive in a 
two-hybr i d-sc r een. //5. 0e-60 : 365 : 87//U56429 

F-NT2RN2Q01 370//Hoao sapiens RAC clone 0J0815D20 froa 7p11-p)3, co 
ap I e te sequence. //0. 98:415: 58//AC004899 

F-NT2RM2Q01 393//Hoao sapiens Chroatosoae 22q)1.2 PAC Clone p_a) I In 
BCRL2-GGT Region, coaplete sequence. //4. 0e-54:394:7S//ACOO4033 
F-NT2RM2001 420//Huaan DNA sequence *#* SEQUENCING IN PROGRESS «*> 
froa clone 349A12, VORKING ORAFT SEQUENCE. //Z. 8e-)69:789:99//AL033 
520 

F-NT2RN2001424//Hoao sapiens aRNA for E18-5SkDa-associated protei 
n. //7. 1 e-96: 453 :99//AJ007509 

F-NT2RM2001499//Rat tus norvegicus aRNA for cationic aaino acid tra 
nsporter 3, coaplete cds. //7. 1 e-91 601 : 83//AB0001 13 
F-NT2RN2001 S04//Hoao sapiens chroaosoae 19, cosaid R3O017, coaplet 
e sequence. //0. 81 : 200: 69//AC00S624 

F-NT2RH2001 524//Arab idops i s thaliana DNA chroaosoae 4. ESSA I AP2 
contig fragaent No. 2.//3.8e-1«:316:«5//299708 
F-NT2RM2001 544 

F-NT2RM2001 S47//Caenorhabdi t is elegant cosaid Y47H9C, coaplete seq 
uence. //3. 3e-24 : 31 8 . 67//AL032657 

F-NT2RM2001 575//Huaan 52-kD r < bonuc I eoprotein Ro/SSA aRNA. coaplet 
e cds. //2. 1 e-26 : 582 : 64//N3455I 

F-NT2RM200I582//M. ausculus red-1 gene.//1.4e-1G2:S81:90//X92750 
F-NT 2 RM200 1 588//Hoao sapiens KIAA0442 aRNA. partial cds.//7.0e-10: 
282: 65//A8007902 

F-NT2RM200 1 592//Ra t tus norvegicus rexo70 aRNA, coaplete cds.//9. 6 
e-131 :736:90//AF032667 

F-NT2RM200t60S//RBP2=ret inobl astoaa binding protein 2 [huaan. Nal 
a-6 pre-B cell leukeaia. aRNA. 6455 nt].//2. 3e-85:749:75//S66431 
F-NT2RM2001613//Rat tus rattus sec61 hoaologue aRNA. coaplete cds./ 
/8. Se— 118: 779: 85//M96630 

F-NT2RN2001 632//Hoao sapiens PAC clone 0J074QD02 froa 7pl4-p15, co 
aplete sequence. //I. Se-50: 561 : 71//AC004691 

F-NT2RM2001635//Hoao sapiens aRNA for KIAA0618 protein, coaplete c 
ds . //9. 2e- 1 53 : 740 : 98//AB01 45 1 8 

F-NT2RM2001637//F. rubr ipes GSS sequence, done 155022b08, genoaic 
survey sequence. //2. Se-1 3:224: 64//29I020 

F-NT2RN2001641//CIT-HSP-2347F23.TF CIT-HSP Hoao sapiens genoaic cl 
one 2347F23, genoaic survey sequence. //1.3e-67: 340: 98//AQ06091 3 
F-NT2RN2001 648//Can i s faailiaris sec61 hoaologue aRNA. coaplete cd 
s. //I . 4e-1 10:459: 89//V9S629 

F-NT2RM2001652//Bos taurus guanine nucleot ide-eichange protein (AR 
F-GEP1 ) aRNA, coaplete cds. //I . 2e-l 53:807: 93//AF0234SJ 
F-NT2RM200 1 659//nbxb0002cE07 f CUGI Rice 8AC Library Oryza sativa g 
enoaic clone nbxb0002J1 3f , genoaic survey sequence. //1. 0:485: 56//A 
Q051653 

F-NT2RN2001€64//Hoao sapiens IkapoaB kinase coaplex associated pro 
tein (IKAP) aRNA. coaplete cds.//3. 7e-172:802:99//AF04419S 
FHIT2RN2001668 

F-NT2RN2001 670//Hoao sapiens coaplete genoaic sequence between D16 
33070 and D16S327S, containing Faailial Mediterranean Fever gene d 
i sease. //3. 2e-1 8 : 279 : 70//AJ003 1 47 

F-NT2RM200l671//0ryctolagus cuniculus sarcoleaaal associated prote 
in- 3 aRNA, coaplete cds. //I . 6e-137:683: 94//U21 157 
F-NT2RM2001675//RPCI11-5U16.Tj RPC 1 1 1 Hoao sapiens genoaic clone 
R-51J16. genoaic survey sequence. //I. 0: 394: 58//AQ053677 
F-NT2RN2001681//Arabidops i s thaliana DNA chroaosoae 4, BAC clone T 
805 (ESSA 1 1 project). //0. 87 .220:6 1//AL021 890 

F-NT2RM2001688//B. parapertussis bvg locus (transcription regulator 
s of virulence factors) aith bvgA and bvgS genes.//1.0:286:62//X52 
948 

F-NT2RM200t695//CIT-HSP-34SH1 3. TVB CIT-HSP Hoao sapiens genoaic cl 
one 345H13. genoaic survey sequence. //3.2e-53: 241 :82//B59854 
F-NT2RM200I696//Mouse DNA with hoao logy to EBV IR3 repeat, segaent 
2. clone Mu2.//1 . 2e-05: 306: S8//M1 0668 
F-NT2RM200I698//Hoao sapiens DNA sequence froa PAC 163M9 on chroao 
soae 1 p35. 1-p36. 21. Contains protein synthesis factor («IF-4C), 01 
F15S1A pseudogene, ESTs, STS, GSS. coaplete sequence. //$. 0e-06: 54 
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8: 59//AL021920 

F-NT2RN200)699//HS_3195_B2_D01_T7 CIT Approved Huaan Canoaic Spar a 
Library D Hoao sapiens genoaic clone Plate=3195 Col=2 Row=H, geno 
aic survey sequence. //2. 7e-07: 322: 61//AQI89056 
F-NT2RM2001700//Mycobacter iua tuberculosis H37Rv coaplete genoae: 
segaent 109/162. //7. 8e-05: 354: 58//Z95556 

F-NT2RM2001 706//Hoao sapiens chroaosoae Xp22-67-68, VORKING ORAFT 
SEQUENCE. 99 unordered pieces. //7. Se-42: 335:81//AC004469 
F-NT2RN2001716 

F-NT2RM2001718//Drosophi la aelanogtster DNA sequence (PI DS04I06 
(0172)) , coaplete sequence. //4. 2e-08: 536: 5B//AC004290 
F-NT2RN200t723//Hoao sapiens clone 23770 aRNA sequence.//!. 4e-?6: 1 
63: 95//AF052123 

F-NT2RN200I727//Hoao sapiens aRNA for KIAA0462 protein, partial cd 
s.//6. 2e-111:530:98//AB00793l 

F-NT2RN2001 730//Hoao sapiens chroaosoae 21 PAC RPCI P704E14I 35Q2. // 
3. 1e-102: 248 :95//AJ01 0598 
F-NT2RN2001 743 

F-NT2M2001753//Caenorhabdi tis elegans cosaid F45E6. coaplete seau 
ence.//0. II : 138: 66//Z681 1 7 

F-NT2RN2001 760//Cani s faailiaris sec61 hoaologue aRNA. coaplete cd 
S.//9. 4e-100:418: 88//M96629 

F-NT2RNZ 001 768//H3_3064_B2_A04_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3064 Col=8 Row=B. geno 
aic survey sequence. //3. 1 e-28: 1 53 : 100//AQ1 36993 
F-NT2RN200I771//Hoao sapiens chroaosoae 19. BAC Cl T-B-393 i 15 (BC30 
1323). coaplete sequence.//!. 3e-66 : 680: 72//AC0061 16 
F-NT2RN2Q01782 

F-NT2RN2001 784//Bov ine herpesvirus type 1 (Cooper) ONA (30 kb).// 
0.027: 384 :60//Z480S3 

F-NT2RI2001 785//Hoao sapiens chroaosoae 11. BAC CIT-HSP-31 Ie8 (BC2 
69730) containing the hFENI gene, coaplete sequence. //I . 6e-l8: 229: 
65//AC004770 

F-NT2RN2OOI797//HS_3045_AI_O0l_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plste=3045 Co I =1 Row=G. geno 
aic survey sequence.//). 4e-74: 381 :97//AQ1 29456 
F-NT2RN2001800 

F-NT2RN2001803//Hoao sapiens IksppaB kinase coaplex associated pro 
tein (IKAP) aRNA, coaplete cd*.//8. 3e-l78:827:99//AF04419S 
F-NT2RN2001805//Na I us doaestica leucine-rich receptor-like protein 
kinase (LRPKal) gene. 5’ flanking region and S' UTR. //1 . 0: 290: $8/ 
/AF053126 

F-NT2RN2001813//CIT-HSP-2169F21.TR CIT-HSP Hoao sapiens genoaic c: 
one 2169F21 , genoaic survey sequence. //3. 3e-l6: 109: 9S//889870 
F-NT2RN2001823//Drosophi la aelanogaster DNA sequence (PI DS07049 
(D133)). coaplete sequence. //5.8e-62: 81 9 : 68//AC004274 
F-NT2RM2001839//Hoao sapiens caluaein (Calu) aRNA, coaplete cds.// 
3.6e-131 : 738: 90//AF01 3759 

F-NT2RM2001 840//Hoao sapiens chroaosoae 17, clone 297N7, coaplete 
sequence. //I . ! e-57 : 422 : 79//AC002347 

F-NT2RM2Q0IS55//HS_3224_A1_H07_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3224 Col-13 flow=0. gen 
oaic survey sequence. //O.000l2:68:9!//AQ205285 

F-NT2RN200I 8$7//Huaan DNA sequence froa clone 889N15 on chroaosoae 
Xq22. 1-22. 3. Contains part of the gene for a novel protein siaila 
r to X. laevis Cortical Thyaocyte Marker CTX. the possibly alterna 
lively spliced gene for 26S Proteasoae subunit p28 (Ankyrin repeat 
protein), a novel gene and exons 36 through 4$ of the C0L4A6 for 
Collagen Alpha 6(1 V). Contains ESTs. STSs. GSSs and a putative CpG 
island, coaplete sequence. //0. 068: 102: 70//AL031 177 
F-NT2RM2001879//Huaan DNA sequence froa cosaid cU72E5, between aar 
kers DXS366 and DXSB7 on chroaosoae X.//0. 0029: 500: 59//Z6B328 
F-NT2RM2001 886//Hoao sapiens aRNA for KIAA0710 protein, coaplete c 
ds. //1 . 9e-1 87 : 866 : 97//AB01 461 0 

F-NT2RM200I896//S. cerevisiae chroaosoae 111 coaplete ONA sequence. 
//8. 6e-30: 61 3 : 63//X59720 

F-NT2RN200I 903//Hoao sapiens aRNA for KIAA0462 protein, partial cd 
S.//2. 9 e-176:859: 97//AB007931 

F-NT2RN200I930//M. ausculus aRNA for seaaphorin G.//4. 7e-l 1 7: 730: 85 
//X978IB 

F-NT2RN2001 93S//Sequence 11 froa Patent V09610637. //I . 0: 356: 60//A5 
0028 

F-NT2RN2001 936//Hoao sapiens clone 614 unknown aRNA, coaplete sequ 
ence. //6. 9e-1 38: 653 : 98//AF091 080 

F-NT2RN2001 950//RPC1 1 1-24LI 2. TP RPCI-lt Hoao sapiens genoaic clone 
RPCI-1 1-24L12. genoaic survey sequence. //Z. 7e-1 9: 1 88: 81//B86700 
F-NT2RM20019B2//Arabidapsis thaliana chroaosoae II BAC T24I21 geno 
aic sequence, coaplete sequence. //0. 42: 1 79: 65//AC00S825 
F-NT2RM20Q1 983//Hoao sapiens RGS-GAIP interacting protein GIPC aRN 
A, coaplete cds. //3. 8e-20 : 123 : 98//AF0898I6 
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F-NT2RN200 1 989//$equence 3 fro* patent US 5747317.//1.9e-167:7S6:9 
8//AR004981 

F-NT2RM2001 997//Huaan HepG2 partial cDNA. clone hadlbOSaS. //9. €e-2 
5: 160: 95//D169S5 

F-NT2Rtf20019S8//Hoao sapiens DMA, chroaosoae 21q22. 2, PAC clone 25 
PIS complete sequence, encoding carbonyl reductase and carbonyl re 
duetase 3 (complete cds). //0. 88: 380:60//AB003I5I 
F-NT2RM2002004//Huean Chroaosoae X, complete sequence. //5. Qe-88; 83 
I : 77//AC002407 
F-NT2RM2002014 

F-NT2RM2002030//Hus eusculus glutaaine: f ructose-6-phosphate saidot 
ransferase aRNA. coaplete cds. //I. 5e-89:822:74//U00932 
F-NT2RM2002049//Bovrne elastin aRNA, partial cds. //8. 8e-l1 : 1 25:81/ 
/M26I32 

F-NT2RN20O2Q55 

F-NT2R82002068//VUS auscutus ffl doaain binding protein 17 aRNA, pa 
rtial sequence. //I. 4e-15:421 : 63//AF073936 

F-NT2 RM200209 1 //Huaan OKA sequence eee SEQUENCING IN PROGRESS eta 
froa clone 50024, NORKINC DRAFT SEQUENCE. //4. 6e- 1 60: 771 : 98//AL0343 
80 

F-NT2RN20021 00//Hoao sapiens aRNA for ATP-dependent RNA helicase, 
par t i al. //7. 7e-1 64 : 776 : 98//AJ0I 0840 

F-NT2RM20O2 1 09/ /Hoao sapiens glioaa aaplified on chroaosoae 1 prot 
ein (GACT) aRNA, coaplete cds.//2. 4e-143:S84: 98//AF030435 
F-NT2RN20021 28//Nesocr i ce tus auratus guanine nucleotide-binding pr 
otein beta 5 (Gnb5) aRNA. coaplete cds.//7. Oe-27: 330: 73//U131S2 
F-NT2RB20021 42//Dan io rerio gastrulation specific (G12) aRNA. coap 
lete cds.//6. 3e-10: 135: 80//U27121 

F-NT2RN20O21 45//Hoao sapiens erythroblast aacrophage protein ENP a 
RNA. coaplete cds.//4.2e-143:800:92//AF084928 

F-NT2RN2D021 76//Hoao sapiens aRNA for KIAA0467 protein, partial cd 
s . //5. 2e-1 64 : 787 : 97//A8007936 

F-NT2RH2D02580//Drosoph i I a aelanogaster DNA sequence (PI DS02110 
(0147)), coaplete sequence. //7. 4e-l 3:337 :62//AC004423 
F-NT2RN4000024//0. aelanogaster OaRP128 gene for RNA polyaerase III 
second- largest subunit.//!. 2 e-62: 80 1:70//X58826 
F-NT2RH4000027//Caenorhabdi t i s elegans cosaid F09ES.//O. 36:336:60/ 
/U37429 

F-NT2RN4000030//H. sapiens CpG island DNA genoaic Kiel fragaent. cl 
one $6hl0. forward read cpgSSMO. f t1a.//9. 3e-22: 127: 10O//Z55685 
F-NT2RM4000046//Curcurbi ta aaxiaa 2SS - 18S rONA intergenic space 
r.//4. I e-05: 386:60//! 13059 
F-NT2RN400006I 

F-NT2RN4000085//B. taurus eRNA for nuclear ONA helicase 1l.//l.9e-l 

0:485: 59//X82829 

F-NT2RM40Q0086 

F-NT2RN4000I 04//Hoao sapiens chroaosoae 16 zinc finger protein ZNF 
210 (ZNF2I0) aRNA. coaplete cds.//4. 2e-23: 345: 69//AF060865 
F-NT2RM4000I39//R. norvegicus trg aRNA. //I. 4e-56: 708: 69//X68101 
F-NT2RN4000I55//CI T-HSP-2282N1S.TR CIT-HSP Hobo sapiens genoaic cl 
one 2282N15, genoaic survey sequence. //3. 0e-09: 88: 90// AQ000070 
F-NT2RN4000I56//H. sapiens HP8RII-7 gene. //2. Oe-21 : 586: 60//X67336 
F-NT2RM40001 67//Mouse k i f 4 aRNA for ai crotubule-based eotor protei 
n KIF4. coaplete cds.//2. 7e-143:8IO:90//D1 2646 
F-NT2RM4000I69//Plasaodiua falciparua 307 chroaosoae 12 PFYAC293 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 9 unordered pieces.//0. 00 
54: 746: S7//AC0041S7 

F-NT2RM4000I 9l//Mus ausculus cathepsin S (Cats) gene, proaoter reg 
ion and exons 1 and 2.//O.OOOl8:468:60//AFOSI726 
F-NT2RH4000I 97 

F-NT2RV4000I 99//Huaan DNA sequence *** SEQUENCING IN PROGRESS 
froa clone 620E11. WORKING DRAFT SEQUENCE. //0. 67:461 : 60//AL03 1 667 
F-NT2RM40Q0200 

F-NT2RN4000202//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one 34c2, forward read cpg34c2. f tla.//1. 7e-27: 190: 90//Z6536! 

F-NT2 RN40002 1 0/ /Hoao sapiens aRNA for KIAA07I2 protein, coaplete c 
ds. //I . 4e-l 82 : 856 : 98//A801 8255 

F-NT2RN40002I5//S. cerevisiae MAK16 protein gene, coaplete cds, and 
LTE1 protein gene, 3' end.//3. Ie-3I :731 :62//J038S2 
F-NT2RN4000229//Ho*o sapiens chroaosoae 10 clone C IT987SK-1 144G6 a 
ap I0q25. 1, coaplete sequence. //4. 6e-1 02: 233: 94//AC00S383 
F-NT2RW4000233//Nus ausculus seaaphorin Via aRNA, coaptete cds.// 

1 . 6e-l 35 : 835: 86//AF030430 

F-NT2RH4000244//RPC 1 1 1 -24P1 5. TV RPC I -II Hoao sapiens genoaic clone 
RPCI-1 1-24P15, genoaic survey sequence. //5. Se-08: 422: 52//B86757 
F-NT2RN4000251//Nus ausculus clone UWGC:*bac92 froa 14DI-02 (T-Cel 
I Receptor Alpha Locus), coaptete sequence. //0. 98: 207:60//AC005855 
F-NT2RH4000265//Hoao sapiens Chroaosoae I Iq 1 2. 2 PAC clone pOJIOSIb 
4 containing huaan aRNA for T-cell glycoprotein CD6, coaplete seou 
ence. //5. 2e-4l : 707 : 6S//AC003689 



F-NT2RN4000290//Huaan transducin-l ike enhancer protein (TLE3) aRN 

A. coaplete cds. //7. 9e-l53 :609:93//»99438 

F-NT2RM4000324 

F-NT2RM4000327//Rattus norvegicus guanine nucleotide binding prote 
in beta 4 subunit aRNA. partial cds. //3. 9e-44: 727:68//AF022085 
F-NT2RM4000344//llus ausculus ATP-dependent eetal loprotease FtsHl a 
RNA. coaplete cds. //I . Oe-143 : 801 : 90//AF090430 
F-NT2RN4000349//llus ausculus clone 0ST43I, genoaic survey sequenc 
e. //6. 1 e-80 : 503 : 86//AF046700 

F-NT2 RN40003 54/ /HS_22 2 1 _A2_C07_IF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2221 Col=l4 Row=E, gen 
oaic survey sequenc e. //I. 0e-20: ISO: 83//AQ253449 
F-NT2RN4000356 

F-NT2RM4000366//Hoao sapiens aRNA for KIAA0642 protein, partial cd 
s. // I. 6e- 133: 628 :99//AB0 14542 

F-NT2RM4000368//RPCI 11-9185. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-91B5. genoaic survey sequence.//S.0e-12:431 61//AQ283217 
F-NT2RH4000386//Hus ausculus OOC4 (Doc4) aRNA. coaplete cds.//7.4 
e-86 : 845 : 72//AF059485 

F-NT2RH40OO395//Saccharoayces cerevisiae chroaosoae VI cosaid 996 
S.//2. Se-34: 767 : 6I//D44597 

F-NT2RM40004t4//Hoao sapiens XYLB aRNA for xy luloki nase. coaplete 

cds. //1 . 5e-1 5: 1 1 4: 94//AB015046 

F-NT2RM4000421 

F-NT 2 RH40004 2 5/ /Hoao sapiens chroaosoae 17. clone hRPK. 294_J_22, c 
oaplete s equence. //1 . 5e-37 : 295 : 82//AC00592 1 

F-NT 2 RN40004 3 3//Mu s ausculus retinoic acid-responsive protein (Str 
*6) aRNA. coaplete cds. //3. 9e-94: 740: 78//AF062476 
F-NT2RN4000457//CI T-HSP-2346B17.TR CIT-HSP Hoao sapiens genoaic cl 
one 2346B17, genoaic survey sequence.//!. 5e-22: 149: 92//AQ0621 1 1 
F-NT2RM4000471//Hoao sapiens aRNA tor putative tRNA splicing prote 
i o, pa r t i a I . // 1 . 3e-76 : 386 : 97//AJ0 1 0952 

F-NT2RM4000486//Hoao sapiens aRNA. coaplete cds. c lone: RES4-22A. ./ 
/I. le-22: 356: 67//AB000459 

F-NT2RN4000496//Hoao sapiens 12pl3.3 BAC RPCI11-476N19 (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence.//0.S3:19 
8: 70//AC00590B 
F-NT2RM4000S1 1 
F-NT2RN4000S1 4 

F-NT2RN40005 I S//C I T-HSP-2285L3.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2285L3. genoaic survey sequence. //0. 001 2: 200 :66//AQ0001 13 
F-NT2RN4000520 

F-NT2RIM000531 //Huaan zinc finger protein 42 (NZF-I) aRNA. coaplet 
e cds. //2. 9e-3t : 732 : 64//M58297 

F-NT2RM4000532//HS_3231_B1_C05J7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone P!ate=3231 Col=9 Row=F. geno 
aic survey sequence.//!. 3e-S9: 362 :90//AQl 92093 
F-NT2RN4000534 

F-NT2RN400058S//C I TBI-E1-2S08I18.tr CITBl-EI Hoao sapiens genoaic 
clone 2508118. genoaic survey sequence. //I. le-34: 208: 93//AQ260706 
F-NT2RM4000590//C I T-HSP-2291M1 4. TF CIT-HSP Hoao sapiens genoaic cl ■ 
one 2291H14, genoaic survey sequence. //8. 3e-34: 180: 99// AQ0041 25 
F-NT2RM4000595//Hoao sapiens chroaosoae 17, clone hCIT. 131JM 1. c 
oaplete sequence. //I . 2e-09: 203: 66//AC005288 

F-NT2RN4000603//Huaan aRNA for KIAA0392 gene, partial cds.//S. 3e-l 
4: 305: 68//AB002390 

F-NT2RN40006 II //Cl T-HSP-2169F21.TR CIT-HSP Hoao sapiens genoaic cl 
one 2169F21, genoaic survey sequence. //8. 4e-16 : 109: 94//B89870 
F-NT2RM4000616//D. aelanogaster aRNA for acetyl-CoA synthetase. //Z. 
3e-5§: 721 :68//Z48786 
F-NT2RM4000674 

F-NT2RM4000689//CIT-H5P-2381013.TF CIT-HSP Hoao sapiens genoaic c: 
one 2381013, genoaic survey sequence. //2. 6e-31 : 174: 97//AQ1 10303 
F-NT2RN4D00698 
F-NT2RM40Q0700 

F-NT2RM400071 2//Hoao sapiens ubiquitin hydrolyzing enzyae I (UBH1) 
aRNA. partial cds. //I . 1 e-89: 744: 77//AF022789 
F-NT2RM4000717 

F-NT2RH4000733//Huaan DNA sequence ♦»* SEQUENCING IN PROGRESS *** 
froa clone 423B22. WORKING DRAFT SEQUENCE. //2. le- 140: 299: 99//AL034 
379 

F-NT2RM4000734//Hoao sapiens aRNA for KIAA0760 protein, partial cd 

s. //3. 8e- 1 58 : 743 : 98//AB018303 

F-NT2RN4000741 

F-NT2RM40007 51 //Huaan zinc finger protein 20 (ZNF20) pentanucleot i 
de repeat polyaorphisa.//7. 1e-95: 754: 77//N99593 
F-NTZRM4 000764 

F-NT2RM4000778//Caenorhabd i t is elegans cosaid F36HI 2. //0. 30: 523:60 
//AF078790 

F-NT2RN4000779/ /Hoao sapiens aRNA for KIAA0451 protein, coaplete c 
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ds . //S. Sa- I 72 : 81 0 : 98//AB007920 

F-NT2RM40C0787//Kuaan DMA sequence fro* PAC 370122 on chroaosoae 2, 
2ql 2-qter. contains GRB2 ADAPTOR LIRE PROTEIN. UB I QU I NOL-CYTOCHRO 
HE C REDUCTASE IRON-SULFUR SUBUNIT PRECURSOR (UQCRFSI) exon. ESTs, 
STS. CA repeat and CpC island. //0. 0057: 163: 69//28220* 
F-NT2RN4000790//Hoao sapiens chroaosoae 19. cosaid 827216. coaplet 
e sequence. //6.9e-39: 237: 94//AC005306 

F-NT2RN40007I5//Rattus norvegicus neuroligin 3 aRMA. coaplete cds. 
//S.9e-97:8S7:74//U41663 

F-NT2R840Q0796//HS_32I4JJ1_F1 l_T7 CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=3214 Co 1=21 Ro*=L. gen 
oaic survey sequence.//), le-14: 254 :S8//AQ1 75988 
F-NT2RN4000798//Bos taurus guanine nucleotide-exchange protein (AR 
F-CEPt) oRRA. coaplete cds.//6. 2e-78:816:72//AF023451 
F-NT2RN4000813//Leishaania aajor glycoprotein 96-92 (CP 96-92) gen 
e. partial cdi.//0. 33:276:63//163t09 

F-NT2RM4000820//. coaplete sequence. //2. 6e-1 42: 450: 97//AC0054Q6 
F-NT2RM4000833//Drosophi la aelanogaster DNA sequence (PI DS0S273 
(080)). coaplete sequence.//). 9e-52: 501 : 71//AC004373 
F-NT2RN4000848//Hoao sapiens chroaosoae 17, clone hRPK. 167_N_20. c 
oaplete sequence. //!. 0:477: S6//AC005940 
F-NT2RN4 000852 

F-NT2RN4Q008SS//Hoao sapiens chroaosoae 17. clone hCIT. 457_L_16, c 

oaplete sequence. //3.4e-29: 229: 83//AC003957 

F-NT2RM400Q8B7 

F-NT2RN400089S//Hoao sapiens HuUAPI aRNA for UOP-N-acety Igl ucosaai 
ne pyrophosphory lase, coaplete cds. //2. 1 e-20: 407: 64//AB01 1004 
F-NT2RN4000950//Hoao sapiens clone DJ0917G04. WORKING DRAFT SEQUEN 
CE, 35 unordered pieces. //0. 41 : 311 : 64//AC004929 
F-NT2RM4000971//RPC11 1-53H3. TJ RPC 1 1 1 Hobo sapiens genoaic clone 
R-S3H3. genoaic survey sequence.//! . 0:208: 64//AQ05373S 
F-NT2RH4000979//Hoao sapiens chroaosoae 17, clone hRPR. 642_C_21, c 
oaplete sequence.//). 3e-19:207: 7B//AC00S24S 

F-NT2RN4000996//CITBI-E1-2506B10.TF CITBI-E1 Hoao sapiens genoaic 
clone 2506B10, genoaic survey sequence. //1. 4e-73: 361 : 98//AQ2636SI 
F-NT2RM4001 002//Hoao sapiens aRNA tor K1AA0729 protein, partial cd 
S.//5. Ie-I70:803: 98//AB018272 

F-NT2RM4Q01 01 6//Hoao sapiens aRNA for KIAA0639 protein, partial cd 
S.//3. 3e-)25:584: 99//AB0I4539 

F-NT2RN4001 032//Ga 1 1 us gal I us chicken brain factor-2 (CBF-2) aRNA. 

coapl e te cds. //0. 00034: 777: 58//U47276 
F-NT2RN4001 047//N02S gene [aice. eabryos. aRNA. 2322 nt].//2.5e-9 
2 : 776 : 74//S51 858 

F-NT2RM4001054//Canis faailiaris sec61 hoaologue aRNA. coaplete cd 
S.//3. 1 e-102:859: 76//N96629 

F-NT2RN4001084//CI T-HSP-2330F9.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2330F9, genoaic survey sequence. //4.6e-78: 379: 99//AQ044479 
F-NT2RM4001092//cSRL-71b1-u cSRL flo* sorted Chroaosoae 11 specif i 
c cosaid Hoao sapiens genoaic c lone cSRL-71b1. genoaic survey sequ 
ence. //1 . 1 e-1 2 : 1 52 : 75//B05776 
F-NT2RM4001 116 

F-NT2RN400! 140//Hoao sapiens PAC done DJ0964C11 froa 7p14-p1S. co 
aplete sequence. //1 . 9e-l 36: 71 7: 93//AC004S93 

F-NT2RW4001 1 S1//St reptoayces antibioticus ATP-binding protein and 
aenbrane protein (oleC-ORFI. oleC-ORF2. oleC-0RF3. oleC-ORF4, and 
oieC-ORF5) genes, coaplete cds: 3427 base-pairs. //0. 0083: 368: 60//L 
06249 

F-NT2RIH001 155//Bos taurus SO kDa protein (adpSO) aRNA. coaplete c 
ds.//3. 9e-120:764:85//U04706 
F-NT2RN40D1 160 
FHVT2RM4001 187 

F-NT2RN4001 191//CI T-HSP-2010E7. TF CIT-HSP Hoao sapiens genoaic clo 
ne 201 0E7. genoaic survey sequence. //6. 2e-l2: 181 :72//B53378 
F-NT2RN4001 200//H. sapiens HZFIO aRNA for zinc finger protein. //I. 3 
e-66 : 799 : € 9//X7893 3 

F-NT2RN4001 203//Hoeo sapiens rab3-GAP regulatory doaain aRNA, coap 
I e te cds. //4. 2e- 1 52 : 707 : 99//AF004828 
F-NT2RN400I 204 

F-NT2RH4001 2l7//Hoao sapiens ec todera-neura I cortex-1 protein (EN 
C-1) eRNA. coeplete cds.//1.6e-62:715:70//AF005381 
F-NT2R1M00I 256//Huaan Notl linking clone 924A0S6R, genoeic survey 
sequence. //7. 6e-14: 1 09 : 90//U49884 

F-NT2RN400I 2S8//HS_31 71_B2_G09_T7 CIT Approved Huean Genoeic Spera 
Library D Hoao sapiens genoaic clone Plate=317l Co 1 = 18 Row=N, gen 
oaic survey sequence. //2. Se- 18: 21 5: 77//AQ1 49676 
F-NT2RN400I 309//Huaan ONA sequence froa clone S51E13 on chroaosoae 
Xpl 1.2-11. 3 Contains firnesyl pyrophosphate synthetase pseudogen 
e. VT4 protein pseudogene. EST, GSS, coaplete sequence. //4. 9e-2B: $ 
26: 66//AL022163 

F-NT2RM4001 313//H. sapi ens aRNA for phosphat idyl inosi tol 3-kinase./ 
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/2. 5e-77 : 474 : B9//Z46973 

F-NT2RN400I 31 6//Caenorhabdi tis elegans cosaid K09HI I.//1. 2e-16. 23 
0:73//U97002 

F-NT2RN4001 320/ /Hoao sapiens aRNA for Neuroblastoaa. coaplete cds. 
// 1 . 1 e-4 1 : 642 : 66//D890 1 6 

F-NT2RM4Q0I 340//EP(3)06l4 Drosophila aelanogaster EP line Orosophi 
la aelanogaster genoaic Sequence recovered froa S' end of P eleaen 
t. genoaic survey sequence. //0. 0040: 141 :68//AQ02 SI 27 
F-NT2RN4001 344//Caenorhabd i t i s elegans DNA *** SEQUENCING IN PROGS 
ESS tea froa done TIES. WORKING DRAFT SEQUENCE. //5. Se-06: 469: 60// 
AL021388 
F-NT2RN400I 347 

F-NT2M400I371//Arabidopsis thaliana chroaosoae II BAC T20K9 genoa 
ic sequence, coaplete sequence. //0. 10:400: 6I//AC004786 
F-NT2RN40013B2//Hoao sapiens RanBP7/iaportin 7 aRNA. coaplete cds. 
//2. 2e-167: 790: 98//AF098799 

F-NT2RW4001 384//Hoao sapiens DNA sequence froe BAC 747E2 on chroao 
soae 22 qI 2. 1. Contains ESTs. STSs and GSSs and genoaic aarker D22S 
56, coeplete sequence. //0. 99: 255: 59// AL021 393 

F-NT2RN40014l0//Hoao sapiens genoeic DNA, chroaosoae 21q1t.l. sega 
ent 1/5. WORKING DRAFT SEQUENCE. //0. 027: 336: 58//AP000023 
F-NT2RN400141 l//Nus ausculus Pro-rich. PH. SH2 doaa in-con tain i ng s 
ignaling aediator (PSN) aRNA. coaplete cds.//5. 9e-l24:783:85//AF02 
0526 

F-NT2RM400I4)2//Rattus norvegicus GTPase activating protein SynGA 
P-c eRNA, coaplete cds.//2.2e-34:418:71//AF050183 
F-NT 2RM400 1414/ /Hoao sapiens full length insert cDNA clone ZE16C1 
1.//9. 1e-76:363: I 00//AF086563 

F-NT2RN4001437//Hoeo sapiens chroaosoae 5, BAC done 3l3n8 (LBNL H 
146), coaplete sequence. //2.0e-47: 623 :69//AC004226 
F-NT2RH4001444//Streptococcus pneuaoniae penicillin-binding protei 
n 2b (pbp2b), RecN (recN). D-AI a-D-Al a ligase (ddl). D-Ala-O-Aia a 
dding enzyae (aurF), MutT (autT). cell division protein FtsA (fts 
A),. cel I division protein FtsZ (ftsZ). TlaE (yla£), TtaF (ylaF). T 
laG (ylaG). YlaH (ylaH), cell division protein DivIVA (divIVA). an 
d isoleucine-tRNA synthetase (ileS) genes, coaplete cds: and unkno 
wn gene. //3. 6e-Q9: 566: 58//AF068901 
F-NT2RM400I 454 
F-NT2RN400I4S5 

F-NT2RN4001 483//Huaan zinc finger protein ZKF1 36. //3. 2e-36:329 78/ 
/U09367 

F-NT2RN4001489//Hoao sapiens aRNA for KIAA06BS protein, coaplete : 
ds.//1. 2e-155:724:99//A80l458S 

F-NT2RN4001 51 9//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence, WORKING DRAFT SEQUENCE. 4 unordered pieces. //0. 000 
1 9: 418: S9//AC004688 

F-NT2RN4001 522//Huaan HepG2 3* region Hbol cDNA, done had6a08a3./ 

/I. 4e-l6: 130: 88//D1 7274 

F-NT2RN4001 557 

F-NT2RN4001 565 

F-NT2RN4001 566 

F-NT2RM4001 569//HS_2050_B1 _C08_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic done Ptate=20S0 Col-15 Ro»=F, gen 
oaic survey sequence. //2. 7e-09: 109: 84//AQ234720 
F-NT2RN4Q0I 582//Nus ausculus COP9 coaplet subunit 7b (COPS7b) aRN 
A. coaplete cds. //I. 2e-!27 : 740: 89//AF071 317 

F-NT2RH4001 592//N. ausculus aRNA of enhancer-trap-locus t.//7.3e-1t 
7:710:B8//X69942 

F-NT2RM400) S94//Hoeo sapiens chroaosoae 9q34, done 107G20, WORK IN 
G DRAFT SEQUENCE. 2 ordered pieces.//0.34:38S:S9//AC0023S5 
F-NT2RM4001S97//W. ausculus red-1 gene. //6. 2e- 139: 788: 90//X9275Q 
F-NT2RN4001 605//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 
ds . //3. 3e- 1 62 : 750 : 99//AB01 8334 

F-NT2RN4001 61 1//Synechocys tis sp. PCC6803 coaplete genoae. 12/27. 

1 43041 9-1 576592. //2. 5e-05: 490: 58//D9091 0 

F-NT2RN4001 629/ /Hus ausculus palaytoylated protein p5S aRNA, coapl 
•te cds.//0. 65: 186:64//U38196 

F-NT2RN40Q165D//M* SEQUENCING IN PROGRESS tM Hoao sapiens chroao 
soae 4. BAC clone C043SP12: HTG5 phase 1. WORKING DRAFT SEQUENCE. 
10 unordered pieces. //0. 99:422: S9//AC004689 

F-NT2RN4001 662//Huean aRNA for KIAA0322 gene, partial cds.//2.6e-B 
I : 449 : 93//AB002320 
F-NT2RK4Q01 666 

F-NT2R1M00I 682//Nus eusculus clone 0ST9187, genoaic survey sequent 
e. //3. 2e-35 : 240: 87//AF046699 

F-NT2RN4001 7 1 0/ /Huean DNA sequence SEQUENCING IN PROCRESS •** 
froa clone 126A5. WORKING DRAFT SEQUENCE. //1 . 9t-l 51 : 564 : 97// AL03M 

47 

F-NT2RN4001 714//Huaan aRNA for KIAA0202 gene, psrtial cds.//7. Oe-B 
5: 748: 74//D86957 
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F-NT2RM480171S//Huaan DNA sequence from done 931K24 on chroaosoae 
2 Op 12 Contains ESTs and CSSs, coaplate sequence. //1. 2e-91 : 488: 94/ 
/AL034430 

F-NT2RN4DOI73l//Orang-utan involucrin gene, coaplete cds.//0.40:S3 
0:$9//N25312 

F-NT2RM4001 741 //Mouse aRNA for tal in.//1 . le-129: 737: 90//XS6I23 
F -NT 2 RM400 1 7 46//Huaa n DNA sequence eta SEQUENCING IN PROGRESS see 
froa clone 316GI2. IORKINC DRAFT SEQUENCE. //2. 3e-49: 320:89//AL0317 
09 

F-NT2RM4001 7S4//Ho*o sapiens 12pl3.3 PAC RPCI5-1 18QD1 2 (Rosea II Pa 
rk Cancer Institute Huaan PAC Library) complete sequence. //6. 3e-6 
4: 379: 76//AC005831 

F-NT2RM40O1 7S8//R. norvegi cus eRNA for ser ine/threonine kinase MARK 
I.//3. 7e-1 46 : 871 :87//Z83868 

F-NT2RM400177S//Ho«o sapiens aRNA for KIAA0727 protein, partial cd 
s . //2. 3e- 1 73 : 803 : 99//AB0 18270 

F-NT2RM4001 783//Hoao sapiens clone DJ0981007, coaplete sequence.// 

2. Oe-165: S93: 99//ACQ0601 7 

F-NT2RM4Q01810 

F-NT2 RM400 1813/ /Hoao sapiens BAC clone NH0364H22 froa 2, coaplete 
sequence. //7. 1 e-31 : 1 76 : 84//AC005036 

F-NT2RM40018I9//Huaan p58/GTA (galactosyl transferase associated pr 
otein kinase) eRNA. coaplete cds. //4. 4e-34: 195: 95//M3771 2 
F-NT2RM40D1823//Mus ausculus zinc finger protein (2fp64) aRNA, coa 
plete cds. //3. 3e-5l : 490 : 75//U49046 

F-NT2RM4001828//Huaan zinc finger containing protein ZNFIS7 (ZNFI5 
7) aRNA. coaplete cds.//5. 6«-74:688: 72//U28687 
F-NT2RM4001836//Hoao sapiens Chroaosoae 22q)l.2 Cosaid Clone 2h In 
DGCR Region, coaplete sequence.//! .0:406 : 60// AC000076 
F-NT2RM4001841//Mus ausculus A kinase anchor protein (AKAP-KL) aRN 
A, alternatively spliced isofora 2. coaplete cds. //1 . 6e-131 : 831 : 86 
//AF03327S 

F-NT2RM4001842//HS_3163_A2_Gl0_MR CIT Approved Huaan Cenoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3l63 Col=20 Roa=M, gen 
oaic survey sequence. //I. Se-05:3SS: 60//AQ168513 
F-NT2RM40018S6//Caenorhabdi t is elegans cosaid X08F11 .//4. 0e-23:82 
3:60//U708SS 

F-NT2R»40018SS//Notoph thalaus viridescens NvTboat aRNA. partial cd 
s.//6.4e-11 :266: 66//U64433 

F-NT2RM400I86S//Hoao sapiens aRNA for atopy related autoantigen CA 
LC.//6. 9e-149: 704: 98//Y1 7711 

F-NT2RM4001876//F. rubripes GSS sequence, clone 060E22bA4. genoaic 
survey sequence. //S. 7e-48:600:68//Z8B65l 

F-NT2RM4001880//CIT-HSP-2348J1.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2348J1. genoaic survey sequence. //0. 0025:61 : 88//AQ060809 
F-NT2RM4001 905//R. norvegi cus CYP3A1 gene. S' flanking region. //2. 5 
e-29: 535: 67//X 98335 

F-NT2RM4001 922//HS_2237_AI_C10_^ CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2237 Col-19 Row=E, gen 
oaic survey sequence. //2. 2e-73: 364: 98//AQ033732 
F-NT2RM4001930//Arabidopsis tbalians genoaic DNA, chroaosoae S. PI 
clone: MXI10, coaplete sequence. //4. 9e-IO: 269: 63//ABD05248 
F-NT2RM4001938//Hoao sapiens chroaosoae 17, clone hRPC. 1081_P_3, c 
oaplete sequence. //7.6e-l 52: 31 1 : 10Q//AC005207 

F-NT2R*4001940//Hobo sapiens tiaeless hoaolog aRNA, coaplete cds./ 
/1 . 1 e- 1 70 : 808 : 98//AF098 1 6 2 

F-NT2RM400I 953//*** SEQUENCING IN PROGRESS •** Hoao sapiens chroao 
soae 4. BAC clone B13E4: HTGS phase 1. VORKING DRAFT SEQUENCE. 10 
unordered p i eces. //2. 7e-45 : 3 1 0 : 86//AC004046 

F-NT2RH4001 965//Hoao sapiens genoaic DNA qf Bp21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-seal I cell lung cancer . s 
egaen t 1 1/1 1 . //I . fie- 107 : 622 : 90//AB020868 

F-NT2RM4001969//R. norvegi cus aRNA for IP63 protein. //3. §e-24:221 :7 
6//X99330 

F-NT2RM4001 979//Hoao sapiens aRNA for K1AA0798 protein, coaplete c 
d*. //I . Oe-6 1:527: 76//AB0 18341 

F-NT2RM4001 984/ /Huaan ONA sequence froa cosaid U151E3, between aar 
kers on chroaosoae X.//5. 8e-07: 502 : 60//Z82253 
F-NT2RM4001987//RPC11 1-49L11. TJ RPC 1 1 1 Hoao sapiens genoaic done 
R-49LI1. genoaic survey sequence. //2.6e-33: 177: 99//AQ051 701 
F-NT2RM400201 3//Hoao sapiens chroaosoae 17, clone hRPK. 294_J_22, c 
oaplete sequence. //0. 019:65: 90//AC005921 

F-NT2RM400201 8//Huaan high aolecular weight B cell growth factor a 
RNA sequence.//!. 0:527: 57//LI 5344 

F-NT2RM400Z034//Huaan DNA sequence froa PAC 84F12 on chroaosoae Xq 
2S-Xq26. 3. Contains glypican-3 precursor (intestinal protein OCl- 
5) (GTR2-2) , ESTs and CA repeat. //0. 1 1 : 322: 60//AL00871 2 
F-NT2RM4002Q44//Hoeo sapiens SS-A/Ro autoantigen SZ kda coaponent 
gene, coaplete cds. //0. 015: 51 3: 61//U01 882 

F-NT2RM4002054//Hoeo sapiens clone DJI 039124, NORKING DRAFT SEQUEN 



C£. 3 unordered pi eces. //2. Oe-44:473:76//ACOOS283 
F-NT2RM4002055//H6ao sapiens aRNA for KIAA0640 protein, partial cd 
s . //I . Oe- 1 71 : 803 : 98//AB0 1 4540 

F-NT2RM40D2062//Drosophi la ael anogasler ; Chroaosoae 21: Region 36B 
1-3683: PI clone OS02528. IORKINC DRAFT SEQUENCE. 8 unordered piec 
es.//0. 0031 :298:S9//AC005122 

F-NT2RM4002063/ /Or yc to I agus cuniculus sarcosine oxidase (SOX) aRN 
A, coaplete cds. //I. 1e-147:705:98//U82267 

F-NT2RM4002066//Huaan aRNA for KIAA0192 gene, partial cds.//3.4e-f 
3: 889: 69//D83783 

F-NT2RM4002067//Hoao sapiens chroaosoae 5. BAC clone 282B7 (LBNL H 
192), coaplete sequence.//!. 1e-53:295:76//AC005216 
F-NT2RV4002073//Mus ausculus fatty acid transport protein 3 aRNA. 
partial cd*. //7. 8e-25: 277 : 75//AF072758 

F-NT2RM4002075//Hoso sapiens actin binding protein MAYVEN aRNA. co 
aplete cds.//9.0e-23:S88:6l//AF059$69 

F-NT2RM4002093//Rat PYBP1 aRNA for pyriaidine binding protein 1 .// 
3. le-68:$44:69//X60789 

F-NT2RM4002109//Mouse k i f 4 aRNA for aicrotubule-based actor protei 
n KIF4. coaplete cds.//2.0e-!21 :762:86//Dl2646 

F-NT2R*4002128//HS_3084_A1_D04_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3084 Col-7 Row=G, geno 
aic survey sequence. //7. 7e-l8: 1 17: 9S//AQ1B63I2 
F-NT2RM4002140 

F-NT2RM40Q2145//Hoao sapiens chroaosoae 19. fosaid 37308, coaplete 
sequence. //I . 8e-49: 736 : 65//AC0041 52 
F-NT2RM40021 46//Hoao sapiens MAGOH aRNA. coaplete cds.//6. 5e-70:4$ 
4-.85//AF035940 

F-NT2RM4Q02I61//Hoao sapiens aRNA for LAFPTPaso. isofora I, parti a 
I . //4. 2e- 1 5 I : 763 : 9S//A J 1 30763 

F-NT2RM4002174//Hel icobacter pylori 26695 section 18 of 134 of the 
coaplete genoae. //2. 1 e-16: 580 : 60//AE000540 
F-NT 2 RM4002 1 89/ /Hoao sapiens DNA sequence froa BAC 72ZE9 on chroao 
soae 22ql 3. 2-1 3. 33. Contains ESTs. //1. 0e-07: 792:6I//AL008636 
F-NT2RM40021 94//Mus ausculus seaaphorin Via alMA, coaplete cds.// 
3. 2e-1 32 : 782 : 87//AF030430 

F-NT2RM4002205//Rattus norvegicus nuclear-encoded ai tochondr ial el 
ongation factor G aRNA. coaplete cds. //I. 5e-40:292:84//LI4684 
F-NT2RM4QQ2213 

F-NT2RM4002226//Mus ausculus p!90-6 gene, coaplete cds. //0. 099: 35 
0 : 59//U67 1 60 

F-NT2RM40022SI//Hoao sapiens chroaosoae 17, clone HCIT187M2, coapl 
ete sequence. //I. 0: 428: S8//AC004448 

F-NT2RM4002256//Mouse genoaic DNA. chroaosoae 17, clone cosaid 49. 
1. genoaic survey sequence. //9. 4e-60: 294: BI//A800S9S9 
F-NT2RM4002266//Fugu rubripes GSS sequence, clone 006l18aG12. geno 
aic survey sequence. //3. 3e-12:217: 67//AL024779 

F-NT 2RV4002 2 7 8//HS_3089_A I _E0 5_NF CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic done Plate=3Q89 Col=9 Row=l, geno 
aic survey sequence.//! . 9e-64: 381 : 92//AQ1 2 1653 
F-NT2RM40022B1 

F-NT2RM4002287//CI T-HSP-2327EI4. TF CIT-HSP Hoao sapiens genoaic cl 
one 2327EI4, genoaic survey sequence. //9. Oe-49: 336: 86//AQ04251 5 
F-NT2RM4002294//Huaan aRNA for KIAA0281 gene, coaplete cds.//2.1e- 
48:51 1:72//D87457 

F-NT2RM4002301//Huaan Notl linking done 924A053D. genoaic survey 
sequence. //8. 9e-0S: 62 : 9I//U4988! 

F-NT2MM002323//Huaan DNA sequence froa clone 59BI6 on chroaosoae 
6p22.1-22.3. Contains a pseudogene siailar to GPISG20 and other ex 
onucteases). Contains ESTs, STSs, CSSs, genoaic Barkers 06S1691 an 
d D6S299 and a ca repeat polyaorphisa. coaplete sequence. //4. 9e-l 1 
$ : 729 : 87//AL032822 

F-NT2RM4002339//Hoao sapiens PAC clone DJ0728D04, coaplete sequenc 
*.//!. le-97: 457: 93//AC004865 

F-NT2M4002344//Caenorhabd i tis elegans cosaid K04A8. //2. 2e-06: 190: 
69//U6484S 

F-NT2RM4002373//Hoao sapiens aRNA for KIAA0649 protein, coaplete c 
ds.//Z. 8e- 1 49 : 708 : 98// ABO 1 4549 

F-NT2RN4002374//HOBO sapiens 12q24 PAC P336P3 (Research Park Cance 
r Institute Huaan Genoae PAC library) coaplete sequence. //0. 00040: 
312:63//AC002978 

F-NT2RH4002383//Huaan DNA sequence «*« SEQUENCING IN PROGRESS «** 
froa done 469022. VORKING DRAFT SEQUENCE. //6. 8a-29: 378: 66//ALQ3 1 2 

84 

F-NT2RM4002390 

F-NT2RN4002398//C I T-HSP-2288N22.TR CIT-HSP Hoao sapiens genoaic d 
one 2288N22, genoaic survey sequence. //3. 4e-35: 184 : 1 Q0//AQ001 1 1 0 
F-NT2RN4002409//Archaeogl obus fulgidus section IS of 172 of the co 
aplete genoae. //2. Oe-16: 468: 59//AE00I092 

F-NT2RH4002438//Huaan HLA class III region containing N0TCH4 gene, 
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partial sequence, hoaeobox PBX2 (HPBX) gene, receptor tor advance 
d glycosy lation end products (RACE) gene, coaplete cds, end 6 unid 
entitled cds, complete sequence.//!. 6e-l6: 1 23 : 9I//U89336 
F-NT2RN4002446//Huaan DMA sequence froa cosaid 443DS froa a contig 
froa the tip of the short ara ot chroaosoae 16, spanning 21b ot I 
6p13.3 Contains ESTs. STS and CpG islands, .//9.6e-64: 467: 84//Z9284* 
S 

F-NT2RV4002452 

F-NT2RV4002457//Huaan OKA sequence troa PAC 15IBI4 on chroaosoae 2 
2. coaplete sequence. //2. 2e-24: 201 :86//Z85988 

F-NT2RM4002460//Hoao sapiens PAC clone 0J0630CZ4 troa 7q3l-q32. co 
apl et e sequence. //I . 3e-45 : 487 : 70//AC004690 

F-NT2RV4002479//Hoao sapiens RNA hel icase-rel ated protein iaRNA, co 
apl ete cds. //2. 7e-1 63 : 777 :98//AF0832SS 

F-NT2RV4002482//Hoao sapiens aRNA for KIAA0691 protein, coaplete c 

ds.//2. 3e-93 : 464 :97//AB01 4591 

F-NT2RIMQ02493 

F'NT2RV4002499//Hoao sapiens clone DJ08470Q8. WORKING DRAFT SEQUEN 
CE. 3 unordered pieces. //3. 5e-41 : 442: 75//AC006484 
F-NT2RH4002S04//Huaan DNA sequence froa clone 391022 on chroaosoae 
6p21.2-2T.31 Contains pseudogenes siailar to ribosoaal protein, E 
STs, CSSs, coaplete sequence. //3. Se-31 : 233: 87//AL031S77 
F-NT2R>4002527//Fugu rubripes GSS sequence, clone 096C17aC8, genoa 
ic survey sequence. //7. 7e-08: 274: 62//ALD271 62 
F-NT2RM4002S32 
F-NT2RH4002534 

F-NT2RH4002S58//Nus ausculus fatty acid transport protein 4 aRNA, 
partial cds.//3. 8e-53: 394 : 81//AF072759 

F-NT2RN4002565//Nus ausculus Sec8 aRHA. coaplete cdS.//6. 4e-160:90 
' 2 : 89//AF022962 

F-NT2RN4002S67//CITBI-E1-2503J7.TR CITBI-Et Hoao sapiens genoaic c 
lone 2503J7. genoaic survey sequence. //8. 5e-3l : 220: 86//AQ263402 
F-NT2RM4002$7t//Rattus norvegicus UOP-GalNAc: polypeptide N-acetytg 
alactosaainyl transferase T5 aRHA, coaplete cds.//5. 2e-05: I9965//A 
F049344 

F-NT2RV4002593//Hoao sapiens PAC done DJ0745K06 froa 7q31. coaple 
te sequence. //0. 89: 275 6I//AC00487S 

F-NT2RM4002594//Drosophi la eel anogaster, chroaosoae 2R, region 3IC 
1-31D6, PI clone 0S08879. coaplete sequence. //3. 7e-44: 768: 64//AC00 

5454 

F-NT2RN4002623//0rosophi la aelanogaster ; Chroaosoae 21; Region 368 
1-36B3: PI clone DS02528. WORKING DRAFT SEQUENCE. 8 unordered piec 
es. //7. 8e-34: 574 : 65//ACOOSI 22 

F-NT2RP10000I8//Hoao sapiens aRNA for NIK, partial cds.//3. 9e-l 1 1 : 
582 : 95//AB0 1 3385 

F-NT2RP1000035//Hoao sapiens aRNA for NSI-binding protein (NSl-BP 
).//l. I e-1 53 : 747 : 96//A JO 1 2449 

F-KT2RP 1 000040/ /Hoao sapiens genoaic ONA, chroaosoae 2lq1l.l. sega 
ent 18/28, 10RKING ORAFT SEQUENCE.//!. 6e- 125: 243: 88// AP000047 
F-NT2RP1000063//Caenorhabdi tis elegsns cosaid F31C3, coaplete sequ 
ence. //9. Se-09: 41 4: 59//Z92784 

F-NT2RP1 000086//H. sspi ens aRNA for zinc finger protein. Hsal2.//2. 
8e-1 83: 548 : 91//X98834 

F-NT2RP1 0001 01//H. sapiens CpG island ONA genoaic Msal fragaent. cl 
one 28b4, forward read cpg28b4. f tla.//6. Oe-27: 163:9S//260555 
F-NT2RPI0001 1 1//CIT-HSP-2307014. TR CIT-HSP Hoao sapiens genoaic cl 
one 2307014. genoaic survey sequence. //1 . 2e-1l : 128: 8I//AQ01 6069 
F-NT2RP10001 1 2//Huaan kinase (TTK) aRNA. coaplete cds. //I. Oe-38: 32 
4:B1//V86699 

F-NT2RP1 000 I 24//P I asaod i ua falciparua DNA see SEQUENCING IN PROGRE 
SS M* froa MAL4P1, WORKING DRAFT SEQUENCE. //0. 59:476: 59//AL034557 
F-NT2RP10001 30//DNA encoding huaan Hepatoaa-der ived Growth Factor. 
//2. 7 e-3 5:535: 68/ /E08546 

F-NT2RPI 0001 63/ /Hoao sapiens cell cycle progression 2 protein (CPR 

2) aRNA. coaplete cds. //6. 7e-05: 77: 90//AF011 792 

F-NT2RP1 0001 70//Hoao sapiens clone NH0001P09, WORKING ORAFT SEQUEN 

CE, I unordered pieces.//!. 9e-20: 431 : 64// AC006030 

F-NT2RP10001 74//Hoao sapiens clone 24432 aRNA sequence. //2. 5e-1 38: 

679 : 97//AF070535 

F-NT2RP10001 91 

F-NT2RP1000202//Porcine aRNA for MI30 of saooth auscle ayosin phos 
phatase, partial cda.//5. 3e-05: 22061//D89496 
F-NTZRP1000243//Drosophi la aelanogaster ONA sequence (P! 0S05273 
(080)), coaplete sequence. //4. 7e-51 : 508: 69// AC004373 
F-NT2RP1 000259 

F-NT2RP1000272//Nus ausculus TLS-associated protein ai th SR repeat 
s aRNA, coaplete cds.//7. 8e-l42 :866: 88//AF042383 
F-NT2RP1000324//RPCI M -81021. TJ RPC 111 Hoao sapiens genoaic done 
R-81021, genoaic survey sequence. //2. 8e-29: 182 :92//AQ285l36 
F-NT2RP1000326//Hoao sapiens aetaxin 2 (MTX2) aRNA. nuclear gene e 



ncoding ai tochondr ial protein, coaplete cds. //4. 2e- 147:693 :98//AF0 
53551 

F-NT2RP1 000333//Caenorhabd i t i s elegans cosaid C03D6, coaplete sequ 
ence.//l. 4e-08: 281 :61//Z7S52S 

F-NT2RP I 0Q0348//H. sapiens CpG island DNA genoaic Nsel fragaent, cl 

one I2f 1. reverse read cpg)2f 1 . r tic. //1 . 7e-09: 71 : 1 00//2S 66 1 0 

F-NT2RPI000357 

F-NT2RP 1 000358 

5. 7e-16 :403 : 6I//AC005456 

F-NT 2 RP 1 00036 3/ /Hoao sapiens aRNA for KIAA0638 protein, partial cd 
S. //9. 8e- 125: 497 86//AB0 14538 

F-NT2RP I000376//Hoao sapient calciua-independent phospholipase A2 
aRNA, coaplete cds. //I . 8e-176:B77: 96//AF064594 
F-NT2RPI000409//Hoao sapiens repetitive sequences, alphoid ONA, 24 
82 bp. //4. 6e- 1 06 : 700 : 84//AJ 00 1 558 

F-NT2RP10004I 3//Hoao sapiens aRNA for K1AA0587 protein, coaplete c 

ds.//9. 4e-l 78:710: 98//A801 1 1 59 

F-NT2RP1000416 

F-NT 2 R P 1 0004 1 8//0 r y c 1 0 1 agu s cuniculus troponin T cardiac isofora a 
RNA. 3‘ end of cds. //I . 0: 198:60//L40178 

F-NT2RPI000439//HS_2182_A1_006_NF C1T Approved Huaan Genoaic Spern 
Library D Hoao sapiens genoaic done Plste°2182 Co I = 1 1 Row=G, gen 
oaic survey sequence. //2. 1 e-68: 441: 87//AQ024305 
F-NT2RP1 000443/ZHoao sapiens genoaic ONA. chroaosoae 21q11.l. sega 
ent 18/28, WORKING DRAFT SEQUENCE. //3. 8e-57: I 8S:8B//AP000047 
F-NTZRP1 000460//Hoao sapiens PAC clone OJ0844F09 froa 7p12-p13. co 
aplete sequence. //2. 7e-l 32: 204: 99//AC0044S3 

F-NT2RP1O0O47O//Huaan DNA froa chroaosoae 19-specific cosaid R2709 
0. genoaic sequence, coaplete sequence. //4. 9e-80: 196:9S//AC002985 
F-NT2RP1000478//Huaan beta-tubulin class III isotype (beta-3) aRN 
A. coaplete cds. //1. 9e-SS:440:80//U47634 

F-NT2RP 1000481 //Hoao sapiens DNA sequence froa PAC 262012 on chroa 
osoae Iq23. 3-24. 3. Contains a Tenascin (Hexabrach ion. Cytotactm, 
Neuronectin, Nyotendinous antigen) -LIKE gene and a ai tochondr ial/c 
hioroplast 30S ribosoaal protein S14-LIKE gene preceeded by a CpG 
island. Contains ESTs, genoaic airker 0IS2691 and STSs. //2. 6e-9Z : 5 
62:8B//Z99297 

F-NT2RP1 000493//Hoao sapiens aRNA for KIAA0017 protein, coaplete c 
ds.//2. Oe-1 30: 622 : 98//D87686 

F-NT2RP1 00051 3//Xanthoaonas caapestris caapestris ipsD. xpsl. and 
xpsN genes, coaplete cds’ S.//0. 1 1 : 360 : S8//881648 
F-NT2RPI 000522//Hoao sapiens clone DJ0810E06. WORKING ORAFT SEQUEN 
CE. 8 unordered pieces. //4. 9e- 34: 209: 93//AC004895 
F-NT2RP1 00054 7//C r t ce tu I us griseus COP-coated vesicle aeabrane pro 
tein CHOp24 aRNA, partial cds. //I. 2e-08:331 :63//U26264 
F-NT2RP1000574//Hoao sapiens hoaeobox protein MEIS2 (NEIS2) aRNA. 
partial cds. //4. 4e-81 : 295 : 92//AF0! 7418 

F-NT2RP?000577//HS_2228_B2_C05JW CIT Approved Huasn Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2228 ColdQ Row=F. gen 
oaic survey sequence.//!. 9e-3l : 179: 7S//AQI85I 28 
F-NT2RPI0Q0$8I//Pan troglodytes von Wi I lebrsnd factor (vWF) gene, 
partial cds. //A. 7e-34: 223 : 90//U31620 

F-KT2RP1 000609//Hoao sapiens chroaosoae 11, BAC C IT-HSP-31 Ie8 (BC2 
69730) containing the hFENl gene, coaplete sequence. //1 . 6e-1 8: 229 : 
6S//AC004770 

F-NT2RP1000629//Mouse clethr in-associated protein (AP47) aRNA. con 
plate cds.//9. 3e-89: 584:84//K62419 

F-NT2RP1 000630//Huaan DNA sequence troa PAC 151B14 on chroaosoae 2 
2 Contains EST, coaplete sequence. //I. 0: 203 :63//Z85989 
F-NT2RP1 000677/ /Hoao sapiens chroaosoae 19, cosaid R30S38, coaplet 
e sequence. //0. 0034: 350:61//AC005943 

F-NT2RP1000688//H. sapiens gene for ai tochondr ial ATP synthase c $u 
bunit (PI fora) .//S. 2e-IO: 120: 80//X6 9907 
F-NT2RP1 000695 

F-NT2RP1 000701 //Sequence 1 froa patent US 5580968. //2. 4e-99: 624; 86 
//1 30536 

F-NT2RP1 00072 1//Hoao sapiens clone OJ0943F02. WORKING ORAFT SEQUEN 
CE. 3 unordered pieces. //I. 1 e- 1 9 : 188:81//AC004932 
F-NT2RP1000730 

F-NT2RP1 000733//Huaan chroaosoae I6p13. 1 BAC clone C IT987SK-S5IG9 
coaplete sequence. //I. 3e-30: 315:75//U95742 

F-NT2RP1000738//Hoao sapiens Wol f -Hi rschhorn syndroae cendidste 2 
protein (WHSC2) aRNA. coaplete cds.//8.0e-l22:604:96//AF101434 
F-NT2RP1 000746//HS_3084_A1_H03_NF CIT Approved Huasn Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3084 Co I =5 Row=0, geno 
■ic survey sequence. //I. Se-83: 466: 92//AQI 86344 
F-NT2RP1000767//Hoao sapiens full length insert cDNA clone ZD81B0 
4.//2.8e-21: 144:91//AF086442 

F-NT2RP1000782//Hoao sapiens tetraspan TH4SF (TSPAN-3) aRNA. coapi 
ete cds. //2. 1 e-121 : S91 97//AF05484O 
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F-NT2RP1000796//T. theraophi Jus phosphof ructokinase 1 (PFK1) gene, 
coaplete cds.//0. 76 :263: 64//N71213 

F-NT?RP1000825//Huaan DNA sequence froa clone 116F5 on chroaosoae 
22 q 13. Contains part of an unknown gene and part of a RhoGAP (C0C4 
2 GTPAse Activating Protein) LIKE gene. Contains ESTs, STSs. CSSs, 
genoaic aarker D22SII68 and a CA repeat polyaorphisa. coaplete se 
quence. //I . Se-77 : 1 63 : 96//Z93244 

F-NT2RPI000833//Hoao sapiens cGMP-speci f i c phosphodiesterase (Pt€9 
A2) aRNA, coaplete cds.//l. 3e-147:424:96//AF048837 
F-NT2RP1000834//Hoao sapiens atpha-aethyl acy 1-CoA raceaase aRNA. c 
oaplete cds. //1 . 9e-89 : 702 : 79//AF047020 

F-NT2RP1Q00836//Hoao sapiens ONA sequence froa PAC 434014 on chroa 
osoae 1q32. 3.-41. Contains the HSD11B1 gene for Hydroaysteroid (1 
T-beta) Oehydrogenase 1. the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo novel genes. Contains ESTs and CSSs, coaplete sequence. //8.7e- I 
69:842: 96//AL022398 

F-NT2RP1 000846//Huaan chroaosoae 8 BAC clone CIT987SX-2A8 coaplete 
sequence. //3. 3e-l 5: 1 96 : 76//U96629 

F-HT2RP1 00085 1//HCWO sapiens PAC clone 267011 froa 12. coaplete se 
quence. //I . 6e-144:724:96//AC0048l2 

F-NT2RP 1 0008$6//Hoao sapiens tetraspan TN4SF (TSPAN-3) aRNA. coapl 
ete cds.//2. la-121: 591 : 97//AF 054840 

F-NT2RP1 000860//Hoao sapiens KL04P aRNA. coaplete cds. //6. 7e-108:5 
51 : 9S//AF 064094 

F-NT2RP1 000902//Huaan ONA sequence ata SEQUENCING IN PROGRESS aaa 
froa clone 31605. TORKING DRAFT SEQUENCE. //0. 0097: 55: 100//ZB2 199 
F-NT2RP1 00091 5//H. sapiens genoaic DNA fragaent (clone J32A032R).// 
1.3e- 30: 174:97/7294761 
F-NT2RP1000916 

F-NT2RP1 000943//Hy loba tes tar hunti ngt in gene, partial exon.//0.1 
9: 1 03:72//L49362 

F-NT2RP1000944//H$_2179_82_C1 2_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plste=2179 Col=24 Row=F, gen 
oaic survey sequence. //0. 032: 140: 63//AQ065269 

F-NT2RP1000947//Mus ausculus ubiquitin conjugating enzyae (ubc4) a 
RNA. coaplete cds.//3. 7e-53:46l :78//U62483 

F-NT2RP1000954//cSRL-l43C4-u cSRL flow sorted Chroaosoae 11 specif 
ic cosaid Hoao sapiens genoaic clone cSRL-143G4, genoaic survey se 
quence. //0. 030 : 89 : 78//B0 1 9S0 

F-NT2RP10009S8//Caenorhabdi tis elegant cosaid K01C8. coaplete sequ 
ence. //3. 9e- 1 1 : 44S : 6 1 //Z49068 

F-NT2RPI 000959//Hoao sapiens PAC clone 278CI9 froa 12q. coaplete S 
equence. //3. 3e-57: 326:92//AC004263 

F-NT2RP1 000966/THuaan nudeol in gene, coaplete cds. //3. 4e-64: 197:9 
8//M60858 

F-NT2RP1000980//CIT-HSP-23I4B10.TF CIT-HSP Hoao sapiens genoaic cl 
one 2314810. genoaic survey sequence. //0. 32: 1 37:68//AQ017126 
F-NT 2 RP 1 000988/ /Huaan chroaosoae 3p21.1 gene sequence. //8. Oe-72: 66 
5:80//L13435 

F-NT2RP100I01 l//Drosophi la aelanogaster DNA repair protein (aei-4 
1) gene, coaplete cds, and TH1 gene, partial cds. //I . 3e-31 : 497: 65/ 
/U3492S 

F-NT2RP1 001 01 3//HS_3068_B I _B09_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3068 Col=17 Row=0. gen 
oaic survey sequence. //I . Oe-24 : 41 4 : 66//AQ1 27667 
F-NT2RP1 00 1 01 4//HS_3252_B I _B05_NH CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate°3252 Col=9 Row=0. geno 
aic survey sequence. //0. 00052: 83: 8I//AQ30471 1 
F-NT2RP1 001 033//Hoao sapiens chroaosoae 17. clone hRPC. 1073_F_IS. 
coaplete sequence. //1 ,3e-l 34: 241 : 99//AC004686 

F-NT 2 RP 1 00 1 07 3//Hoao sapiens PAC clone 0JH94E14 froa 7p21. coaple 
te sequence. //2.5e-59: 451 :83//AC004993 

F-NT2RPI001079//0ryctolagus cuniculus sarcosine oxidase (SOI) bRN 
A. coaplete cds.//4. 5e-93:476: 96//U82267 

F-NT 2 R P 1 00 1 08 0//Hoao sapiens clone DJ0971C03, TORKING DRAFT SEQUEN 
CE. 18 unordered pieces.//6.6e-54:2l7:89//AC004938 
F-NT2RP1001 1 13 
F-NT2RP1001 173 

F-NT2RP1001 177//Rattus norvegicus histone aacroH2A1.2 aRNA. coaple 
te cds.//8. 1e-26: 373:68//U79139 

F-NT2RP1 00 1 1 85//Hoao sapiens clone NH03I9F03, TORKING DRAFT SEQUEN 
CE, 3 unordered pieces.//3. 5e-32:388:73//AC006039 
F-NT2RP1001 1 99 

F-NT2RP1 001 247//Hoao sapiens signaling aolecule LEFTY-A gene, exon 
1 . f/l. 0e-29: 166: 96//AF08 1 508 

F-NT2RP1001248//Hoao sapiens Chroaosoae 11q23 PAC clone pOJ3S6d6, 
coaplete sequence.//?. 3e-50: 128:99//AC002036 

F-NT2RP10012S3//Hoao sapiens oscillin (hLn) aRNA, coaplete cds.// 
4. 3e-9t : 344: 93//AF0299I 4 



F-NT2RP1 001 2B6//Hoao sapiens chroaosoae I region froa filaain (FL 
N) gene to glucose-6-phosphste dehydrogenase (G6PO) gene, coaplete 
cds' S.//0. 54:292:63//L44140 
F-NT2RP1001 294 
F-NT2RP1001 302 

F-NT2RP1 001 3 1 0//Rabbi t skeletal auscle aRNA for ryanodine recepto 

r. //I . Se-07 : 335 : 64//X1 5750 

F-NT2RP1001 31 1//RPCI 1 1-67014. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-67014. genoaic survey sequence. //0. 26:80 :75//AQ239291 
F-NT2RP100I 313//Hoao sapiens Chroaosoae 11ql2. 2 PAC clone pOJSI9ol 
3 containing huaan gene for ferritin heavy chain (FTH). coaplete s 
equence. //8.8e-75: 304: 98// AC004228 

F-NT2RP1 001 361//B. taurus C I-B14. 5b aRNA for NADH dehydrogenase (ub 
iqu i non e) . //2. 7e-57 : 41 2 : 84//X68647 
F-NT2RP1 001 385 

F-NT2RP1001 395//Nus ausculus C0P9 coapl ex subunit 7a (C0PS7a) aRN 
A. coaplete cds.//l. 4e-72: 535: 83//AF071 316 

F-NT2RP1 001410//Hoao sapiens DNA sequence froa PAC 257120 on chroa 
osoae 22ql3. 1-13. 2. Contains cytochroae P450 pseudogenes CYP2D7P. 
CYP2D8P. CYP2D6(D) , TCF20, NADH ubiquinone oxidoreductase 814 subun 
it. ESTs. CA repeat. STS. GSS.//5. 8e-105:570:94//AL02l878 
F-NT2RPI00I424 
F-NT2RP100I432 

F-NT2RP 100 1449/ /Hoao sapiens clone 24733 aRNA sequence. //I. 7e-84: 4 
22:97//AF0S2l49 

F-NT2RP10014S7//Xenopus laevis notchless (nle) aRNA. coaplete cds. 
//I. 3e-47:471 : 73//AF069737 

F-NT2RP100I466//HS_3006_A2_008_T7 CIT Approved Huaan Genoaic Spera 
Librery D Hoao sapiens genoaic clone Plate=3006 Co 1 =1 6 Row=G. gen 
oaic survey sequence. //0. 56: 289: 60//AQI 54336 

F-NT2RP100I47S//H. sapiens genoaic ONA fragaent (clone NLMAI94R) . // 
0.00011 : 91: 79//Z95375 

F-NT2RP1001482//Nouse oncogene (ect2) aRNA, coaplete cds.//4. 0e-8 
7 : 563 : 85//L1 1316 
F-NT2RP 100 1494 

F-NT2RP1001 S43//Drosoph » la aelanogaster DNA sequence (PI DS0I142 
(DI48)) . coaplete sequence. //I. 9e-27; 387: 67//AC004280 
F-NT2RP l 00 1 546//Hoao sapiens tetraspin TM4SF (TSPAN-3) aRNA. coapl 
ete cds.//8. 0e-63:3l4: 98//AF05484Q 

F-NT2RP1001569//Nus ausculus signal recognition particle receptor 
beta subunit aRNA, coaplete cds.//1 . 2e-68: 514: 81//U1 7343 
F-NT2RP10O1616//Huaan clone 23665 aRNA sequence. //7.6e-40: 496: 74// 
US09I3 

F-NT2RP100I665//CIT-HSP-2059NS.TF CIT-HSP Hoao stpiens genoaic clo 
ne 2059N5, genoaic survey sequence. //2. 4e-45: 305: 88//B6991 2 
F-NT2RP2000001 //Hoao sapiens clone 617 unknown wRNA, coaplete seou 
ence. //I. 5e-135:685: 96//AF091081 

F-NT2RP2000006//HS_3061 _B2_C03_BR CIT Approved Huaan Genoaic Soera 
Library D Hoao sapiens genoaic clone Plate=306t Col=6 Row=F. geno 
aic survey sequence.//! . 9e-17: 394 :67//AQ1 78856 

F-NT2RP2000007//Huaan aRNA for KIAA0392 gene, partial cds.//3.Se-1 
4:241 : 68//AB002390 

F-NT2RP2000008//Huaan DNA sequence «» SEQUENCING IN PROGRESS »»« 
froa clone 257E24, TORKING DRAFT SEQUENCE. //I. 7e- 34: 147: 99//AL0344 

24 

F-NT2RP2000027//Hoao sapiens BAC clone RGI18P1S froa 8q21, coaplet 
e sequence. //I . 4e-32 : 345: 75//AC005066 

F-NT2RP2000Q32//F. rubripes GSS sequence, clone 060E2?aG10. genoaic 
survey sequence. //5. Oe-41 : 445 : 72//Z88655 
F-NT2RP2000040//Hoao sapiens aRNA for K I AA0747 protein, partial cd 

s. //1 . 9e-76 : 383 : 97// ABO 1 8290 

F-NT2RP200004S//Hoao sapiens tuaorous iaaginal discs protein Tid56 
hoao log (TIDI) aRNA. coaplete cds.//2. 4e-95:467: 97//AF061 749 
F-NT2RP2000054//CIT-HSP-2328J24.TF CIT-HSP Hoao sapiens genoaic ct 
one 2328J24, genoaic survey sequence. //3. 3e-39: 236: 91 //AQ043D92 
F-NT2RP2000056//Rat aRNA for protein tyrosine phosphatase epsilon 
C. partial cds.//3. 2e-50:31 1 : 90//D78610 

F-NT2RP2000067//Mus ausculus DOC4 (Doc4) aRNA, cosplete cds.//3. 0 
e-55 : 766 : 66//AF059485 

F-NT2RP2000070//HOBO sapiens chroaosoae 5. BAC clone 34JIS (LBNL H 
169), coaplete sequence. //2. 0e-1 18: 597: 95//AC005754 
F-NT2RP2000076//Hoao sapiens clone NH0263G22, coaplete sequenca.// 

0. 0017: 423 : 60//AC006037 

F-NT2RP2000077//Hoao sapiens growth srrest specific It (GASH) aRN 
A, coaplete cds.//2. le-77:278:97//AF050079 

F-NT2RP2000Q79//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one 40c2. forward read cpg40c2. f t1k.//3. 2e-33: 197-.9S//Z5S440 
F-NT2RP2000088//Ho»o sapiens aRNA for KIAA0795 protein, partial ce 

1. //2. 2e-158 : 752 : 98//AB01 8338 

F-NT2RP200009!//HS_2228_A2_B02_NR CIT Approved Huaan Genoaic Spera 
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Library D Hobo sapians genoaic clone Plate=2228 Col=4 Row=C, geno 
Bic survey sequence. //O. 26: 55: 90// AQ146363 
F-NT2RP2 000097 

F-NT2RP2000098//Hoao sapiens clone DJ109SJ04. VORKING DRAFT SEQUEN 
CE. 2 unordered pieces. //2. Se-05:482:60//AC004961 
F-NT2RP2000 1 08//Hoeo sapiens ONA froa chroaosoae 19. 6AC 33152, co 
aplete sequence. //I. Oe-22: 274: 69//AC003973 

F-NT2RP200Q1 !4//Hoeo sapiens aRNA for CM3 synthase, complete cds./ 
/4. 9e-1 14: 551 : S7//AB01 8356 

F-NT2RP20001 20//H$_3000_BI_E03_NR CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=3000 Col=5 Row=J, geno 
aic survey sequence.//!. 8e-21 : 129: 97// AQ09036S 
F-NT2RP20001 Z6//Hoao sapiens chroaodoaain-hel icase-DNA-bi nding pro 
tein aRNA, coaplete cds. //4. 2e-U 9:607 :96//AF0S41 77 
F-NT2RP20001 33//Hobo sapiens PAC clone DJ044L15 froa Xq23, coaplet 
e s equence. //1 . 3e-07 : 339 : 63//AC004827 

F-NT2RP2Q001 47//Mouse clatbr in-associated protein (AP47) aRNA, coa 
plate cds.//9. Oe-lOl : 638: 8S//M6241 9 

F-NT2RP20001S3//Huaan MIA sequence froa clone 218J18 on chroaosoae 
Xpl 1.3-11.4. Contains tfie NOP (Norrie Disease (Pseudogl ioaa)) gen 
e and a CC1.3 Splicing Factor pseudogene. Contains ESTs, STSs and 
GSSs. coaplete s equence. //0. 45: 377 : 5B//AL034370 
F-NT2RP2Q00 I 57//Hoeo sapiens Chr.14 PAC RPCI4-794B2 (Rosaell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //4. Oe-73: 31 
7 : 87//AC005924 

F-NT2RP200016I//CIT-HSP-2353L5.TF. 1 CIT-HSP Hoao sapiens genoaic c 
lone 2353LS, genoaic survey sequence. //3. Oe-1 4: 123: 90//AQ26343 I 
F-RT2RP2000173 
F-NT2RP20D01 75 

F-NT2RP2000183//F. rubr ipes GSS sequence, clone 16BN02aC2, genoaic 
survey sequence.//). 7e-0S: 15266//AL007295 

F-NT2RP20001 95/ /Huaan DMA sequence froa clone 4514 on chroaosoae 6 
024.1-24.3. Contains two putative unknown genes. ESTs, STSs and GS 
Ss, coaplete sequence. //7. 6e-62: 170: 99// AL023581 
F-NT2RP2000205 

F-NT2RP2000208//Hoao sapiens chroaosoae 19, overlapping cosaids R2 
9828 and F254S6. coaplete sequence. //7. 2e-80: 170: 90//AC003030 
F-NT2RP20€0224//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-1 5 
2E5, coaplete sequence. //5. 5e-64:400:85//AC004382 
F-NT2RP2000232//Huaan DNA sequence froa PAC 196E23 on chroaosoae X 
q26.1-27.2. Contains the TAT-SFI (HIV-1 transcriptional elongation 
factor TAT cofactor TAT-SFI) gene, the BRS3 (Boabesin Receptor su 
btype-3 (Uterine Boabesin Receptor. BRS-3) gene, an unknown gene c 
oding for two isoforas, a predicted CpG island. ESTs and STSs. //2. 
2e-07 : 280 : 66//Z97632 

F-NT2RP2000233//Hus ausculus tuaor aetastasis associated gene prod 
uct (MAG) aRNA. coaplete cds. //8. 8e-30:S08:67//U88401 
F-NT2RP2000239//Hoao sapiens chroaosoae 4 clone B353C18 aap 4q25. 
coaplete sequence. //4. Oe-79: 504: 87//AC004066 
F-NT2RP2000248 

F-NT2RP2000257//Caenorhabdi t i s elegans DNA eaa SEQUENCING IN PROGR 
ESS ♦»» froa clone YIE3, VORKING DRAFT SEQUENCE. //0. 0078: 286: 60//A 
L02I3B8 

F-NT2RP20002S8//CIT-HSP-2349P21 . TF CIT-HSP Hoao sapiens genoaic cl 
one 2349P2I, genoaic survey sequence. //5. 7e-82:4l6:97//AQ0S91B4 
F-NT2RP2000270//Hoao sapiens chroaosoae 19. BAC CIT-6-393ilS (BC30 
1323), coaplete sequence. //4. 5e-29: 310: 73//AC00611 6 
F-NT2RP2000274 

F-NT2RP20002B3//G. gal I us aRNA for LRP/alpha-2-aacroglobul in recept 

or.//6. 3e-?0: 260: 73//X74904 

F-NT2RP2000288 

F-NT2RP2000289 

F-NT2RP2000297//Figure 2. Nucleotide and translated protein sequen 
ces of HPF1 , -2, and -9. //4. 6e-69:744:70//M27877 
F-NT2RP2000298//Streptoayces coeli color cosaid 2E9. //4. 4e~0S:S02:S 
9//AL021 530 

F-NT2RP2000310//VORKING DRAFT SEQUENCE. 6 unordered pieces. //2. 1e- 
13:173: 76//AC006082 

F-NT2 RP2000 32 7//Hoao sapiens DNA sequence froa PAC 434014 on chroa 
osoae 1q32. 3.-41. Contains the HSD11B1 gene for Hydroxys teroid (t 
1-beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo novel genes. Contains ESTs and GSSs, coaplete sequence. //8. 3e-l 
44:731 :9S//AL022398 

F-NT2RP2000328//Huaan DNA sequence froa clone 931K24 on chroaosoae 
20pl2 Contains ESTs and GSSs, coaplete sequence.//!. 9e-102:555:90 
//A1034430 

F-NT2RP20Q0329//Bovine ai tochondr i a I GTP:AMP phosphotransferase aR 
NA. coaplete cds.//6.4e-105:639:67//N25757 

F-NT2RP2000337//HS_2060_BI_E01_*R CIT Approved Huaan Genoaic Spera 



Library D Hoao sapiens genoaic clone Plate=206D Co I = 1 Row=J, geno 
aic survey sequence. //0. 78: 2I8:60//AQ243333 

F-NT2RP2000346//Hoao sapiens apoptosis associated protein (GAD034) 
aRNA. coaplete cds.//3.6e-129:627:97//U83981 
F-NT2RP2000369//HS_2I82J)1_B1 1_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapient genoaic clone Plate=2182 Col=21 Row=D. gen 
oaic survey sequence. //2. Se-87: 421 :99//AQ024835 
F-NT2RP200041 2//Huaan DNA sequence froa PAC 12409 on chroaosoae 6q 
21. Contains ONAJ2 (HO J I ) like pseudogene, ESTs, STSs end CSSs.// 
0. 72: 1 70:6S//AL021 327 

F-NT2RP200041 4//Hoao sapiens HnRNP F protein aRNA, coaplete cds.// 
5. Oe-66: 375: 93//L28D10 

F-NT2RP2 00042 0//Ho«o sapiens full length insert cDNA YQ86E07. //9. 2 
e-77 : 423 : 93//AF075093 

F-NT2RP2000422//Hoao sapiens N-acety Iglucosaaine-phosphate autase 
aRNA, coaplete cds.//2. 1 e- 126: 609 :96//AFI 02265 
F-NT2RP2000438/ /C I TB I -E 1 -2 51 901 9. TR CITBI-E1 Hoao sapiens genoaic 
clone 2519019. genoaic survey sequence. //0. 96:61 : 7B//AQ276I78 
F-NT2RP2000448//Hoao sapiens PAC clone DJ074Q002 froa 7p14-p1S, co 
aplete sequence. //7. 1 «-17 : 341 : S7//AC004691 

F-NT2RP2000459//H. sapiens aRNA for taogen 38. //5. 7e-2l : IS8:87//268 
747 

F-NT2RP200049B//Huaan DNA sequence froa PAC 435C23 on chroaosoae 
X. Contains ESTs. //3. 2e-M : 160: 73//Z92844 

F-NT2RP2000S03//Hoao sapiens PAC clone DJ1136G13 froa 7q35-q36. co 
aplete sequence. //Q. 0031 : ! 87:66//ACD0S229 

F-NT2RP20005!0//Fugu rubripes GSS sequence, clone 066G04aC1, genoa 
ic survey sequence. //8. 8e-07: 179: 64//AL026277 

F-NT2RP2000516//Nus ausculus t complex testis-specific protein (T: 
tex2) gene, wild type, promoter sequence. //0. 19:72: 81//U21 671 
F-NT2RP2000523//Huaan DNA sequence e*» SEQUENCING IN PROGRESS 
froa clone I50CZ. VORKING DRAFT SEQUENCE. //S. Oe-1 1 5: 570 :96//AL0223 
18 

F-NT2RP2000603//Hoao sapiens aRNA for MCM3 import factor, coaplete 
cds. //a. 4e-37 196: 98//AB005543 

F-NT2RP200061 7//Hoao sapiens chroaosoae 19, cosaid 827377. coaplet 
e sequence. //0. 81: 354: 60//ACOO5321 

F-NT2RP2000634//Hoao sapiens aRNA for KIAA0614 protein, partial cd 
S.//1. 3e-149:73Z: 97//AB014514 

F-NT2RP2000644//HS_3211_A1_F06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sepiens genoaic clone Plate=3211 Col - 1 1 Row=K, gen 
oaic survey sequence. //3. 6e-42: 282: 86//AQ1 75486 
F-NT2RP2000656 

F-NT2RP20006S8//CITBI -EI-2518N15. TF CITBI-E1 Hoao sapiens genoaic 
clone 2 SI BN 1 5, genoaic survey sequence. //0. 57: 141 :66//AQ278386 
F-NT2RP2 000668 

F-NT2RP2000678//Hoeo sapiens c lone DJ0891L14. VORKING ORAFT SEQUEN 
CE. 12 unordered pieces. //4. 3e-22:433: 62//AC004916 
F-NT2RP2Q00704/ /Hoao sapiens Xp22-175-I76 BAC CSHB-484QI7 (Genoae 
Systeas Huaan BAC Library) coaplete sequence. //2. 7e-22: 270: 7S//AC0 
05913 

F-NT2RPZ000710//Drosophi la ae lanogaster ; Chroeosoee 2L: Region 36B 
I-36B3 : PI clone DS02S28. VORKING DRAFT SEQUENCE. 8 unordered piec 
es. //1 . 4e-32 : 574 : 64//AC0051 22 

F-NT2RP200071 S//Hobo sapiens PAC clone DJI066K24 Iron 7plS, coeple 
te sequence. //4. 8e- 11 3:546 : 98//AC004S40 

F -NT 2RP 20007 3 l //Hoao sepiens c lone DJI 106H14. VORKING DRAFT SEQUEN 
CE. 42 unordered pi eces.//0. 97: 1 1 5: 70//ACQ04965 
F-NT2RP2000758//Huaan LIN-kinasel and alternatively spliced LIM-ki 
nasel (LIKK1) gene, coaplete cds. //9. 7e-16: 162: 77//U62293 
F-NT2RP2000764//HS_2254_B2_007_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sepiens genoaic clone Plate=2254 CoM4 Ro*=H, gen 
oaic survey sequence. //0. 07 1:45: 95//AQ068887 
F-NT2RP2000809 

F-NT2RPZ00081 2//Egern i e stokesii clone EST3 aicrosatelli te.//0. 04 

0:158: 64//AF069698 

F-NT2RP2000814 

F-NT2RP2000816 

F-NT2RP2000819 

F-NT2RP2 00084 1 //Huaan aRNA for KIAA0294 gene, coaplete cds. //I. 1a- 
26:390: 7Q//AB002292 

F-NT2RP2000842//H. sapiens aRNA for G protein-coupled receptor Edg- 

2. //I. 2e-44: 255: 93//Y09479 

F-NT2RP2000845 

F-NT2RP2000863//Huean partial cDNA sequence, clone x874:.//5. 9e-2 
9:173: 94//247045 

F-NT2RP2000880//Hoeo sepiens aRNA for KIAA074I protein, coaplete c 

d s. //2. 4e- 1 40 : 732 : 94//AB0 1 8284 

F-NT2RP2000892 

F-NT2RP200093l//Hoao sapiens aRNA for K1AA0723 protein, coaplete c 
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ds. //3. 4e-1 29: 610 :98//AB0 18266 

F-NT2RP2Q00932//Hoao sapiens BAC clone GS166A23 froe 7p21. coapl ct 
a sequence. //1 . 8e-37: 21 2 : 84//AC00501 4 

F-NT2RP200093S//Huaan DMA sequence froe coseid RJ14 froe a contig 
froe (tie tip of the short are of chroeosoee 16, spanning 21b of 16 
pi 3. 3. Contains ESTs and CpG island.//1. 6e-126:682:93//Z69890 
F-NT2RP2000943//Hoao sapiens aRNA for KIAA07S5 protein, coeplete c 
d s. //5. So- 112: 533: 98//AB0 1 8298 
F-NT2RP200096S 

F-NT2RP200097Q//Hoao sapiens ONA sequence froe BAC 747E2 on chroeo 
soee 22q12.1. Contains ESTs, STSs and CSSs and genoeic Barker D22S 
56, coapiete sequence. //9.2e- 1 01 :5D5:96//AL021393 
F-NT2RP20Q0985//Hoao sapiens chroeosoBe 17, clone hRPK. S97JI_12, c 
obp I ete sequence. //1. 6e-72 : 498 : 82//AC005277 

F-NT2RP2000987//HuBan Chroaosoee 16 BAC clone Cl T987SK-A-21 IC6, co 
■plate sequenc e.//7. 4e-l2: 171 : 77//AC002 394 

F-NT2RP2001036//Hobo sapiens chroaosoae 17. clone HRPC1096FI. coap 
I ete sequence. //1 . 2e-37 : 390 : 76//AC0041 $7 

F-NT2RP2001044//HS_2253_B1_G0I JF CIT Approved Huaan Genoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate=2253 Co 1=1 Row=N. geno 
aic survey sequence. //0. 21 :276:61//AQ069224 

F-KT2RP2Q01056//H<*o sapiens aRNA. chroaosoae 1 specific transcrip 

t KIAA0488.//3. 2 e- 144: 696 : 97//AB007957 

F-8T2RP2001065 

F-NT2RP200 1 070//Ra t tus norvegicus pyridoxine 5* -phosphate oxidase 
aRNA, cobp late cds. //4. 3e-104: 775: 81//U91 561 

F-8T2RP200108I//Ra t tus norvegicus synaptotsgsin XI aRNA, coapiete 
cds.//3.7e-69:488:82//AF000423 

F-NT2RP2001094//Huaan DMA sequence froa PAC 41 OB1 1 on chroaosoae X 
contains STS.//7.4e-l1 :490:61//Z86063 
F-NT2RP2001 1 I9//Huaan ONA sequence *«* SEQUENCING IN PROGRESS *•* 
froa clone 745C22, VORKINC ORAFT SEQUENCE. //5. I e-30: 316: 76//AL031 5 

96 

F-NT2RP2001127//Huaan aRNA for KIAA0234 gene, coapiete cds.//1.1e- 
31:S19:63//0B7072 

F-NT2RP2001 1 37//HS_21 93_B2_OJ 2_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hobo sapiens genoaic done Plate=2l93 Co I =24 Row=H. gen 
oaic survey sequence. //1. 8e-1 1 : 1 36: 78//AQ032187 
F-NT2RP2001 149//Hoao sapiens Chroeosoae 22ol1.2 Cosaid Clone 2h In 
DGCR Region, coapiete sequence. //*. 2e-29: 247: 78//AC000076 
F-NT2RP2001 1687/Huaan DNA sequence froa clone 431P23 on chroaosoae 
6q27. Contains the first coding exon of the NLLT4 gene for ayetoi 
d/lyaphoid or aixed-l ineage leukeaia (trithorax (Drosophila) hoaol 
og) : translocated to, 4 (AF-6. Afadin, NLLT-4, ALL-1 fusion partne 
r), and a Serine Palaitoyltransferase 2 (EC 2.3.1.50, Long Chain B 
ase Biosynthesis protein 2. LC8-2. SPT-2) pseudogene. Contains EST 
s. STss, CSSs, and a putative CpG island, coapiete sequence. //0. 2 
3:207 :66//AL009l78 

F-NT2RP2001173//Hoao sapiens aRNA for KIAAO480 protein, coapiete c 
ds. //2. 3e- 1 1 2 : 567 : 96//AB007949 

F-NT2RP2001 1 74//RPCI 1 1 -58L2. TK RPC I II Hoao sapiens genoaic clone 
R-58L2. genoaic survey sequence.//7. 6e-07: 196 :64//AQ237306 
F-NT2RP2001 1 96 
F-NT2RP200I 218 

F-NT2RP200 1 226/ /Hoao sapiens LERK-6 (EPLG6) gene, exon 1.//1. 1e-0 
9: 320: 6S//U92893 

F-NT2RP200I233//Huaan ZFP-36 aRNA for a zinc finger protein. //6. 1 
e-71 : 681 : 7 2//X5 1 760 

F-NT2RP2001245//HS_3062_B1_F07_IIR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3062 Co 1 = 1 3 Row=L, gen 
oaic survey sequence. //I. 5e-05:268:63//AQI43l77 
F-NT2RP200 I 268//Hoao sapiens aRNA for KIAA08I0 protein, partial cd 
s . //2. 5e-1 06 : 51 4 : 97//AB01 8353 

F-NT2RP2001 277//Plasaodiua falciparua chroaosoae 2, section 67 of 
73 of the coapiete sequence. //0. 32: 183: 64//AEO0 1430 
F-NT2RP2001 290/ /N. ausculus aRNA for 147 clone.//8.6e-102:641 : 86//X 
61455 

F-NT2RP2001 295//Caenorhabdi tis elegsns DNA *** SEQUENCING IN PROGR 
ESS ms froa clone Y105E8, NORKING ORAFT SEQUENCE. //0. 20: 171 : 63//A 
L022S94 

F-NT2RP20013!2//Bovine synaptophysin aRNA. coapiete cds. //0. 98: 25 
3:587/122967 

F-NT2RP200I327//Huasn B12 protein aRNA, coapiete cds. //5. 8e-29: 35 
9: 71//M80783 

F-NT2RP2001328//CIT-HSP-2335AS. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2335AS, genoaic survey sequence.//!. 3e-65: 366: 94//AQ038S39 
F-NT2RP2001 347//Hoao sapiens coapiete genoaic sequence between 016 
S3070 end 016S3275, containing Faailial Medi ter rsnean Fever gene d 
isease. //3. 8e-31 : 325: 77//AJ0031 47 

F-NT2RP2001366//H. sapiens CpG island DNA genoaic Nset fragaent, cl 
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one 4el 1. forward read cpg4e1 1. f1a.//1. 7e-12:98:92//ZS130S 
F-NT2RP200137 8//HS_3 054_B2_A0 3_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=30S4 Col=6 Row=B. geno 
aic survey sequence. //9. 8a-17: 131 :89//AQt0072l 
F-NT2RP2001 38I//Arab idops i s thalisna BAC T2LS.//0. 080: 434: 59//AF09 
6371 

F-NT2RP2001 392//S. pr istinaespiral is snbC gene t snbOE gene. //0. 01 
9:267:59//TI 1548 

F-NT2RPZ001 394//Huasn DNA sequence froa PAC 389A20 on chroaosoae X 
contains ESTs STS. CpG islands and polyaorphic CA repeat. //I. 9e-l 
6: 1 33 : 78//Z93242 

F-NT2RP200I 397//Bos taurus eyclin B2 (CTC82) aRNA. coapiete cds.// 
1 . 3e-63 : 4 1 9 : 84// AF0802 1 9 

F-NT2RP2001420//Nus ausculus nuclear protein NIP45 aRNA, coapiete 
cds . //3 . 1 e-98 : 747 : 79//U767 59 

F-NT2RP200I423//Xenopu$ Isevrs ER1 aRNA, coapiete cds. // 3. 7e-34 : 26 
9:8S//AF0I5454 

F-NT2RP2001427//Hoao sapiens Chroaosoae 2pl3 BAC Clone hi 73. coapl 
ete sequence. //3. 2e-l3: 164: 78//AC00306S 

F-NT2RP2001436//Nus ausculus clone 0ST1784, genoaic survey sequenc 
e.//3. 0e-06: 136: 71//AF046702 

F-NT2RP2001440//cDNA sequence coding for gaaaa protein. //7. 9e-83: S 
S3: 86//E023S0 

F-NT2RP200I44S//P. falciparua coapiete gene aap of piastid-like DNA 
(I R-A) . //I . Se-09 : 829: 57//X9S275 

F-NT2RP2001449//B. taurus aRNA for cleavage and polyadenylation spe 

c if ici ty f ac tor . //1 . 3e- 1 36 : 766 : 90//X7593 1 

F-NT2RP200I450 

F-NT2RP200I467 

F-NT2RP2001 506//CIT-HSP-2374H21 . TF CIT-HSP Hoao sapiens genoaic cl 
one 2374H2I, genoaic survey sequence. //7. 9e-14: 151 : 60//AQ109S6I 
F-NT2RP20OI51t//Oryctolagus cuniculus translation initiation facto 
r e IF2C aRNA. coapiete cds. //2. 6e-22 .462:64// AF0QS35S 
F-NT2RP200I 520//Hoao sapiens aRNA for ai tochondr ial carrier protei 
n ARALAR1 . //2. Oe-1 36 : 657 : 97//Y1 4494 

F-NT2RP200I 526//Howo sapiens chroaosoae 17, clone hCIT. 1 75_E_S, co 
aplete sequence. //I. 2e-37: 357: 64//AC004596 

F-NT2RP2001 536//Ho«o sapiens X-ray repair cross-coapleaent i ng prot 
ein 3 (XRCC3) aRNA. coapiete cds.//l. 6e-l03: 384-.94//AF035S86 
F-NT2RP2001 560 

F-NT2RP200I 569//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K IAA0488. //4. 4e- 1 23 : 590: 98//AB0079S7 

F-NT2RP2001 576//Schi stocerca aaericsns Antennapedia hoaeotic prote 
in (Antp) aRNA. coapiete cds. //0. 038: S80:S8//U32943 
F-NT2RP2001 SS1//Nus ausculus seaaphorin Vis aRNA, coapiete cds.// 
6. 5e-09 : 222 : 66//AF030430 

F-NT2RP2001 S97//Hoao sapiens alphs2-C4-adrenergic receptor gene, c 
oaplete cds. //0. 0057: 361 :60//U72648 

F-NT2RP2001 601 //Hoao sapiens aRNA for KJAA0797 protein, partial cd 
s. //7. 2e- 1 37 : 647 : 98//AB01 8340 
F-NT2RP2001613 » 

F-NT2RP2001 6 28//H. sapiens (ss!28) aRNA. 380bp. //I. 7e-1 5: 279: 68//Z3 

6784 

F-NT2RP200I634//Hoao sapiens alpha-catenin-l ike protein (CTNNALI) 
aRNA. coapiete cds.//5.4e-123:606:96//AF030233 
F-NT2RP200I660//Hoao sapiens putative 13 S Golgi transport coaplex 
90k0 subunit brain-specific isofora aRNA, coapiete cds. //4. 2e-l4 
4:687: 97//AF0S87 18 

F-NT2RPZ001663//H. sapiens aRNA for 2-phosphopyruvate-hydritise-alp 
ha-eno I ase. //I . Oe-36 : 372 : 74//X84907 

F-NT2RPZ00167S//S. poabe chroswsoae I cosaid c2G1 1 . //0. 070: 507: 59// 
Z 54354 

F-NT2RP200I 677//Mouse BAC CitbCJZ 219a7. genoaic sequence, coaplet 
e sequence. //2. 0e-60: 232 : 96//AC005259 

F-NT2RP2001678//HS_2007_A2_A04_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2007 Col=8 Row=A, geno 
aic survey sequence.//7. 3e-62: 370:9I//AQ269699 
F-NT2RP2001699//RPCI U-57BI7. TK RPCII1 Hoao sapiens genoaic clone 
R-57B17. genoaic survey sequence. //0. 99: 141 :63//AQ1 1 5S92 
F-NT2RP2001 720//Hoao sapiens PAC clone DJ0167F23 froa 7p15. coapl e 
te sequence. //9. 4e-t 17 : 604 : 95//AC004079 

F-NT2RP200 1721 //Hoao sapiens DNA sequence froa clone 46618 on chro 
•as one Xqlf. 1-13.2. Contains an unknown gene siailar to Coagulitio 
n Factor V (Activated Protein C Cofsctor), Coagulation Factor Vltt 
(Procoigulant Coaponent) and Cerulopl ssain (EC 1.16.3.1, Ferroxid 
sse). Conttins ESTs and an STS, coapiete sequence. //I. 0: 273: 61//AL 
030998 

F-NT2RP20O1 740//Hoao sapiens Chroaosoae 22q 11.2 Cosaid Clone 8c In 
DGCR Region, coapiete sequence.//) . 0:356: 62//AC000090 
F-NT2RP2001 748//Huaan aRNA for KIAA0003 gene, coapiete cds.//3.7e- 
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18: 1SI :86//DI4697 

F-NT2RP2001 762//Hoao sapiens chroaosoae I. BAC CIT-HSP-292g8 (BC26 
2482). complete sequence. //6.0e-145: 71 5: 97//AC004783 
F-NT2RP2001 81 3//P I asaod i ue falciparua chroaosoae 2, section IS of 
73 of the complete sequence. //O. 38: 340: 6O//AE00 1 378 
F-NT2RP2001839//HS_300Q_BI_C07_VR CIT Approved Huaan Cenoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate»3000 Co 1=13 Row=F, gen 
oaic survey sequence. //0. 026: 253: SO// AQ090347 
F-NT2RP2001 861 //Hobo sapiens nRNA for paraplegin.//0. 89: 148:71 //Y1 
6610 

F-NT2RP2001869//Hoao sapiens ZNF202 beta (ZNF202) aRNA. coapleta c 
dS.//0. 040: 174.62//AF027219 

F-NT2RP2001876//Cypr inus carpio aRNA for allograft inflaaaatory fa 
ctor-1. coaplete cds.//2. 8e-44:483: 71//ABOI2309 
F-NT2RP2001B83//Huaan DNA sequence froa clone S12B18 on chroaosoae 
Iq24-2S. 3 Contains exon froa gene siailar to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (DYNII). ESTi, STS. GSS, CpG I si 
and. coaplete sequence. //1. 8e-87: 496 : 92//AL031 864 
F-NT2RP2Q01898//Huaan inositol polyphosphate 5-phosphatase (Sptas 
e) aRNA. 3' end. //9. 2e-1 1 2:633: 90//N741 61 

F-NT2RP2001900//Caenorhabdi tis elegans DNA *** SEQUENCING IN PROGR 
ESS *** froa clone ROSAS. WORKING DRAFT SEQUENCE. //0. 0026: 360: 62// 
Z82261 

F-NT2RP2001907//H, sapiens CpG island DNA genoaic Msel fragaent, cl 
one 97fll, forward read cpg97f 1 1. f t1a.//4. 2e-26:20S:84//Z64I2S 
F-NT2RP2001 926//PI asaod i ua falciparua 3D7 chroaosoae 12 PFYACS9 ge 
noaic sequence. VORKING ORAFT SEQUENCE. 4 unordered pieces. //5. $e- 
06:621: 59//AC004688 

F-NT2RP200l936//cSRl-47D9-u cSRL flow sorted Chroaosoae 11 specif i 
c cosaid Hoao sapiens genoaic clone cSRL-4709, genoaic survey sequ 
ence.//3: le-50:282:93//B04856 

F-NT2RP2001943//Drosophi la aelanogaster cosaid 25E8. //0. 00036: 248: 
60//AL009196 

F-NT2RP2001 946/ /Hoao sapiens clone NH014QK04, coaplete sequence.// 

3. 8e-78: 232 : 99//AC00S033 

F-NT2RP2001 947/ /Hoao sapiens full length insert cONA clone ZD8IB0 

4. //2. Oe-28: 1 72: 94//AF086442 

F-NT2RP2001969//H. sapiens CpG island IMA genoaic Nsel fragaent. cl 
one 152a8, reverse read cpgl52a8. rtla.//l. 0e-20: 123: 99//Z 59378 
F-NT2RP2001 978 

F-NT2RP2001 985//Hoeo sapiens aRNA for KIAA054S protein, partial cd 
s . //0. 002 3 : 235 : S2//A80 1 1 1 1 7 

F-NT2RP200199I//Rat orphan transporter v7-3 <NTT73) aRNA, coaplete 
cds.//3. le-35: 180.80//L22022 

F-NT2RP2002025//Hoao sapiens aRNA for KIAA0756 protein, partial cd 

5. //9. 8e-61 : 314: 97//AB01 8299 

F-NT2RP2002032//Hoao sapiens chroaosoae 5. Bac clone Sa9 (LBNL H22 
0). coaplete sequence. //0. 76: 189:6 5//AC005895 

F-NT2RP2002033//Hoao sapiens clone DJ0292L20. VORKING ORAFT SEQUEN 
CE. 2 unordered pi eces. //2. 9e-12: 160: 79//AC004825 
F-NT2RP2002041 //Huaan BAC clone RG035E18 froa 7q3l. coaplete seque 
nce.//0. 0014: 123:73//AC004029 

F-NT2RP2002046/ /Hoao sapiens Xp22 BAC GSHB-1S4P14 (Genoae Systeas 
Huaan BAC library) coaplete sequence. //2. 2e-86: 722: 77// AC004S52 
F-NT2RP2002047//Huaan DNA sequence froa clone 21F7 on chroaosoae 6 
q16. 1-21. Contains part of an exon of a putative new gene and STSs 
and GSSs, coaplete sequence.//0. 13: 350:61// A103337S 
F-NT2RP2002058//S. cerevisiae chroaosoae XII reading fraae 0RF YLRI 
29w. //9. 7 e- 1 1 : 480 : 60//Z 7 3 30 1 

F-NT2RP2002066//Rattus norvegicus transeeabrane receptor Unc5H2 aR 
NA. coaplete cds.//6. Se-97:610:86//U87306 

F-NT2RP2002070//beta -ADO=adducin beta subunit 63 kda isofora/aeab 
rane skeleton protein, beta -ADO=adducin beta subunit 63 kda isofo 
ra/aeabrane skeleton protein (alternatively spliced, exon 10 to 13 
region) [huaan. Genoaic. 1851 nt. segaent 3 of 3). //0. 0059: 107:73 
//S81083 

F-NT2RP200207 6/ /Hoao sapiens clone 24804 aRNA sequence.//!. Oe- 1 27: 
643: 96//AF0S2I83 

F-NT2RP200Z078//F12016-T7. 1 ICF Arabidopsis tha liana genoaic clone 
FI 201 6, genoaic survey sequence. //0. 14:191 : 64//AQ249805 
F-NT2RP2002079/ /Hoao sapiens clone DJ0892GI9, coaplete sequence.// 
0. 0094 : 325: 60//AC0D491 7 

F-NT2RP2002099//Hoao sapiens aRNA for ElB-5SkDa-associated protei 
n. //9. 8e-1 1 1 : 533 : 97//AJ007509 

F-NT2RP2002 1 05//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one 10h8, forward read cpglOhS. f t1a.//2.4a-Z9: 178:94//ZS88S7 
F-NT2RP2002124//CIT-HSP-2023E9.TF CIT-HSP Hoao sapiens genoaic do 
ne 2023E9, genoaic survey sequence. //2. Se-32: 202: 92//B64468 
F-NT2RP20021 37//Huaan plasaa aeabrane calciua ATPase (hPMCA4) aRN 
A. coaplete cds.//0. 095: 319: 59//N2S874 
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F-NT2RP20021 54//llus ausculus aRNA for ayosin. coaplete cds. //I. 0:2 
58: 63//D85923 

F-NT2RP20021 72//H$_302QJ)l_H02_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3Q20 Col=3 Row=P. geno 
aic survey sequence.//1.2e-1l:l24:82//AQ093169 
F-NT2RP2002185//RPCI 1 1 -67BI 5. TJ RPCII1 Hoao sapiens genoaic clone 
R-67B15. genoaic survey sequence. //2. 8e-!8: 109: 100//AQ201833 
F-NT2RP2002! 92//Huaan P»-Sd-7S autoantigen (PN-scI) aRNA. coaplet 
e cds. //2.7e-36: 363 : 78//U092I 5 

F-NT2RP20021 93//Rat tus norvegicus potassiua channel regulatory pro 
tein KChAP aRNA. coaplete cds.//9. 5e-82:477: 89//AF032872 
F-NT2RPZ002208 

F-NT2RP2Q0221 9//PI asaod iua falciparua DNA »»* SEQUENCING IN PROGRE 
SS **» froa MAL4PI. VORKING DRAFT SEQUENCE. //I . 0: 378: 58//AL034S57 
F-NT2RP2O0223I//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. VORKING DRAFT SEQUENCE. S unordered pieces. //D. 6 
0 : 560 : 56//AC005308 

F-NT2RP2002235//P. falciparua glutaarc acid-rich protein gnen. coup 
lete cds.//0. 59: 341: 60//J 03998 

F-NT2RP2002Z52//llus ausculus «Sin3A (sin3A) aRNA. coaplete cds.// 
3. 5e-81 : 398: 87//U22394 

F-NT2RP2002256//Hoao sapiens retinoic acid hydroxylase aRNA. coapl 
e t e cd s . //6 . 6e-SO : 3 1 5 : 8 9//AF0054 1 8 

F-NT2RP20022S9//Huaan DNA sequence »* SEQUENCING IN PROGRESS *** 
froa clone I18J21. VORKING ORAFT SEQUENCE. //9. 7e-67: 340: 89//AL033S 
27 

F-NT2RP2002270//RPCI 1 1-77CZ3. TV RPC 1 1 1 Hoao sapiens genoaic clone 
R-77C23. genoaic survey sequence.//2. 9e-1 8: 79: 93//AQ268098 
F-NT2RP2002292//Huaan DNA sequence »»» SEQUENCING IN PROGRESS «* 
froa clone 321D2, VORKING DRAFT SEQUENCE.//!. 0: 290: 60//AL03 103 3 
F-NT2RP2002312//Hoao sapiens COP-di acyl glycerol synthase 2 (C0S2) 
aRNA. partial cds. //I. 5e-93:467: 96//AF069532 

F-NT2RP20023I6//HS_217I_B2_D1 1 JVR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plata-2171 Co I =22 Row=H. gen 
oaic survey sequence. //7. 3e-94: 463: 97//AQ1 19673 
F-NT2RP2002325//Hoao sapiens aRNA for Pea 11 p. coaplete cds.//3.9e- 
123: 640: 95//AB01 5S94 
F-NT2RP2002333 

F-NT2RP2002373//F.-rubr ipes CSS sequence, clone 026F10aB8. genoaic 
survey sequence. //O. 46: 234; 61//Z87330 

F-NT2RP2002385/ /Hoao sapiens synaptic glycoprotein SC2 spliced var 
i ant aRNA, coaplete cds.//9.4e-138:673:97//AF038958 
F-NT2RP2002394//P. falciparua coaplete gene aao of plast id-1 ike DNA 
( I R-A) . //0. 79:421: 56//X95275 

F-NT2RP2002408//F. rubr ipes GSS sequence, clone 080GllaA8, genoaic 
survey sequence. //S. 7e-IS: 220: 71//AL0IS615 

F-NT2RP2002426/ /Sus scr 0 f a SCAVPI gene, exon 9.//7. le-71 : 582:80//A 
J 223742 

F-NT2RP2002439//Caenorhabditis elegans cosaid T07D3.//0. 0018: 210:6 
7//AF0 16682 

F-NT2RP2002442//Caenorhabdi t i s elegans cosaid T03FI.//2.8e-18:29S: 
67//U88169 

F-NT2RP2002457//Hoao sapiens Chroaosoae 16 BAC clone Cl T987SK-44M 
2. coaplete sequence. //!. 9e-06: 281 : 66//AC00438! 

F-NT2RP2002464/ /Huaan nRNA for KIAA0086 gene, coaplete cds. //0. 03 

9: 207 : 63//D4204S 

F-NT2RP2O0247S 

F-NTZRP2002479//Hoao sapiens aRNA for ABC transporter 7 protein, c 
oaplete cds. //2. 4e-1 23 607: 96//AB005289 

F-NT2RP2002498//Arabidopsis thaliana BAC F3D13. //0. 73: 395: 57//AF06 
9300 

F-NT2RP2002503//Hoao sapiens, clone hRPK. 15_A_1. coaplete sequenc 
e . //7 . 2e- 1 8 : 1 34 ; 90//AC006 2 1 3 

F-NT2RP2002504//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 

ds. //I . 2e-l 57 : 761 : 97//AB01 8334 

F-NT2RP2002520 

F-NT2RP2002537 

F-NT2RP2002546//Hoao sapiens Chroaosoae I!ql2 pac pOJ741n!5. V0RK I 
NG DRAFT SEQUENCE, 7 unordered pieces. //0. 83 : 252 :60//AC0041 27 
F-NT2RPZ002549//Huaan Chroaosoae 15q26. 1 PAC done pOJ457j1l conta 
ining DNA polyaerase gaaaa (polg) gene, coaplete sequence. //S. 9e-9 
3:186: 99//AC0053 1 7 

F-NT2RP2002S91 //Huaan DNA sequence ttt SEQUENCING IN PROGRESS *** 
froa clone 54B20. VORKING DRAFT SEQUENCE. //4. 0e-38 : 175: 78//Z98304 
F-NT2RP2002595//Sequence 2 froa patent US 5763220. //I . Se-B4: 430: 95 
//AR01215S 

F-NT2RP2002606//Rattus norvegicus RabinJ aRNA, coaplete cds. //I. 9 
e-43: 282 :87//UI 9)81 

F-NT2RP2002609//Mus ausculus defender against death 1 (DADD gene, 
partial cds. //I . Se-1 1 : 99 : 90//AF051 310 
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F-NT2RP2002618//H. sapiens mRNA for arginine methyl transferase, spl 

ice variant, 1318 bp. //S.6e-27: 460 : 63//Y 10806 

FHHT2RP20O2621 

F-NT2RP2002643//Rat calmodulin HI gene for calmodulin, promoter r 
eg ion and exon 1 .//0. 023:322:60//D903S7 

F-NT2RP2002672//Hoao sapiens chromosome 10 clone CIT-HSP-I326H7 aa 
p 10 q24. 3-10q 25. 1, complete sequence. //3. 9e- 149: 794: 94//AC005384 
F-NT2RP200270 1 //Human DMA sequence see SEQUENCING IN PROGRESS ee* 
from clone 50024, VORKING DRAFT SEQUENCE. //9. 2e-t0: 1 29 : 75//AL03438 
0 

F-NT2RP2002706//S. gr i sous secA gene. //I. 3e-05: 311: 63//Y1 0980 
F-NT2RP200271 0//Homo sapiens aRNA for K1AA0672 protein, complete c 
ds.//2. 5e-40:631 :65//AB0l4572 

F-NT2RP2002727//Rat tus norvegicus tulip 2 aRNA, complete cds.//4.9 
e-65 : 600 : 73//AF04 1 1 07 

F-NT2RP2002736//S. pombe chromosome 11 cosmid c887.//0. !7:352:58//A 
L033388 

F-NT2RP2002740//Abs i di a giauca ORF. 3' end: (♦) mating type surfac 
e protein (PSSP1S) gene, complete cds: ORF. 5' end. //0. 0073 : 274:66 
//N9486I 

F-NT2RP2002741//Homo sapiens aRNA for Neuroblastoma, complete cds. 
//7. 5e-29:628:62//0890l6 

F-NT2RP2002750//Komo sapiens Xp22 Bins 35-37 BAC GSW-214018 (Geno 
me Systems Human BAC Library) complete sequence. //3. 6e-31 : 568:67// 
AC005296 

F-NT2RP20027S2//Huaan BAC clone RG317M02 from 7p15-p21. complete s 
equence. //1 . 7e-08: 206: 63//AC002433 

F-NT2RP20027S3//Human ONA sequence from cosmid BHB7 on chromosome 
22 contains ESTs.//2. 8e-71 : 19S:89//Z8217t 
F-NT2RP20O2769//S treptoayces fradiae tylactone synthase, starter m 
odule and modules 1-7, (tylC) gene, complete cds. //0. 0016:412:60// 
U78289 

F-NT2RP20O2778//CI T-HSP-20S9CS. TF CIT-HSP Homo sapiens genomic clo 
ne 2059C5. genomic survey sequence. //6. 8e-1 8: 1 86 :79//B69837 
F-NT2RP2002800 

F-NT2RP2002839//Homo sapiens Chromosome 11ql2. 2 PAC clone pOJ688p! 
2 contsining uteroglobin gene. VORKING DRAFT SEQUENCE. II unordere 
d pieces.//!. 2e-41: 134: 94//AC006078 

F-NT2RP2002857//Rat T-cell receptor active beta-chain V-region (V- 
beta6-J-beta2. 5) aRNA. partial cds. clone TRB-4. //0. 85:93: 68//N1 88 
45 

F-NT2RP2002862//HS_3084JU_H03_NF CIT Approved Human Genomic Sperm 
Library D Homo sapiens genomic clone Plate=30B4 Co 1=5 Ro«=0, geno 
aic survey sequence. //S.0e-67: 390: 91//AQ1 86344 
F-NT2RP2Q02880 

F-NT2RP20O2891//CIT-HSP-23IOOI4.TF CIT-HSP Homo sapiens genomic cl 
one 2310014. genomic survey sequence. //0. 1 1 :53:90//AQ019792 
F-NT2RP2002925//Pig aRNA for carbonyl reductase, complete cds.//0. 
66: 1 94: 65//016S1 1 

F-NT2RP2002928//Hoao sapiens pre-mRNA splicing factor (PRP17) mRN 
A. complete cds. //2. 3e-l 35: 628: 99//AF038392 

F-NT2RP2002929//F. rubr ipes GSS sequence, clone 123l23aAI. genomic 

survey sequence. //3. 9e-06: 66: 83//AL01 7246 

F-NT2RP2002939 

F-NT2RP2002954 

F-NT2RP2 00295 9//Nus mu sc ulus ubiquitin conjugating enzyme (ubc4) a 
RNA. complete cds. //1. 3e-47:41 1 :79//U62483 

F-NT2RP2002979//C1 T-HSP-2340012. TF CIT-HSP Homo sapiens genomic cl 
one 2340D12. genomic survey sequence. //4. 6e-96: 476: 97//AQ057233 
F-NT2RP2002980//Sequence 20 from Patent EP0705842. //4. Oe-l 3: 100:94 
//AS2230 

F-NT2RP2002986//Homo sapiens actin binding protein KAYVEN aRNA. co 
mpl eta cds. //2. 4e-09: 272 : 61//AF0S9569 

F-NT2RP2002987//Homo sapiens (subclone 6_d9 from PI H21) DNA seque 
nee, complete sequence. //I. Oe-22: 293 : 67//AC000958 
F-NT2RP2002993//Rat tus norvegicus RNA polymerase i 127 kDa subunit 
aRNA. complete cds.//4.0e-74:502:84//AF025424 
F-NT2RP200 3000/ /Homo sapiens chromosome 12pl3. 3. IDRKING DRAFT SEQ 
UENCE. 21 unordered pieces. //2. 3e-46: 474: 76//AC004765 
F-NT2RP2003034//Homo sapiens chromosome 17, clone hRPK. 849_N_1 5. c 
oaplete sequence. //4. 2e-23: 202: 82//AC005703 

F-NT2RP2003073//Huaan DNA sequence from PAC 306D1 on chromosome X 
contains ESTs. //3. 4e-59 : 330: 82//Z83822 

F-NT2RP2003099//HS_3008_B2_C09_T7 CIT Approved Human Genomic Sperm 
Library D Homo sapiens genomic clone Plate=3008 Co I - 1 8 Row=F, gen 
oaic survey sequence. //1 . 4e-71 : 362: 96//AQ089786 
F-NT2RP2003 1 08//Sequence 59 from patent US 5773577. //0. 95:123:69// 
AR014362 

F-NT2RP20031 17//HS_2034_B2_DI2_T7 CIT Approved Human Genomic Sperm 
Library 0 Homo sapiens genomic clone Plate=2034 Col=24 Row=H, gen 
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omic survey sequence. //I. 5e-88:46l : 96//AQ230797 
F-NT2RP2003121//Nus musculus enhancer of polycomb (Epcl) aRNA. com 
p I e te cds. //4. 3e-4S : 470 : 72//AF079765 

F-NT2RP2003 1 25//Homo sapiens chromosome 19. cosmid R34382, coaplet 
e sequence. //5.7e-10: 436 : 6I//AC00S329 

F-NT2RP2003129//P. thunbergii cab gmnm.//0. 00044: 541 :60//X61915 
F-NT2RP2003I37//C I T-HSP-2300J6.TR CIT-HSP Homo sapiens genomic clo 
ne 2300J6. genomic survey sequence. //5. Oe-78: 393: 97// AQO 12976 
F-NT2RP2003IS7//Huaan DNA sequence from cDNA l6pKQG;16 from chromo 
some !6pl3.3.//S.4e-07:l37:71//Z8471$ 

F-NT2RP20031 S8//Hoao sapiens aRNA for proteasome subunit p58. comp 
lete cds. //I. 8e-1 1 1 : 581 : 93//D67025 

F-NT2RP2003 161/ /C 1 TB I — € I -2506E20. TR CITBI-E1 Homo sapiens genomic 
clone 2506E20, genomic survey sequence. //0. 0025: 1 56:67// AQ2626S7 
F-NT2RP20O3164 

F-NT2RP20031 65/ /Human hereditary haemochromatosis region, histone 
2A-I ike protein gene, hereditary haemochromatosis (HLA-H) gene. Ro 
Ret gene, and sodium phosphate transporter (NPT3) gene, complete c 
ds.//1. 4e-43: 334:79//U91328 

F-NT2RP2003177//Human signaling inositol polyphosphate 5 phosphate 
se SIP-110 aRNA. complete cds.//0. 91 :346:62//US0040 
F-NT2RP2003I94//Huaan ONA sequence SEQUENCING IN PROGRESS *» 
from clone 996020. VORKING DRAFT SEQUENCE. //I. 7e-l 08:511 :90//ALQ3l 
597 

F-NT2RP2003206 

F-NT2RP2003228//H. sapiens Pl-Cdc21 mRNA.//2. 9e-1 36: 726:93//X74794 
F-NT2RP2003230//Ral tus norvegicus endo-ilpha-D-aannos idase (Enman) 
aRNA, complete cds. //2. 6e-51 : 348:86//AF023657 
F-NT2RP2Q03237//Huaan DNA sequence •*» SEQUENCING IN PROGRESS *«* 
from clone 126AS. VORKING ORAFT SEQUENCE. //2. 6e-SS:41S:83//AL03144 
7 

F-NT2RP2003243//RPC 11 1 - 36 J I . TP RPCI-11 Homo sapiens genomic clone 
RPCI-I1-36J1, genomic survey sequence. //2. 1e-16: 1 12:93// AQD47107 
F-NT2RP20O3265//Nur idae sp. (mouse-rat, neuroblastoaa-gl ioaa hybr » 
d cell line NGD5) aRNA, complete cds.//6. 0e-1 I4:696:87//L38481 
F-NT2RP20O3272//RPC1 1 1-67815. TJ RPCI11 Homo sapiens genomic clone 
R-67B15, genomic survey sequence. //3. 8e-l 6:110 :94//AQ201 833 
F-NT2RP20O3277//Homo sapiens aRNA for KIAA0625 protein, partial cd 
S.//1 . Se- 145: 714: 96//AB01 4525 

F-NT2RP200J280//RPC1 1 1 - 1412. TVB RPCI-H Homo sapiens genomic clone 
RPCI-1 1-1412, genomic survey sequence. //6. 4e-77: 400: 95//B8S286 
F-NT2RP2003286//C1T-HSP-2336D3.TF CIT-HSP Homo sapiens genomic clo 
ne 233603. genomic survey sequence. //5. 3e-29: 287: 73// AQ041 024 
F-NT2RP2003293//Homo sapiens DNA from chromosome 19. BAC 33152. co 
mpl ete sequence. //I. 5e-S4:S08:74//AC003973 

F-NT2RP200329S//Homo sapiens RNP mRNA for RPB5 meidating protein, 
complete cds.//6. 1e-B5:416:97//AB006572 

F-NT2RP2003297//S. pombe pho2 gene for specific p-ni tropheny Iphosph 
atase. //0. 60: 309:64//X62722 

F-NT2RP2003307//Nus musculus kinesin light chain 2 (Klc2) mRNA, cc 
mpl ete cds. //1 . 0e-45:442: 75//AF055666 

F-NT2RP2003308//D. melanogaster ern mRNA.//1. 1e-63:697: 70//XS8374 
F-NT2RP2003329//Homo sapiens chromosome 17, clone hCIT. 1 31JC_t 1. c 
oaplete sequence. //0. 040: 14S: 64//AC005288 
F-NT2RP2003339 

F-NT2RP2003347//PI isaod i um falciparum MAL3P7, complete sequence.// 
0. 12:275:60//AL034559 

F-NT2RP2003367//Homo sapiens chromosome 4 clone B368A9 map 4q2S. c 

oaplete sequence. //0. 83: 225: 63//AC00S510 

F-NT2RP2003391 

F-NT 2RP20O3 3 93/ /H5_3 2 1 8_A2_B09_T7 CIT Approved Human Genomic Sperm 
Library D Homo sapiens genomic clone Plate-3218 Co 1 = 18 Rov=C. gen 
oaic survey sequence. //0. 021 : 93: 79//AQ204356 
F-NT2RP2003394 
F-NT2RP2003401 

F-NT2RP2003433//Rattus rat tus sec6l homologue mRNA, complete cds./ 
/ 4. 2e-61 : 533 : 7S//N96630 

F-NT2RP2003445//Hoao sapiens genomic ONA, chromosome 21ql1.l. segm 
ent 1/5, VORKING DRAFT SEQUENCE. //2. 1 e-49 : 301 : 72//AP000023 
F-NT2RP2003446 

F-NT2RP2003456//Ricket tsi a prowazekii strain Vadrid E, complete ge 
nose: segment 3/4. //0. 0018: 366: 60//AJ235272 

F-NT2RP2003466//Homo sapiens chromosome II. BAC C1T-HSP-31 I efi (BC2 
69730) containing the hFENI gene, complete sequence. //7. Se-16: 189: 
68//AC004770 

F-NT2RP2003480//Nouse interleukin 2 receptor (pSS IL-2R) aRNA, 5 

end. //I . 9e-25: 197: 85//N21 977 

F-NT2RP2003499 

2. 1 e-08 : 408 : 61 //ABO 00826 

F-NT2RP2003506//Hoao sapiens clone NH0479CI3, VORKING DRAFT SEQUEN 
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CE. 12 unordered piece*. //I. 9e-33: 192: 96//AC005236 
F-NT2RP200351 l//Cer a top ter i s richardii aRNA for CRHB11. partial cd 
s. //1 . 0 : 328 : 60//AB01 3801 

FHIT2RP200351 3//Huaan aRNA for KIAA0270 gene, partial cds.//7.3e-7 
6 : 403 : 93//D87460 

F-NT2RP2003 51 7//Huaan osteosarcoaa cell line U-2 OS aRNA fragaent 
for POCF-6 chain (POGF= platelet-derived growth factor) .7/1. Se-24: 

1 S 1 : 9S//X03702 

F-NT2RP2003S22//Nouse interleukin 2 receptor (p5$ IL-2R) aRNA. S' 
end. //1 . 3 e- 1 0 1 : 564 : 9 1 //N2 1 977 

FHIT2RP2003S33//Huaan DNA sequence froa cosaid F1 121 on chroaosoae 
S.//2. 0e-40:315: 75//Z80899 
F-NT2RP2003S43 

F-NT2RP2003SS9//H. sapiens CpG island DNA genome Msel fragaent. cl 
one 90aS, reverse read cpg90a5. rt1a.//l. 1 e-20: 1 22 : 99//Z561 44 
F-NT 2 R P200 3 S64//Huaan S2-kD r ibonucieoprotein Ro/SSA aRNA, coaptet 
e cds.//8. Be-27: 664:63//M345Sf 

F-NT2RP2003567//Hoao sapiens aRNA for KIAA0462 protein, partial cd 

s. //4. I e-l 1 3: 541 : 98//AB007931 

F-NT2RP2003S81 

F-NT2RP2003596//F. rubr ipes CSS sequence, clone 036L10aF12. genoaic 
survey sequence. //I . 9e-1 1:210: 65//AL01 2756 
F-NT2RP2003604//Hoao sapiens alpha-catenin-l ike protein (CTMiALI) 
aRNA. coaplete cds. //I . 9e-1 23 : 587:98//AF030233 
F-NT2RP2 003629 

F-NT2RP2003643//Mus ausculus aRNA for CMP-N-acety Ineursainic acid 
synthetase. //7.8e-88:S82:84//AJ0062IS 

F-NT2RP2003668//Hoao sapiens clone RC270D13. WORKING DRAFT SEQUENC 
E. 18 unordered pieces. //5. 6e-47:335:B3//AC005081 
F-NT2RP2003687//Hoao sapiens Xp22 BAC GSH8-SI9E5 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //1. 2e-06:1 33 : 74//AC003684 
F-NT2RP2003691//Huaan DNA sequence *ee SEQUENCING IN PRXRESS tee 
froa clone S2SL6. WORKING 0RAFT SEQUENCE. //1 . 7e-47: 337: B1//AL02380 
7 

F-NT2RP2003702//Rattus norvegicus ovarian-specific protein aRNA. c 
oaplete cds. //I. 3e-6S:458:82//U44803 

F-NT2RP2003704//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one 2a9. reverse read cpg2a9. rt1e.//3. 8e-17: 170:84//Z60615 
F-NT2RP2003706//Hoao sapiens aRNA for KIAA0525 protein, partial cd 
s. //2. 6e- 1 08 : 5 1 8 : 98//AB0 1 1 097 

F-NT2RP20037l3//HS_2016.BI_80S_lt8 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=20l6 Col=9 Row-D, geno 
aic survey sequence.//!. 3e-l1 : 102: 90//AQ226895 
F-NT2RP2003714//Hoao sapiens DNA froa chroaosoae 19. BAC 33152, co 
ap late sequence. //1 . 4e-27 : 249 : 78//AC003973 

F-NT2RP2003727//RPC1 11-77119. TV RPC 1 11 Hoao sapiens genoaic clone 
R-77II9, genoaic survey sequence.//3.4e-26:294:74//AQ268303 
F-NT2RP2003737//Howo sapiens clone DJ1022M4. WORKING DRAFT SEQUEN 
CE. 14 unordered pieces. //2. 6e-74: 194:91//AC0049S1 
F-NT2RP200375I//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-91 
1 El 2. coaplete sequence. //I . 7e-92: 1 65: 96//AC003964 
F-NT2RP2003760//B. pr iai genius aRNA for coat protein gaaaa-cop.//4. 
5e-76:696:73//X92987 

F-NT2RP2003764//Hoao sapiens gene for NTGI6, eion 1b, partial sequ 

ence. //1 . 0 : 1 09 : 69//AB01 3275 

F-NT2RP2003769 

F-NT2RP2003770//Hoao sapiens chroaosoae 17, clone hRPC. 1050_D_4, c 

oaplete sequence. //3. Qe-96 : 467 : 98//AC004771 

F-NT2RP2003777 

F-NT2RP2003781//tricarboty late carrier (rats, liver. aRNA Partial. 

2986 nt] .//7. 2e-l07 : 731 : 82//S7001 1 
F-NT2RP2003793//CIT-HSP-2326L12. TF ClT-HSP Hoao sapiens genoaic cl 
one 2326L12, genoaic survey sequence. //7. 0e-20: 124: 9S//AQ038761 
F-NT2RP2003825//Hoao sapiens BAC clone RG139P11 froa 7q11-q2l. coa 
plete sequence. //8. 9e-06: 151: 74//AC00449I 

F-NT2RP2003840//Arabidops is thaliana chroaosoae II BAC F12A24 geno 
aic sequence, coaplete sequence. //0. 018: 145:69// AC00S1 67 
F-NT2RP2003857//HS_3227_A2_G04_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3227 Col=8 Row=N, geno 
aic survey sequence. //0. 96: 257: 61//AQ303467 
F-NT2RP2003B59 

F-NT 2RP2003871 //Hoao sapiens I2q24 PAC RPC II -7481 3 (Roswell Park C 
sneer Institute Huaan PAC library) coaplete sequence. //2. Oe-1 2 : 36 
9: 65//AC002375 

F-NT2RP2003885//CITBI-EI-25I4D6. TF CITBI-E1 Hoao sapiens genoaic c 
lone 2514D6, genoaic survey sequence.//!). 13: 167:64// AQ26S722 
F-NT2RP2003912//nekl=serine/threonine- and tyrosine-specific prote 
in kinase [aice. ery throl eukeai a cells, aRNA. 4263 nt] .//l. 3e-l36: 
838: 86//S45828 
F-NT2RP2003952 
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F-NT2RP2003968//Hoao sapiens hUBP aRNA for ubiquitin specific prot 
ease, coaplete cds. //2. 1e-28: 1 65 :96//AB0 14458 
F-NT2RP2003976//Huaan DNA sequence froa clone 283E3 on chroaosoae 
lp36. 21-36. 33. Contains the alternatively spliced gene for Natrii 
Natal loproteinase in the Feaale Reproductive tract NIFRi, -2. NHP2 
1/22A. -B and -C, a novel gene, the alternatively spliced COC2L2 g 
ene for Cell Division Cycle 2-Like 2 (PITSLRE, p58/GTA. Galactosyl 
transferase Associated Protein Kinase) beta I, beta 2-1. beta 2-2 
and alpha 2-4, a 40$ Ribosoaal Protein S7 pseudogene, part of the 
KIAA0447 gene, a novel alternatively spliced gene siailar to aany 
(archae)bacter ial, wore and yeast hypothetical genes, and the GMB1 
gene for Guanine Nucleotide Binding Protein (G protein). Beta pol 
ypeptide I (Transducin Beta chain I). Contains putative CpG island 
s. ESTs. STSs and CSSs, coaplete sequence. //2. 6e-24:298: 74//AL0312 
82 

F-NT2RP20039B1//Hoao sapiens aRNA for KIAA0804 protein, partial td 

S.//9. 9e- 1 60: 783: 96//AB0 18347 

F-NT2RP2003984 

F-NT2RP2003986//Huaan Chroaosoae 11 pac pOJ197h17, WORKING ORAFT S 
EQUENCE. 11 unordered pieces. //!. 7e-26: 260: 77//AC000382 
F -NT 2R P200 3988/ /Huaan DNA sequence **• SEQUENCING IN PRXRESS *** 
froa clone 862K6, WORKING DRAFT SEQUENCE. //9. 1e-61 : 701 : 70//AL03168 
I 

F-NT2RP200401 3//Huaan DNA sequence froa clone 372X1 on chroaosoae 
6q24 Contains EST. STS. GSS and CpG Island, coaplete sequence. //3. 
Oe-1 23:693: 91//AL023580 
F-NT2RP2004014 

F-NT 2RP2Q04041 //Hoao sapiens chroaosoae 19. cosaid F17127. coaplet 

e sequence. //5. 8e-83: 427 : 87//AC004780 

F-NT2RP2004042 

F-NT2RP2004066//Huaan DNA sequence tee SEQUENCING IN PRXRESS *** 
froa clone 134019. WORKING DRAFT SEQUENCE. //S.6e-tl0: 528 :98//AL034 
555 

F-NT2RP2004081 

F-NT2RP2004098//HS_2216JU_BI2JF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2216 Col-23 Row=C- gen 
oaic survey sequence. //I. 0e-07: 86 : 84//AQ14S694 
F-NT2RP2004I 24//HS_3064_B2_A04_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3064 Col=8 Row=B. geno 
aic survey sequence. //3. 0e-25: 155: 94//AQ1 36993 
F-NT2RP2004142//Arabidopsi s thaliana genoaic DNA. chroaosoae S. TA 
C clone: K8KI4, coaplete sequence.//!. 0:220 :62//AB00764S 
F-NT2RP2004I52//Drosoohi la aelanogaster DNA sequence (PI 0S02252 
(D97)) . coaplete sequence. //0. 93:480: 56//AC002493 
F-NT2RP2004I 65//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYAC8B-42 
0 genoaic sequence. WORKING DRAFT SEQUENCE. 14 unordered pieces.// 
0. 051 : 26S:6I//AC00$I40 . 

F-NT2RP2004I70//Hoao sapiens distal -less hoaeobox protein (01X7) g 
ene, coaplete cds. //1 . 0: 162:S6//AF02I235 

F-NT2RP20041 72//S. poabe chroaosoae II cosaid c24E9.//1.7e-0&:466:5 
9//AL0218I6 

F-NT2RP2004I87//Hoao sapiens full length insert cDNA YQ86E07. //3. 5 
e-17 :354:64//AF075093 

F-NT2RP20041 94//Rat tus norvegicus Golgi SNARE CS15 aRNA. coaplete 
cds. //9. 4e-53 : 397 : 82//AF003998 
F-NT 2RP2004 196 

F-NT2RP2004207//Huaan von Willebrand factor pseudogene corresoondi 
ng to exons 23 through 34. //0. 0023: 386: 61//N60676 
F-NT2RP2OO4226//HS_2186_A1J)O3J0 : CIT Approved Huain Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-2186 Col=S Row=G. geno 
aic survey sequence. //7. 8e-58: 370: 87//AQ06381 3 

F-NT2RP2004232//H. sapiens aRNA for protein kinase C au.//1 . 2e-34: 4 
48:67//X75756 

F-NT2RP2004239//Hoao sapiens lok aRNA for protein kinase, coaplete 
cds.//S. 2e-108:510:99//A8015718 

F-NT2RP2004240//Pyrococcus horikoshii 0T3 genoaic ONA, 1166001-148 
SOOO nt. position (6/7). //I. 1e-12:489:61//AP000006 
F-NT2RP2004242 
F-NT2RP2004245 

F-NT2RP2004270//Streptoayces coeli color cosaid 1 A9. //7. Se-07: 462 S 
2//AL0 34446 

F-NT2RP2004300//Hoao sapiens chroaosoae 19, cosaid R33632. coaptet 
e sequence. //3. Se-t 1 : 299: 64//AC005781 

F-NT2RP200431 6//Hoao sapiens EXT- 1 ike protein 2 (EXTL2) aRNA, coop 
I ete cds. //4. Se-1 SO: 735: 97//AF00041 6 

F-NT2RP2004321//Drosophi la aelanogaster DNA sequence (PI DS02110 
(D 147)) . coaplete lequence. //0. 98: 267:59//AC004423 
F-NT2RP2004339//Huaen Chroaosoae 16 BAC clone CIT987SK-A-355C7. co 
aplete sequence. //1 . 5e-40: 419: 75//AC00251 9 

F-NT2RP2004347//Huaan ONA sequence »« SEQUENCING IN PROGRESS »M 
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fro* clone 10)8012. VORKING DRAFT SEQUENCE. //I. 2e-72: 439: 82//AL03 1 
650 

F-NT2RP2004364 
F-NT2RP2 004365 

F-NT2RP20O4366//Huaan DMA sequence fro* clone 612B18 on chroaosoae 
lq24-25. 3 Contains exon fro* gene similar to 40S ribosoaal protei 
n, first coding exon of dynsain 2 (DYNIi). ESTs, STS, GSS, CpG Isl 
and, coaplete sequence. //0. 92:427: S7//AL03 1864 
F-NT2RP2004373//Hoao sapiens cos* ids QctSCl and 94BS fro* Xq28. co 
■plete sequence. //2. Se-26 : 493 : 65//AF03S397 

FHtT2RP200438l//HS_21 83_B2_HQ4_MR CIT Approved Hu*an Genoaic Sper* 
Library D Hc*o sapiens genoaic clone Plate=2183 Col=8 Row=P, geno 
■ ic survey sequence. //2. 9e-1 1 : 83: 96//AQ063969 
F-NT2RP2004392 

F-NT2RP2004398//Ho*o sapiens BAC clone RG13SCI8 fro* 7q21, co*plet 
e sequence. //1 . 1 e- 1 71 : 87S : 9S//AC0051 64 

F-NT2RP20043 99/ /Hoao sapiens SYBL1 gene. //1.4e-24: 467 :64//AJ004799 
F-NT2RP2004400//Arabi dops is that i ana SAC TI9BI7 fro* chro*so*e IV, 
near 19.3 cM. coaplete sequence. //Q. 00074:455: 59//AF06944! 
F-NT2RP2004412//H. sapiens CpG island DMA genoaic Msel fragaent, cl 
one 34g4, reverse read cpg34g4. rtla.//5. Oe-27: 154:98//Z65369 
F-NT2RP2004425 

F-NT2RP2004463//Strepto*yces coelicolor cosaid 2E9. //0. 0053 : 1 96 : 6S 
//AL02I530 

F-MT2RP2004476//Drosoph i I a aelanogaster cosaid 67A9.//5. 2e-l 5:377: 
63//AL03438I 

F-MT2RP2004490//Ho*o sapiens chroaosoae 16, PI clone 94-tOH (LAML 
). coaplete sequence. //4. 3e- 1 00: 497 :97//AC005591 
F-NT2RP2004$12//Plas*odiua falciparu* MAL3P5, coaplete sequence.// 
2. 3e-07 : 8 1 5 : 57//AL0345 56 

F-NT2RP2004523//Ho*o sapiens clone DJ0800G07. coaplete sequence.// 
8. Se-1 38: 7I8:9S//AC004890 

F-MT2RP2004S38//Ho*o sapiens *RNA for NIAA059I protein, partial cd 
s. //1. 4e- 1 37: 687:96// ABO 11163 

F-NT2RP2004551//CIT-HSP-2387G7.TF. 1 CIT-HSP Horn sapiens genoaic c 
lone 2387G7, genoaic survey sequence. //2. le-85: 484: 91//AQ239555 
F-NT2RP2004S68//H. vulgar e GAA-satel I i te DMA.//2.0e-07:292:62//Z501 
00 

F-MT2RP2004580//Huaan DMA sequence **« SEQUENCING IN PROGRESS *** 
froa clone 9S8D22. fORKING DRAFT SEQUENCE. //4. Se-44: 51 2: 72// AL0237 
55 

F-NT2RP2004587//Candida albicans cytoskeleton asseably control pro 
tain (SLA2) gene, partial cds. //1 . 0: 344: 56//AF092908 
F-NT2RP2004S94//nbxb001 9HI 3r CUGI Rice BAC Library Oryza sativa ge 
noaic clone nbxbOOl 9HI 3r. genoaic survey sequence. //0. 053 : 324:60// 
AQ258020 
F-NT2RP2004600 

F-NT2RP2004602//Hoao sapiens chroaosoae 19, cosaid F21431, couplet 

e sequence. //0. 12:109: 73//AC00S1 76 

F-NT2RP2004614 

F-NT2RP2004655//Hoao sapiens aRNA for leucine rich protein. //2. 6e- 
102:496:98//AJ00629t 

F-NT2RP2004664//Hoao sapiens aRNA for KIAA0460 protein, partial cd 
s. //I . Se-1 53 : 728 : 98//AB007929 

F-NT2RP2004(7S//Hoao sapiens chroaosoae 12q24. 1, fORKING DRAFT SEQ 
UEMCE, 33 unordered pieces.//0.092:239:61//AC00580S 
F-NT2RP2O04681 //Huaan DMA sequence froa clone S1J23 on chroaosoae 
Xq26.3-27.3. Contains an EST and GSSs. coaplete sequence. //1. 0:23 
6:61//AL031312 

F-NT2RP2004i89//Hoao sapiens aRNA for KIAA0625 protein, partial cd 
S.//1. 3e-S9: 327: 94//AB01 4525 

F-NT2RP2004709//HS_2033_BZ_EQ4_KR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone P!ate=2033 Co 1=8 Ro«=J, geno 
■ic survey sequence.//). 9e-l5: 187: 74//AQ230714 
F-NT2RP200471 0//HS_31 S5_B2JD07_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=31SS Col=14 Row=H. gen 
oaic survey sequence. //9. 9e-10: 1 10: 84//AQ1 72885 
F-MT2RP2004736//Hoao sapiens *RNA for KIAA0478 protein, coeplete C 
ds. //6. 4e-1 17 : 582 : 96//AB007947 

F-NT2RP2004743//Huaan DMA sequence froa PAC 37M17 chroaosoae X.// 
0. 14: 1 38: 71//Z78022 

F-MT2RP2004767//H. sapiens CpG island 0MA genoaic Msel fragaent. cl 
one 6Sc1 1 , reverse read cpg€5cll. rt1a.//1.3e-24:217:81//Z62210 
F-NT2RP2004768//Hoao sapiens STE20-I ike kinase 3 (ast-3) aRNA. co* 
Dlete cds.//t. 6e-45:S4l : 7I//AF024S36 

F-NT2RP2004775//PI asaod i ua falciparu* chroaosoae 2. section 35 of 
73 of the coaplete sequence. //5. 8e-l 3:697: 59//AE001 398 
F-NT2RP2004791 //Huaan Hela aRNA isolated as a false positive in a 
two-hybr id-screen. //5. 0e-S3: 353:84//U56252 

F-NT2RP2004799//Hoao sapiens ATP-specific succinyl-CoA synthetase 
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beta subunit (SCS) aRNA, partial cds.//t. Se-1 16: 594: 95//AF058953 
F-NT2RP2004802 

F-NT 2 RP2 0048 1 6//Ho*o sapiens H beta 58 hoao log aRNA. coaplete cds. 
//2. Ie-I01 : 495: 97//AF054I 79 

F-NT 2 RP2004841 //Huaan DMA sequence froa cosaid J 1 3801 7. between *a 
rkers DXS6791 and DXS8038 on chroaosoae X contains EST CA repeat a 
nd an endogenous retroviral like ele*ent.//7.6e-82:531 :84//Z72519 
F-NT2RP2004861//Fugu rubripes GSS sequence, done Q40017t»A3. genoe 
ic survey sequence.//0. 96: 183:64//AL02S645 

F-NT2RP 20048 97//Hu*an Chroaosoae X clone bVXD187, coaplete sequenc 
e.//4. 8e-142: 710: 96//AC004383 

F-NT2RP2004933//Hoao sapiens aRNA for ZlP-kinase, coaplete cds.// 

2. Oe-82 : 418: 95//AB007 1 44 

F-NT2RP2004936 

F-NT2RP2004959//HS_3197_A2_G11_IIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3l97 Col=22 Row=M, gen 
oeic survey sequence. //3. Se-25: 218: 83//AQI SOI 83 
F-NT2RP2004961//Rattus norvegicus KRAB/zinc finger suppressor prot 
ein 1 (KS1) aRNA. coaplete cds.//2. Se-59: 339: 79//U56732 
F-NT2RP2004962//Huean hereditary haeaochroaatos is region, histone 
2A-like protein gene, hereditary haeaochroaatos is (HLA-H) gene, Ro 
Ret gene, and sodiua phosphate transporter (NPT3) gene, coaplete c 
ds.//3. 6e-19: 187:72//U9I328 

F-NT2RP2004967//P I aseod iua ftlciparua NAL3P6, coaplete sequence.// 
0.0020: 297: 61//Z98S51 

F-NT2RP2004978//Chlaaydoaonas reinhardtii VSP-3 aRNA. coaplete cd 
S.//0. 22: I62:69//L29029 

F-NT2RP2004982//F26D4-Sp6 IGF Arabidopsis thaliana genoaic clone F 
26D4, genoaic survey sequence. //0. 13: 273: 6I//BI 2642 
F-NT2RP2004985//Huaan aRNA for KIAA0144 gene, coaplete cds.//1.5e- 
20:431 :6S//D«3478 
F-NT2RP2004999 

F-NT2RP2005000//R. rattus gene for beta-1 subunit of Na, K-ATPase. // 
0.019: 240 :63//X63375 

F-NT2RP 2005001 //Hoao sapiens aRNA for XIAA061S protein, coaplete c 
d s . //6 . Oe- 1 59 : 782 : 97//AB0 1 45 1 5 

F-NT2RP2005003//H. sapiens StafSO aRNA. //3. 1 e-42 : 430 : 75//X82200 
F-NT2RP200501 2//Ho*o sapiens SECS 3 (SEC63) aRNA. coaplete cds. //I. 
4e-98: SOI :96//AFI 00141 

F-NT2RP200501 8//Hoao sapiens PAC clone DJ0659J06 froa 7q33-q35, co 

aplete sequence.//!. 0:209: 63// AC004849 

F-NT2RP200S020 

F-NT2RP200S022//Huaan Chroaosoae 3 pac pOJ70i11, WORK INC DRAFT SEQ 
UENCE, 2 unordered pieces. //3. 0e-43:98: 93//AC000380 
F-NTZRP2 00503 1//HS_205Z_B2_G10_MR CIT Approved Huaan Genoaic Sper* 
Library D Hoao sapiens genoaic clone Plate=2052 Col=20 Row=N. gen 
oeic survey sequence. //0. 019: 363: 61// AQ231464 

F-NT2RP20050 J7//Huean 3’ of iaaunoglobul in heavy chain locus (IGHA 
2) gene. //0. 70:1 74: 6S//U644S4 

F-NT2RP2005038//Hoeo sapiens chroaosoae 17. clone hRPK. 74_E_22. c 

oaplete sequence. //0. 20: 519: 57//AC005696 

F-NT2RP200S108 

F-NT2RP20051 1 6//Hoao sapiens aRNA for K1AA0664 protein, partial cd 
s. //2. 0e-103 : 495: 98//AB0 14564 

F-NT2RP2005126//H. sapiens aRNA for RNA he I i case (Nyc-regul a ted del 
d box protein).//2. 9e-27 : 157 :9B//X98743 

F-NT2RP2005139//Aaycoiatopsis aediterranei genes encoding rifaayci 
n polyketide synthases, ORFs ) to 5. //0. 00024: 547 :S9//AJ 22301 2 
F-NT2RP2005140//Hoao sapiens chroaosoae 21, Neurol ibroaatos is 1 (N 
FI) related locus, coaplete sequence.//0. 95: 191 :62//AC004527 
F-NT 2RP200S 1 44/ /Hoao sapiens tubby like protein 3 (TULP3) aRNA. co 
aplete cds. //2. 6e-89 : 447 : 96//AF04S583 

F-NT 2RP2005 147/ /H$_3 1 84_A 1 __£0 1 _NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plite=3184 Co 1 = 1 Row=l, geno 
aic survey sequence. //0. 10: 294: 60//AQ252226 

F-NT2RP2005 1 S9//H. sapiens CpG island DMA genoaic Use) fragaent. cl 
one I32g6. forward read cpg!32g6. ftla.//1. Ia-I3:93:97//Z59162 
F-NT2RP20051 62//Caenorhabd i t i s etegans cosaid F01FI.//2. 6e-20: 394: 
64//U1 3070 

F-NT2RP2005t68//Hoao sapiens aRNA for ElB-SSkDa-assoc i ated protei 
n. //I . 4e- 125:633: 96//AJ007509 

F-NT2RP200S204//Arabidopsis thaliana ubiquitin activating enzyae 
(UBAI) gene, coaplete cds. //0. 00016: 316: 60//U808 08 
F-NT2RP200S227//Hoao sapiens PAC clone DJ0905J08 froa 7pl2-pl4. co 
aplete sequence. //0. 51 : 52:92// AC005I89 

F-NT2RP2005239//S. poabe chroaosoae It cosaid c2lD10. //I. 3e-22: 3S6: 

67//AL031 536 

F-NT2RP20052S4 

F-NT2RP200S270//H. sapiens genoaic DMA (chroaosoae 3; clone NLI97R 
).//0. 58: 1 32 : 65//X8751 3 
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F-NT2RP2005276//Rat aRNA for brain icyl-CoA synthetase II, coaplet 
e cds. //9. 0e-103: 656 B5//D30666 

F-NT2RP2005287//Cav i a parcel lus zinc finger protein (zfoCl) a RNA. 
cobp I et e cds. //3. 4e-37 : 302 : 84//L263 35 

F-NT2RP200S268//Hoao sapiens RCCI-like G exchanging factor RLG afdf 
A, coaplete cds.//7. 1 e-122:604: 96//AF060219 

F-NT2RP200S289//Hoao sapiens aRNA for XRP2 protein. //4. Oe- 140: 670: 
9 8// A J 007590 

F-*T2RP200S293//HS_3245_B1JE10_T7 CIT Approved Human Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=3245 Co 1 = 19 Rerw=J, gen 
oaic survey sequence. //8. 2e-37 : 223 : 92//AQ2I 7454 
F-NT2RP200S31 5//Hoeo sapiens aRNA for KIAA0676 protein, partial cd 
S. //I . I e-95 : 483 : 9S//AB0 1 4576 

F-NT2RP200S32S//Huaan LIN-hoaeobox doaain protein (hLH-2) aRNA. co 
bp I e t e cds. //8. 2e-2 2 : 1 66 : 90//U1 1 70 1 

F-NT2RP2Q05336//HOBO sapiens snRNA activating protein coaplex 190k 
D subunit (SKAPI90) aRNA. coaplete cds. //0. 39:353: 62//AF032387 
F-NT2RP2005344//Hoao sapiens aRNA for KIAA0S66 protein, partial cd 
S.//8. Be- 29 : 4 56: 66// AB0 1 1 1 38 

F-NT2RP2005354//Huaan DMA sequence froe PAC 435C23 on chroaosoae 
X. Contains ESTs. //0. 72 : 431 : 61//Z92844 

F-NT2RP2QQ5358//Hoeo sapiens aethyl~CpG binding protein N803 (MBD 
3) nRNA, coaplete cds.//4. 7e-99: 489 :96//Af 072247 
F-NT2RP2005360//Pan troglodytes huntingtin gene, partial exon.//0. 
93:105: 67//L49358 

F-NT2RP2005393//Rat parathyroid horeone receptor aRNA, coaplete cd 

s. //2. 4e-08 : 97 : 83//M77 1 84 

F-NT2RP2005407 

F-NT2RP2005436//Hoao sapiens chroaosoae 16, cosaid clone 2H2 (LAN 
l). coaplete sequence.//0. 014:235:62//AC005346 

F-NT2RP2005441 //Cl T-H5P-2338P5.TR CIT-HSP Hoao sapiens genoaic do 
ne 2338P5, genoaic survey sequence. //4.0e-1 07: 532 : 97//AQ0 55548 
F-NT2RP2005453//F2IC16TFC IGF Arabidopsis thaliana genoaic clone F 
2106, genoaic survey sequence. //1. 0:239: 61//B97865 
F-NT2RP2005457//B. taurus CI-B14. 5b eRNA for NAOH dehydrogenase (ub 
iqu i none) . //4. 7e-25 : 245: 79//X68647 

F-NT2RP2005464//Huaan OKA sequence froa clone 836E8 on chroaosoae 
2 Dpi 2 Contains EST. CA repeat. STS. GSS, retroviral sequence, coap 
lete sequence. //4. 6e-1 1 1 : 724: 86//AL03 1679 

F-NT2RP2 00546 5//Hoao sapiens chrososcwe 19. BAC Cl T-©-393i 1 5 (BC30 
1323). coaplete sequence.//6. 5e-18: 152:75//ACOOSI16 
F-NT2RP2 00547 2//Huaan DNA sequence froa clone 1II8D24 on chroaosoa 
e Ip36. 1 1-36. 33. Contains part of a novel gene siailar to wora gen 
es T08G11.1 and C2SH3. 9, part of a 60S Ribosoaal Protein L10 LIKE 
(pseudo)gene and t*o 3‘ exons of the TNFR2 gene for Tuaor Necrosis 
Factor Receptor 2 (75 kD) (TNF Binding Protein 2. TBPII. TNF-R2, 
CO 1 208. TKFBR). Contains ESTs. STSs, GSSs. genoaic Barker D1S434 a 
nd a ca repeat polyaorphisa, coaplete sequence. //4.4e-1 2: 89 :97//AL 
031276 

F-NT2RP2005476//HOBO sapiens BAC clone RG293F17 froa 7p15-p21. coa 
pi et e sequence. //4. 3e-40 : 463 : 73//AC0O41 30 

F-NT2RP2005490//Hobo sapiens clone KH0001P09. fORKING DRAFT SEQUEN 
CE, 1 unordered pieces.//3.2e-115:228:99//AC006030 
F-NT2RP2005491//HS_2253_A2_G10_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=22S3 Col=2D Row=M, gen 
oaic survey sequence. //4. 6e-23: 234: 80//AQ1 1 6847 
F-NT2RP2005495 

F-NT2RP200S496//HS_3064_A1_F08_KR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3064 Col=IS Ro*=K, gen 
oaic survey sequence. //5. 3e-90: 436: 98//AQ 143097 
F-NT2RP2005498//Rabbi t protein phosphatase 2A beta subunit aRNA, c 
oaplete cds.//1 . 4e-63: 503: 78//H64931 

F-NT2RP2005501//Hoao sapiens chroaosoae 10 clone CIT987SK-1 143A1 1 
aap 10q25. coaplete sequence. //0. 86: 183: 63//AC005880 
F-NT2RP2005509//Hoao sapiens cosaid LN1937 froa Xq28. //I .0: 160:65/ 
/U82695 

F-NT2RP2005520//Hoao sapiens chroaosoae-asiocisted protein-E (hCA 
P-E) aRNA. coaplete cds. //3. 9e-81 :444:92//AF092563 
F-NT2RP2005525//Hoao sapiens eRNA for KIAA0764 protein, coaplete c 
ds.//6. 9e-1B: 112: 99//AB01 8307 

F-NT2RP200553 (//Huaan structural protein 4.1 aRNA, coaplete cds.// 
1. le-06: 282 : 60//H1 4993 

F-NT 2RP200553 9//Hoeo sapiens eRNA for NSI-binding protein (NS1-BP 
) . //2. 9e-1 S3 : 747 : 97//A J0I 2449 

F-NT 2RP2 005 540//Hoeo sspiens aRNA for KIAA0494 protein, coaplete c 
ds.//5. 9e-1 30:618: 98//AB007963 

F-NT2RP2005549//Nus eusculus clone 0ST142, genoaic survey sequenc 
e. //3. 1 e-43 : 277 : 89//AF046734 

F-NT2RP200S555//HS_2188_A2_D04_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2l88 Col=8 Row=G. geno 
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aic survey sequence. //8. 0e-05: 195: 6S//AQ086723 
F-NT2RP2005557/ /Hobo sapiens clone 486790 diphosphoinosi tol ooiyph 
osphate phosphohydrolase aRNA. coaplete cds.//2. Se-44: 473: 7I//AF06 
2529 

F-NT2RP200558 I / /Hoeo sapiens BAC clone CS180J15 froe 7q31, coeplet 
e sequence. //0. 99:213: 65//AC00501 6 

F-NT2RP200S600//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one I72d12, reverse read cpgl72d!2. rtta.//0. 32: 134:63//Z57359 
F-NT2RP2Q0560S 

F-NT2RP2005620//Hoeo sapiens epsin 2a aRNA, coaplete cds.//9.8e-9 

1 : 447 : 97//AF062085 

F-NT2RP2005622 

F-NT2RP2005635//Saccharoayces cerevisiae chroaosoae VIM cosaid 92 
05. //8. 6e-17:41 I : 6 1 //U1 0556 

F-NT2RP2005637//NATI (NATI*10)=acetyl transferase 1 (3* region, pol 
yadenylation polyaorphisa) (huaan, unrelated Caucasians, aRNA Part 
ial Mutant. 300 nt].//0.22:IS6:6S//S78829 
F-NT2RP2005640//Mouse US RNA gene. //S. Se-1 9:249 :7S//X06980 
F-NT2RP2005645//HS_220t_B2_D07_NF CIT Approved Huaan Cenoaic Spern 
Library 0 Hoao sapiens genoaic clone Plate=2201 Col-14 Row=H. gen 
oaic survey sequence. //0. 30: 159: 65//AQOS6763 
F-NT2RP2O056S1//H. sapiens DNA sequence.//0. 00037: 1 50:66//Z22493 
F-NT2RP2005654//Hoeo sapiens aRNA for KIAA0288 gene, coaplete cds. 
//4. 7e-07 : 3S1 : 62//AB006626 

F-NT2RP2005669//Hoao sapiens KE0S protein eRNA. coaplete cds.//8.2 
e-98 : 472 : 98//AF064605 

F-NT2RP2005675//HOSO sapiens grovth suppressor related (DOC-1R) nR 
NA. coaplete cds. //2. 4e-94:462 :98//AF089814 

F-NT2RP200S683//HS-1024-B1 -H05-MF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone PI*te=CT 803 Col=9 Ro*=P, genoaic 
survey sequence. //0. 99:156: 64//B34405 
F-NT2RP?005690//Kuaan pyrrol ine 5-carboxylate reductase aRNA. coop 
late cds. //7. 7e-10: 328: 61//N77836 
F-NT2RP2 005694 

F -NT2RP2 00570 l//Hoao sapiens I2pl3. 3 BAC RPC I II -288K12 (Roswell Ps 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //0. 72 : 1 6 
0: 6S//ACOOS183 

F-NT2RP200S71 2 //Hoeo sapiens eRNA for KIAA0799 protein, partial cd 
s. //1 . 6e- 1 24: 599 : 97//AB01 8342 

F-NT2RP2Q0571 9//R. norvegicus eRNA for ae tal loth i one in- 1 1 1 . //0. 86 I 
17 :64//X89603 

F-NT2RP2005722//Huean zinc finger protein ZNF136.//2. 6e-44:41S 77/ 
/U09367 

F-NT2RP2005723//Huean BAC clone GS542DI8 froa 7q31-q32, coaplete s 
equenc e. //6 . 9e- 1 5 : 1 53 : 8 1 //AC002528 

F-NT2RP2005726/ /Hoao sspiens clone OJ0577P23. VORKING DRAFT SEQUEN 
CE. 28 unordered pi eces.//S. 1e-4l : 1 38:95//ACOOS627 
F-NT 2RP20057 3 2/ /Hun n DNA sequence «» SEQUENCING IN PROGRESS «•« 
froa clone 291J10, VORKING DRAFT SEQUENCE. //0. 61 : 303: 60//Z9301 7 
F-NT2RP2005741//Hoao sapiens PALM gene, exon 1 and joined CDS.//0. 
52:116 .67//Y1 6270 

F-NT2RP2005748//Huean KoxTI eRNA for zinc finger protein, partial. 
//O. 11:136 :66//X52 342 

F-NT2RP2005752//Hoeo sapiens TNFR-related death receptor-6 (0R6) a 
RNA. coaplete cds. //7. 8e-22: 134: 9S//AF068868 

F-NT2RP200S7S3//Hoeo sapiens t-1 receptor candidate protein eRNA. 
complete cds. //I . 2e-1Q0:4S6: 98//AF0825I6 

F-NT2RP2005763//Huean aRNA for KIAA011I gene, coaplete cds. //D. 000 
73:425 : 56//D2I853 

F-NT2RP2005767//G. gal I us PB1 gene.//2. Ie-73:S44:80//X90849 
F-NT2RP2005773//Huean oyrroline S-carboxy late reductase aRNA. coap 
lete cds.//6. 2e-l 5:153: 82//N77836 

F-NT2RP200$775//Sus scrofa aRNA for soluble angiotesin-binding pro 
tein, complete cds.//l. 2e-121 : 649: 88//D11 336 

F-NT2RP2O0S78I//Pseudoaonas aeruginosa gene for Hex! and MexY, coa 
plete cds. //0. 96:1 84 :60//AB0 15853 

F-NT2RP2005784//Huean 0NA sequence see SEQUENCING IN PROGRESS •** 
froa clone 1I85N5. VORKING DRAFT SEQUENCE. //I. 9e-63: 222 :96//AL0344 

23 

F-NT2RP2O058O4//Oryza sativa glycine-rich protein (0SGRP1) aRNA. : 

oaplete cds. //2. 6e-07 : 232 : 64//AF0IO579 

F-NT2RP200S812 

F-NT2RP20058I 5//St reptoayces sp. gene for alkaline serine protease 
I.//0. 031 : 358: 59//X74103 

F-NT2RP2005835//Rat tus norvegicus aRNA for p47, coaplete cds.//2. 5 
e-107: 449: 91//AB002086 

F-NT2RP200584I //Huaan DNA sequence froa cosaid U209GI on chroaosoa 
e X.//5. 1e-0$: I44:73//Z68873 

F-NT2RP2005853//RPCM 1 -2404. TK8F RPCl-11 Hoao sapiens genoaic cion 
e RPCI-11-24D4. genoaic survey sequence. //6. 4e- 1 3: 1 30 :85//AQ0 13490 
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F-NTZRP200SBS7//Hoao sapiens chroaosoae-assoc i ated protein-C (hCA 
P-C) aRNA, partial cds.//1.7e-174:829:98//AF092564 
F-NT2RP2005859//Huaan DMA sequence »t» SEQUENCING IN PROGRESS at* 
froa clone 9I4P20. WORKING DRAFT SEQUENCE. //O. 25: 174: 62//AL034553 
F-NT2RP20Q5B68//Fugu rubripts GSS sequence, clone 103l24aF4, genoa 
ic survey sequence. //7. 8e-06: 92 :79//AL027276 

F-NT2RP2005886//HS_3187_A2_008JT7 CIT Approved Huaan Genoaic Spera 
Library 0 Hobo sapiens genoaic done Plate=3187 Co I =1 6 Row=C, gen 
oaic survey sequence. //7. 1 e-95: 494: 95//AQ1S5885 
F-NT2RP2005890//Nouse oncogene (ect2) aRNA. complete cdS.//2. 7e-3 
2 : S60 : 66//L1 1 31 S 

F-NT2RP2005901//H. sapiens CpG island DMA genoaic Nsel fragaent, cl 
one 15b5. reverse read cpg15b5. rtl a. //0. 0026:66: B4//Z54729 
F-NT2RP2005908//Hoao sapiens 12q13. 1 PAC RPCI3-197B17 (Roswell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //6. 4e-49: 
481 : 75//AC004241 

F-NT2RP2005933//Rattus norvegicus nucteoporin p54 aRNA. coaplete c 
d*.//6.6e-61 : 657 :73/Al6 3840 

F-NT2RP2005942//H. sapiens PAP aRNA.//!. 6e-46:618:67//X76770 
F-NT2RP2005980//Hoao sapiens chroaosoae 17, clone hRPC. 1081_P_3, c 
oaplete sequence.//!. Oe-48: 533: 71//AC005207 

F-NT2RP2006023//HS_3048_AI_A1 1_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate=3048 Col =21 Row=A, gen 
oaic survey sequence. //2. Ie-2S : 167: 9I//AQ1 26553 
F-NT2RP2006038//CI T-HSP-384K4.TR CIT-HSP Hobo sapiens genoaic cion 
e 384K4, genoaic survey sequence. //3. 9e-06: 102: 74//BS1 91 2 
F-NT2RP2006043//Huaan intercr ine-aipha (hi RH) aRNA, coaplete cds./ 
/I. 9e-05:418:59//U19495 

F-NT2RP2006052//Peroayscus polionotus aaaobates dinucleotide atcro 
satellite PpaSS. //0. 0035: 226: 65//AF0I6861 

F-NT2RP2006069//Huaan HepG2 partial cDNA, clone had3g02aS.//3. 9e-1 

1: 121 :8S//D1 7047 

F-NT2RP2006071 

F-NT2RP2006098//Hoao sapiens chroaosoae 21q22.2. cosaid D13C2, coa 
plete sequence. //0. 46:264: 59//AF027207 

F-NT2RP2006100//Huaan Chroaosoae X. coaplete sequence.//3. 2e-94:48 
8: 9S//AC004073 

F-NT2RP2006 1 03/ /H$_22 54_A2_D02_NR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2254 Co I =4 Row=G, geno 
aic survey sequence. //S. 7a-27: 156: 96//AQ1 29602 
F-NT2RP20O6 1 06//Huaan Chroaosoae It pac pOJ1173a5, coaplete sequen 
ce. //1 . 2e-62 : 655 : 71//AC000378 

F-NT2RP200S141//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone S37K23. WORKING DRAFT SEQUENCE. //I. 2e~69: 316: 98//AL0344 
05 

F-NT2RP20061 66//Hoao sapiens chroaosoae 4 clone 83218, coaplete se 
quence.//3. 1 e-45:387: 8 I//AC00406 3 

F-NT2RP2006184//Cricetulus gr iseus beta-1, 6-N-acety Iglucosaainyl tr 
ansferase Lec4A ceil line point autant aRNA, coaplete cds. //0. 99:1 
1 1 : 73//U62587 

F-NT2RP2006186//Hoao sapiens aRNA for KIAA0654 protein, partial cd 
S.//7. 8e-l 13:567 :96//AB0t4554 

F-NT2RP2006196//Hoao sapiens clone DJ1 189006. coaplete sequence.// 
2. 8e-28 : 71 8: 62//AC005232 

F-NT2RP2006200/ /Hoao sapiens chroaosoae I2p13.3 clone RPCI1-96H9, 
WORKING DRAFT SEQUENCE. 66 unordered pieces.//6. Se-83: 239: 94//AC00 
6057 

F-NT2RP2006219//H. sapiens aRNA for DGCR6 protein. //I. 4e-1 16:618:93 
//X96484 

F-NT2RP2006237//C I T-HSP-2300P9.TR ClT-HSP Hoao sapiens genoaic clo 
no 2300P9, genoaic survey sequence. //2. Oe-1 8: 1 18: 97// AQ01 2480 
F-NT2RP2006238//Rattus norvegicus CTD-binding SR-like protein rA8 
aRNA, coaplete cds.//7.6e-102:635:86//U49055 

F-NT2RP2006258//RPC1 1 1-9N9. TP RPCI-1 1 Hoao sapiens genoaic clone R 
PCI-1 1-9N9, genoaic survey sequence. //8. 6e-0$: 181 :63//B71 615 
F-NT2RP2006261//H. sapiens aRNA tor ser ine/threonina protein kinase 
ENX. //0. 44: 1 1 1 : 71 //X97630 

F-NT2RP2006275//Pseudorabi es virus UL[5. 6, 7, 8, 8. 5, 9, 10, 1 1, 12, 1 3] g 
enes. //2. 0e-05 : 501 : 59//X972S7 

F-NT 2RP20063 1 2//Hoao sapiens BAF57 (BAF57) gene, coaplete cds.//2. 
7a-l 38: 679:97//AF035262 

F-NT2RP2006320//P. falciparua pfadrl gene.//0.00013:425:60//X56851 
F-NT2RP2006 321 //Hoao sapiens DNA froa chroaosoae 19, BAC 33152, co 
aplete sequence. //4. 1 e-1 9: 545: 62//AC003973 

F-NT2RP2006323//Huaan DNA sequence **t SEQUENCING IN PROGRESS ttt 
froa clone 745114. WORKING DRAFT SEQUENCE. //8. 9e-18: 1 31 : 90//AL0335 
32 

F-NT2RP2006333//Hoao sapiens PAC clone OJ0808A01 froa 7q21.l-q31. 

1. coaplete sequence. //6. 2e- 125: 602: 98//AC004893 
F-NT2RP2006334//Hoao sapiens chroaosoae 19. cosaid R27139, coaplet 



e sequence. //2. 1 e-06 : 241 : 65//AC00551 4 

F-NT2RP2006365//Fugu rubripes GSS sequence, clone 17IKlSaCS. genoa 
■ c survey sequence. //7. 8e-06: 148: 70//AL029590 
F-NT2RP2006393//Huaan DNA sequence froa clone 80119 on chroaosoae 
6p21. 31-22. 2 Contains genas and pseudogenes for olfactory recepto 
r-like proteins, STS. GSS. coaplete sequence. //6. Be-06:1 67:70// ALO 
22727 

F-NT2RP2006436//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone T313F4, CORKING DRAFT SEQUENCE. //4. 2e-92: 363 84//AL023 8 
08 

F-NT2RP200644I 

F-NT2RP2006454//$equence 8 froa Patent W09517522.//2. 9e-06: 180:66/ 

/A4S338 

F-NT2RP2006456 

F-NT2RP2006464//Hoao sapiens aRNA for AND-1 protein. //3. 4e-148: 54 
5: 98//AJ006266 

F-NT2RP2006467//Sus scrota Igtt heavy chain gene, sai tch region ana 
exons encoding chl-cha and secretion doaains, partial cds. //0. 06 
1 : 201 S6//U50I49 
F-NT2RP2006472 

F-NT2RP2006534/ /Huaan DNA sequence froa clone 272E8 on chroaosoae 
Xp22. 13-22. 31. Contains a pseudogene siailar to NDN2-Like PS3-bind 
ing protein gene. Contains STSs, CSSs and a CA repeat polyaorphis 
a, coaplete sequence. //8. 8e-10: 273:66//Z93929 
F-NT 2RP2 006 5S4//Husan DNA aisaatch repair protein hoaolog (hNLHl) 
gene, exon 6.//0.71 :!74;59//U40965 

F-NTZRP2006S65//Hoao sapiens secretory carr rer-associated membrane 
protein (SCAMP) aRNA. coaplete cds. //6. 6e-1 14: 669: 90//AF038966 
F-NT2RP2006571 //Rabbi t cytochrome P-450 isozyae 2 (type 02) aRNA. 
coaplete cds, clone 82-1. //6. Oe-26: 503: 63//N20855 
F-NT2RP2006573//Nol luscua contagiosua virus subtype 1. coaplete ge 
noae . //0. 44 : 1 34 : 7 1 //U603 1 5 

F-NT2RP2006598/ /Huaan 6 RCA 2 region. aRNA sequence CG033.//5.Oe-16: 
140: 85//U50S37 

F-NT2RP3000002//»**ALU WARNING: Huaan Alu-Sc subfamily consensus s 
equence. //3. 8e-32 : 214: 89//U14571 

F-NT2RP3000031 //Hoao sapiens aRNA for histone deacetylase-l ike pro 
te i n ( JN21 ) . //5. 8e-1 36 : 637 : 98//AJ0 1 1 972 

F-NT2RP3000046/ /Bov i no herpesvirus type 1 early-intermediate trans 
cription control protein (BICP4) gene, coaplete cds. //S. 4e-05:57l : 
60//L 14320 
F-NT 2RP3000047 

F-NT2RP3000050//Figure 2. Nucleotide and translated protein sequen 
ces of HPF1 , -2. and -9.//1.0e-67:626:74//N27877 
F-NT2RP3000055//Genoaic sequence froa Huaan 9q34, coaplete sequenc 
e. //3 . 5e- 1 0 : 3 94 : 64//ACOO 1 2 27 , 

F-NT 2 RP3 000068 

F-NT2RP3000072//Hoao sapiens BAC clone RG290G13 froa 7q21. coaplet 
e sequence. //1 . 0: 301 : 61//AC004746 

F-NT2RP3000080//Huaan DNA sequence ttt SEQCENC I NG IN PROGRESS *** 
from clone 102D24, WORK I NG DRAFT SEQUENCE. //I. 9e-44: 297: 79//AL02 13 
91 

F-NT2RP3000085//Arabidopsis thaliana 3-aethy I crotonyi-CoA carboxyl 
ase precursor aRNA, coaplete cds. //4. 5e-33: 528: 65//U1 2536 
F-NT2RP3000092//RPC 1 1 1 -22M5. TV RPCI-1 T Hoao sapiens genoaic clone 
RPCI-11-22N5, genoaic survey sequence. //3. 3e-27: 157: 97//B84237 
F-NT2RP3000109//Arabidopsis thal iana t-aaino-1 -cyctopropanecarboxy 
late synthase (ACS 5) gene, coaplete cds.//0. 92: 185:64/A29260 
F-NT2RP30001 34//Hoao sapiens PAC clone DJ0905J08 froa 7p12-pl4, co 
aplete sequence. //1. 2e-1 12: 286 :89//ACOOS1 89 

F-NT2RP30001 42//Hoao sapiens aRNA for KIAA0592 protein, partial cd 
S.//9. Oe-1 81 : 849: 98//AB01 1 164 

F-NT2RP30001 49//Hoao sapiens chroaosoae 17, clone hRPK. 264_B_14, 
coaplete sequence. //4. 2e-24: 1 S5 : 94//AC005884 

F-NT2RP30001 B6//Huaan DNA sequence *** SEQUENCING IN PROGRESS ttt 
froa clone 500LI4, WORKING DRAFT SEQUENCE.//7. 2e-43: 269: 8I//AL0235 
83 

F-NT2RP30001 97/ /Hoao sapiens interleukin 9 receptor (IL9R) pseudog 
ene, exons l-9.//0.098:405:S7//L39063 

F-NT2RP3000207//Drosophi la aelanogaster DNA sequence (Pi DS00164 
(D269)) . complete sequence. //0. 96: 608: 55//AC0O471 6 
F-NT2RR3000220 

F-NT2RP3000233//Hoao sapiens actin binding protein NATVEN aRNA, co 
aplete cds. //2. Oe-1 8: 509 : 58//AF059569 

F-NT2RP3000Z3S//Mouse Cosaid aaS3a016 froa 14D1-02, coaplete seque 
nee. //3. Se-05: 224: 65//AC004101 

F-NT2RP3000247//Huaan aRNA for KIAA0218 gene, coaplete cds.//2.1e- 
109:691 86//D86 972 

F-NT2RP300D25l//Caenorhabd i tis elegans cosaid ZK930, coaplete seau 
ence. //0. 20:119: 68//Z702 1 3 
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F-NT2RP30002$2//Hoao sapiens cosaid 1F1. coaplete sequence. //9. 8e- 

78:174:«8//AF0SS393 

F-NT2RP300Q255 

F-NT2RP300Q267 

F-NT2RP3Q0Q299//Nus ausculus Crk-associated substrate (Cas-b) aRN 
A, coaplete cds.//S. 9e-48:374:82//U48853 

F-WT2RP3000312//Frui t fly (D. aelanogaster) Glued aRNA. coaplete cd 
S.//4. 9e-22 : 583 : 63// J02932 

F-NT2RP3000320//RPC 1 1 1 -36J 1 . TP RPC I -11 Hoao sapiens genoaic clone 
RPC1-1 1-36J1. genoaic survey sequence. //4.4e-06: 87 :88//AQ0471 07 
F-NT2RP3000324//Rit tus norvegicus potass iua channel regulator 1 aR 
NA, coaplete cds.//5.Se-26:283:79//U7BQ90 

F-NT2RP3000333//Huaan DMA sequence tee SEQUENCING IN PROGRESS tee 
froa clone 973M2. WORKING DRAFT SEQUENCE. //1 . 0: 309: 60//AL03 353 3 
F-NT2RP300034I//Hoao sapiens DNA sequence froa PAC 9SC20 on chroao 
soae Xpll . 3-11. 4. Contains STSs and the DXS7 locus aith GT and GTG 
repeat polyaorphisas. coaplete sequence. //6. 7e-42: 485: 74//Z97 1 81 
F-NT2RP3000348 

F-NT2RP3000350//Hoao sapiens cosaid 1 FI , coaplete sequence. //3. 4e- 
79: 174: 88// AF 065393 

F-NT2RP30003S9//8ov i ne ai tochondr i a I GTP : AMP phosphotransferase aR 
NA. coaplete cds.//2.2e-127:815:85//N25757 

F-NT2RP3000361//Schi zosaccharoayces poabe DNA for pre-aRNA spticin 
g factor, coaplete cds.//Q. 0075:288: 5B//D83743 

F-NT2RP3000366//Nus ausculus ras-related protein (rab!8) aRNA. coa 
p I e t e cds . //7. 1 e- 1 34 : 693 : 94//L04966 

F-NT2RP3000393//Rat tus norvegicus aRNA for GABA-B R2 receptor. //0. 
049: 308:60//AJ01 1318 

F-NT2RP3000397//S. cerevis iae chroaosoae VII reading fraae ORF YGL1 
20c. //0. 00012:441: 58//Z72642 

F-NT2RP300Q403//Hoao sapiens forain binding protein 21 aRNA. coapl 
ete cds. //5. Oe- 1 74: 841 : 97//AF071 1 85 

F-NT2RP300041t//Hoao sapiens chroaosoae 17. clone hRPK. 1053_B_8, 
coaplete sequence. //7. 9e-S3:817:68//AC006083 

F-NT2RP3000433//Huaan DNA sequence see SEQUENCING IN PROGRESS tea 
froa clone 862K6, WORKING DRAFT SEQUENCE. //6. 1e-31 : 590: 63//AL031 68 
I 

F-NT2RP3000439//Fugu rubripes GSS sequence, clone 07SE22aB10. geno 
aic survey sequence. //4. Oe-1 9: 169: 81//AL026471 
F-NT2RP300044 1//Huaan DNA sequence froa PAC 93H18 on chroaosoae 6 
contains ESTs heterochroaatin protein HPtHs-gaaaa pseudogene. STS 
and CpG i s I and. //2. 4e-41 : 459 : 65//Z84488 

F-N72RP3000449//Huaan DNA sequence tee SEQUENCING IN PROGRESS tee 
froa clone 1018D12. WORKING DRAFT SEQUENCE. //I . I e-100: 365: 87//AL03 
1650 

F-NT2RP30D0451//HS_2024_A1_£10_T7 CIT Approved Huaan Genoaic Soera 
Library D Hoao sapiens genoaic clone Plate=2024 Col=19 Row=l, gen 
oaic survey sequence. //0. 01 1 : 367: 57// AQ229420 

F-NT2RP30004S6//CIT-HSP-2338PS.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2338PS, genoaic survey sequence. //I. Se-89: 458: 96//AQ0SS548 
F-NT2RP3000464//Huaan DNA sequence eee SEQUENCING IN PROGRESS tea 
froa clone 90L6. WORKING ORAFT SEQUENCE. //0. 043 : 147: 70//Z97 3 53 
F-NT2RP3000487//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one llbll, forward read cpgllbll. f t1a.//1. 7e-11 : 96 : 92//Z64440 
F-NT2RP300051 2//Huaan H0X2G aRNA froa the Ho«2 locus.//#. 7e-l7: 10 
9: 97//X 16667 

F-NT2RP30QQ526//Hoao sapiens full length insert cDNA clone YZ38EQ 
4.//4. te-30: 283: 76//AF 086071 

F-NT2RP3000S27//Huaan aRNA for KIAA0211 gene, coaplete cds.//2. Se- 
34: 706 : 63//D86966 

F-NT2RP300053I//Kus ausculus iaaunosuper faai ly protein BI2 aRNA. c 
oaplata cds. //I. 9e-l4:22Q:70//AF061 260 

F-NT2RP3000542//Huaan Chroaosoae 1 tpt 1 . 2 PAC clone p0J404a1S. coap 
late sequence. //0. 00019:361 :60//AC002554 

F-NT2RP3000561//Hoao sapiens PAC clone 0J0942M6 froa 7ql1. coap I e 

te sequence. //9. Oe-1 71 :827:98//AC00601 2 

F-NT2RP3000562 

F-NT2RP3000578//F. rubripes GSS sequence, done 013G07cE7, genoaic 
survey sequence. //I. 7e-25:284:74//AL01l271 

F-NT2RP3000582//CI T978SK-A-56H4. TP CIT978SK Hoao sapiens genoaic C 
lone A-56H4, genoaic survey sequence. //5. 8e-07: 239: 66//B73S97 
F-NT2RP3000584 

F-NT 2RP 3000 5 90//H. sapiens CpG island ONA genoaic Nsel fragaent. cl 
one 17Qd7, forward read cpg170d7. f t1a.//3.0e-22: 128: 100//Z59723 
F-NT2RP3000582//CI T-HSP-2288J7.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2288J7. genoaic survey sequence. //2. 2e-78: 382: 98//B98868 
F-NT2RP300059I//CI T-HSP-2375J10.TR CIT-HSP Hoao sapiens genoaic cl 
one 237SJ10, genoaic survey sequence. //0. 00076: 143:67//AQI09305 
F-NT2RP3000599//Caenorhabdi t is elegans cosaid T19B10, coaplete seq 
uence. //1 . 2e-l 3 : 295 : 66//Z74043 
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F-NT2RP3000603//Bov i ne herpesvirus type 1 ear ly-interaediate trans 
cription control protein (BICP4) gene, coaplete cds. //0. 37: 520: 57/ 
/L 1 4320 

F-NT2RP300060S//Hoao sapiens chroaosoae 19. cosaid F20900. coaplet 
e sequence. //8. Be- 1 55 : 526 : 97//AC006 1 28 

F-NT2RP3000622//H5_32I 3_A2_D02_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3213 Ccl=4 Ro»=G. geno 
aic survey sequence. //4. Ie-29:238:8S//AQ17S104 
F-NT2RP3000624//Hoao sapiens clone OJ0800G07. coaplete sequence.// 
0. 47 : 75 : 80//AC004890 

F-NT2RP300062B//Huaan DNA sequence froa clone S81F12 on chroaosoae 
Xq21 . Contains Eukaryotic Translation Initiation Factor EIF3 P3S 
Subunit and 60S Ribosoaal protein L22 pseudogenes. Contains ESTs, 
coaplete sequence. //0. 078: 393: 58//AL031 31 3 

F-MT2RP3000632//Huaan zinc finger protein zfp6 (ZF6) aRNA. partial 
cds. //I . 4e-96 : 541 : 79//U7I 363 

F-NT2RP3000644//Hoao sapiens clone RG31SH11. WORKING ORAFT SEQUENC 
E. 5 unordered pieces. //5. 2e-46: 421 : 77// AC005089 
F-NT 2RP 3000661 

F-NT2RP3000665//Huaan DNA sequence froa clone 1191B2 on chroaosoae 
22q13. 2-13. 3. Contains part of the BIK (N8K, BP4, BIP1) gene for 
BCL2-interact ing killer (apoptosis- inducing), a 40S Ribososaal Pro 
tain S25 pseudogene and part of an alternatively spliced novel Acy 
I Transferase gene siailar to C. elegans C5002. 7. Contains ESTs. S 
TSs. CSSs, two putative CpG islands and genoaic Barker 022SHS1. c 
oaplete sequence.//!. 7e-1 1 : 292:6S//AL022237 

F-NT2RP300068S//H. sapiens aRNA tor novel protein.//2.4e-80:460:92/ 
/X99961 

F-NT2RP3Q00690//H. sapiens flow-sorted chroaosoae 6 Taql fragaent. 
$C6pA1 0F6. //1 . 0 : 1 41 : 65//Z77872 

F-NT2RP3000736//Huaan aRNA for KIAA0140 gene, coaplete cds.//6.le- 
20:127 96//D50 930 

F-NT2RP3000739//Rattus norvegicus golgi peripheral eeabrane protei 
n p65 (GRASP65) aRNA. coaplete cds.//1. 1e-46:622:67//AF01S264 
F-NT2RP3000742//Rat tus norvegicus phospholipase C delta-4 aRNA, co 
aplete cds.//4. 7e-37: 429 :70//Ul 6655 
F-NT2RP3000753 

F-NT2RP30007S9//Caenorhabdi tis elegans cosaid YS7C11C. coaplete se 
quence. //2. 8e-38: 519:69//Z99281 

F-NT2RP30008t5//HS_2237_A2_DI2Jff CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2237 Col=24 Row=G. gen 
oaic survey sequence. //0. 79: 1 SI :61//AQ0672S2 

F-NT2RP300082S//Caapanula raaosa chloroplast NADH dehydrogenase (n 
dhF) gene, coaplete cds.//0. 36: 378: 58//L39387 

F-NT2RP3000826//Suid herpesvirus 1 Kaplan glycoprotein L (UL1) and 
uracil-DNA glycosylase (UL2) genes, coaplete cds, and (UL3) gene, 
partial cds. //0. 0025:291 : 62//U0251 3 
F-NT2RP3000836//Mouse coapleaent factor H-related protein aRNA. co 
aplete cds. clone 9C4.//0.69:S63:S7//M29009 

F-NT2RP3000841 //Huaan DNA sequence froa PAC 121G13 on chroaosoae 6 
contains flow sorted chroaosoae 6 Hindi 1 1 fragaent ESTs. polyaorp 
hie CA repeat. CpG island, CpG island genoaic f ragaents. //2. le-46 : 
666 : 68//Z86062 

F-NT2RP300084S//Hoao sapiens chroaosoae 19, cosaid R31237. coaplet 
e sequence. //3.4e-92:1 93 :93//ACOOS58l 

F-NT2RP3000847//Huaan HepG2 3’ region cONA, clone hadSd02.//3.4e-3 
2:261 : B1//D1 6938 

F-NT2RP 30008 50//Hoao sapiens clone RG271G13. WORKING ORAFT SEQUENC 
E. 7 unordered pieces. //5. le-44: 358:8 1//AC005082 
F-NT2RP30008S2//Hoao sapiens DNA sequence froa PAC 117P20 on chroa 
osoae lq24. Contains the LNHR (SELL) gene coding for Lyaph Node Ho 
aing Receptor (L-Selectin precursor. LAN-1 Leukocyte Adhesion Note 
cule. Leukocyte surface antigen Leu-8. TQ1, GP90-NEL. LECANI Leuko 
cyte-Endothel ill Cell Adhesion No I ecu I e I. CD62L). Contains the SE 
LE gene coding for E-Selectin precursor (CD62E, ELAN-1 Endothelial 
Leukocyte Adhesion No I ecu I e I, LECAN-2 Leukocyte-Endothelial Cell 
Adhesion Nolecule 2). Contains an unknown gene with hoaology to 
predicted yeast, plant and wora proteins. Contains ESTs and STSs. 
coaplete sequence. //A. 4e-l23: 1 50.98//AL021940 

F-NT2RP3000859//TI9N2TF TAMU Arabidopsis thaiiana genoaic clone T l 
M2, genoaic survey sequence. //0. 016: 185: 65//B6083I 
F-NT2RP3000865 

F-NT2RP300086B//Huaan ovarian cancer down r egu I a t ed ayosin heavy ch 
ain hoaolog (Docl) aRNA, coaplete cdi.//2.0e-29:766:60//U53445 
F-NT2RP3000869//H. sapiens gene for plectin.//!. t e- 1 2 : 700: 60//Z5436 
7 

F-NT2RP3000875//HS_2236_B1_G10_WF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2236 Co 1 = 19 Row=N. gen 
oaic survey sequence. //0. 98: 1 S3 :6B//AQ1 54007 

F-NT2RP3000901//Huaan herpesvirus 2 glycoprotein B precursor (UL2 
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7) gene, coapiete cds.//0. 44: 21 3: 65//AF021 340 

F-NT2RP3000904//Rat Nit channel aRNA, 3' end.//3. 6e-106: 505: 99//M2 
7223 

F-NT2RP3OO0917//Mouse aRNA for Ohal protein, coapiete cdl.//3. la-1 
32:691 :93//D385!7 

F-NTZRP30OO91 9//Rattus norvegicut golgi peripheral aeabrane protai 
n p65 (GRASP65) aRNA, coapiete cds. //I. 2e-97: 585: 88//AF0 15264 
F-NT2RP3000968//Huaan Chroaosoae 16 BAC clone CIT987SK-A-234F9. co 
aplete sequence. //5. 8e-70: 181 :B9/AI91326 

F-NT2RP3000980//R. norvegicus CYP3A1 gene, 5' flanking region. //6. I 
e-26 : 507 : 66//X98335 

F-NT2RP3000994//HS-1Q49-B2-F03-MF. abi CIT Huaan Cenoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate-CT 771 Col=6 Row=L, genoaic 
survey sequence.//!. Se- 22: 1 28: 100//B39S29 
F-HT2RP300I004//H. sapiens CpG island DMA genoaic Msel fragaent, cl 
one 39cl, reverse read cpg39c1. rt1a.//5. 9e-27 : 150:99//Z60925 
F-NT2RP3001 007//Hoao sapiens clone KHQ319F03, NORKING DRAFT SEQUEN 
CE. 3 unordered pieces. //Q. 11:610 : S7//AC006039 
F-NT2RP30Q1055//Drosophi la aelanogaster : Chroaosoae 2R: Region 47F 
1-47F7; PI clone OS02304, WORKING ORAFT SEQUENCE. 5 unordered piec 
es.//1. 8e-23:3S2:67//AC00S6S3 

F-NT2RP300I057//H. sapiens HZF4 aRNA for zinc finger protein.//1. 4 
e-49 : 437 : 77//I78927 

F-NT2R P300 1081/ /Hoao sapiens RCCI-like G exchanging factor RLC aRN 
A. coapiete cds.//8.4e~60:534:74//AF060219 

F-NT2RP3001084//Hoao sapiens aRNA for KIAA0782 protein, partial cd 
s. //1. 2e-1 4: 474: SO// ABO 18325 

F-NT2RP3001096//CIT-HSP-230SP8.TF CiT-HSP Hoao sapiens genoaic clo 
ne 2305P8, genoaic survey sequence. //3. 4e-37: 222: 93// AQ021 278 
F-NT2RP3001 107//Huaan aRNA for KIAA02IS gene, coapiete cds.//8.Se- 
33:712:64//D86969 

F-NT2RP3001 109//Huaan Chroaosoae 15q26. I PAC clone pDJ457j11 conta 
ining DNA polyaerase gaaaa (polg) gene, coapiete sequence. //2. 7e-l 
16:I86:99//AC0053I7 
F-NT2RP30D1 111 

F-NT2RP3001 1 13//Huaan DIIA sequence froa cosaid U157D4, between aar 
kers DXS366 and DXS87 on chroaosoae X.//2. 4e-OS:702:58//Z68871 
F-NT2RP3001 1 1 S//Hoao sapiens PAC clone OJ090SJ08 froa 7p12-pl4, co 
aplete sequence.//!. 9e- 1 70: 821 : 98//AC005 189 

F-NT2RP3001 1 1S//H$_3075_AI_F0I_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=>3075 Co 1 = 1 Row=K, geno 
aic survey sequence. //7. 3e-49: 290: 92//AQ120S81 

F-NT2RP3001 1 19/ /Huaan ONA sequence froa clone 612B18 on chroaosoae 
1q24-25.3 Contains exon froa gene siailsr to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (DYNM). ESTs. STS, GSS, CpG Isl 
and. coapiete sequence. //1.4e- 1 21 : 598: 97//AL03 1864 
F-NT2RP3001 !20//Huaan zinc finger protein ZNF1 36.//7. 4e-76:687: 75/ 
/U09367 

F-NT2RP3001 126//Bovine herpesvirus type 1 DNA for UL36, UL37, UL3 
8. UL39. UL40 and UL41.//6.8e-05:344:64//Z49078 
F-NT2RP3001 1 33//Nephi la clavipes ainor aapullate silk protein MiSp 
1 aRNA. partial cds.//0. 00021 : 529: 60//AF027735 

F-NT2RP3001 140//Hoao sapiens aRNA for KIAA0762 protein, partial cd 
S.//3. $ e-1 79:851 :98//AB01 8305 

F-NT2RP3001 147//RPCI 1 1-3N16. TP RPC I -I I Hoao sapiens genoaic clone 
RPCI-1 I-3M16. genoaic survey sequence. //2. 1 e-1 5: 106 : 96//B48859 
F-NT2RP3001 I 50//Huaan DNA sequence MS SEQUENCING IN PROCRESS »*» 
froa clone 423B22, NORKING DRAFT SEQUENCE. //2.0e-1 59: 418: 95//AL034 
379 

F-NT2RP300I155//Hoao sapiens aRNA for AND-1 protein. //5. 1e-190:89 
1 : 98//AJ006266 

F-NT2RP3Q01 176//Huaan DNA sequence froa clone 879K22 on chroaosoae 
1q32. 1-41 Contains GSS, coapiete sequence.//!. le-69: 207: 97//AL034 
351 

F-NT2RP300I214//Plasaodiua falciparua 307 chroaosoae 12 PFYAC88-62 
8 genoaic sequence, WORKING DRAFT SECRJENCE, 9 unordered pieces.// 
0. 16:475: 58//AC005507 

F-NT2RP300 1 2 1 6//Hoao sapiens clone DJ063S005. WORKING DRAFT SEQUEN 
CE, 7 unordered pieces. //3. 3e-05: 561 : 56//AC004845 
F-NT2RP3Q01 221 

F-NT2RP3001232//Mouse aRNA for serine proteese PC6, coalete cds.// 

1 . Oe-I I : 1 20: 87//D1 2619 

F-NT2RP3001236 

F-NT2RP3001 239//Nouse NAP IB aRNA for MAP IB aicrotutmle-associated 
protein. //3. 9a— 1 • : 501 : 6 1 //NS 1 396 

F-NT2RP300124S//CI TBI-E1 -2505C1 . TF. I CITBI-E1 Hoao sapians genoaic 
clone 2505CI. genoaic survey sequence. //8. Se- 70: 337: 100// AQ2420O7 
F-NT2RP30012S3//CI TBI-E1-2505N14.TR C1TBI-E1 Hoao sapiens genoaic 
clone 2S0SN14, genoaic survey sequence. //0. 83: 235: 60//AQ260430 
F-NT2RP300!260//Hoao sapiens aRNA for KIAA0726 protein, coapiete c 
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ds.//3. 8e-47 : 761 :64//AB01 8269 

P-NT2RP3001268//Hoao sapiens zinc finger protein (HZF6) aRNA, S' U 
TR and partial cds. //2. 3e-64:6l8: 72//AF0275I3 

F-NT2RP3001 272//Nus ausculus aRNA for aacrophage act in-associated- 
tyros i no-phosphor y I a ted protein. //2. 6e-99:669:83//YI8l0l 
F-NT2RP3Q01274//Huasn ABL gene, exon 1b and intron 1b. and putativ 
e M8604 Net protein (M8604 Net) gene, coapiete cds. //0. 99:400: 58/ 
/U0756I 

F-NT2RP3 00 1281 //Hoao sapiens chroaosoae 17. clone hRPK. 3I8_A_1S, c 
oaplete sequence. //S. 9e-39 : 304: 70//AC005837 

F-NT2RP3001297//Huaan aRNA for KIAA0281 gene, coapiete cds.//7. 6e- 
47 : 544 : 69//D874S7 

F-NT2RP3001 307//Aabys toaa tigrinua RPE6S protein aRNA. coapiete cd 
s. //I. 4e-27: 547:63//AF047465 

F-NT2RP3001 31 8//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC1122 
genoaic sequence. WORKING DRAFT SEQUENCE, 3 unordered pieces. //Q. 0 
0022: 624 : 60//AC004709 

F-NT2RP3001 32S//Caenorhsbd i t i s elegans cosaid F36HI 2. //0. 25:523:59 
//AF07879Q 

F-NT2RP3001338//Huaan aRNA for KIAA0211 gene, coapiete cds.//5.1e- 
29 : 345 . 73//OB6966 

F-NT2RP300!339//Rattus norvegicus aytonic dystrophy kinase-related 
Cdc42-binding kinase (NRCX) aRNA, coapiete cds.//1.2e-1Sl :821 : 91 / 
/AF02193S 

F-NT2RP3001 340//Hoao sapiens HBG box factor SOX-13 aRNA. coapiete 
cds. //5. 3e-27: 247 : 81//AF083 1 05 

F-NT2RP3001355//Hoao sapiens Chroaosoae 22q1l. 2 BAC Clone 77h2 In 
CES Region. WORKING DRAFT SEQUENCE. 7 unordered pieces. //2. le-16: 1 
30 : 76//ACOOOOS2 
F-NT2RP300 1356 
F-NT2RP3001374 

F-NT2RP3001 383//Hoao sapiens DNA sequence froa PAC 140C12 on chroa 
osoae 6q26-q27.//0. 00082: 365: 61 //AL008628 

F-NT2RP3001 384//Hoao sapiens HRIHFB2018 aRNA, partial cds.//6.4e-1 
57:7 43 : 98//AB01 S3 32 

F-NT2RP3001 392//Huaan DNA sequence froa PAC 302D9 on chroaosoae 22 
qll. 2-qter. Contains STS, coapiete sequence. //0.045:359:61//Z82198 
F-NT2RP3001396//Drosophi la aelanogaster DNA sequence (PI DS08860 
(D 1 81)), coapiete sequence.//!. 3e-l6: 336: 65//AC004296 
F-NT2RP300I398//Mus ausculus zinc finger protein (2fp64) aRNA, coa 
plete cds. //3. 1 e-1 00: 71 1 : 82//U49046 

F-NT2RP3001 399//Hoao sapiens PAC clone DJI106E03 froa 7q31.3-7q3. 
coapiete sequence. //S. 4e-20:24S:73//AC00SS2l 

F-NT2RP3001407//RPCI1 1-41A20.TP RPC 1-11 Hoao sapiens genoaic clone 
RPCI-1 1 -41 A20, genoaic survey sequence. //0. 051 :306:59//AQ029031 
F-NT2RP3001 420//Huaan DNA sequence froa PAC 12409 on chroaosoae 6q 
21. Contains 0MAJ2 (HDJ1) like pseudogene. ESTs. STSs and CSSs.// 
0. 90: 1 70:6S//AL021327 

F-NT2RP3001 426//Huasn DNA sequence #** SEQUENCING IN PROGRESS •*» 
froa clone I26A5, NORKING DRAFT SEQUENCE. //2.9e-89: 138: 98//AL031 44 
7 

F-NT2RP3001 427//C I T-HSP-2302H24. TF CIT-HSP Hoao sapiens genoaic cl 
one 2302H24, genoaic survey sequence. //8. le-36 : 21 2: 94//AQO20997 
F~NT2RP3001428//Huaan nuclear pore coapl ex-associated protein TPR 
(tpr) aRNA. coapiete cds.//8. 5e-73:431 :9l//U6966B 
F-NT2RP3001432//HS_3032_BI_A03_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Platea3032 Col=5 Ro»=B. geno 
aic survey sequence. //0. 00024: 111: 76//AQ0966I9 
F-NT2RP3001447 

F-NT2RP3001449//Huaan DNA sequence froa clone 283E3 on chroaosoae 
1p36. 21-36. 33. Contains the alternatively spliced gene for Matrix 
Metalloproteinase in the Feaale Reproductive tract NIFRI, -2. MNP? 
I/22A. -B and -C. a novel gene, the alternatively spliced CDC212 g 
ene for Cell Division Cycle 2-Like 2 (PITSLRE, pSB/CTA, Galactosyl 
transferase Associated Protein Kinase) beta 1. beta 2-1, beta 2-2 
and alpha 2-4. a 40S Ribosoaal Protein S7 pseudogene, part of the 
KIAA0447 gene, a novel alternatively spliced gene siailar to many 
(archie) bacterial, worn and yeast hypothetical genes, and the CN81 
gene for Guanine Nucleotide Binding Protein (C protein). Beta po< 
ypeptide 1 (Transducin Beta chain 1). Contains putative' CpG island 
s. ESTs. STSs and CSSs, coapiete sequence. f/l. le-105: 223 : 99//AL03? 
282 

F-NT2RP3001453//Ralstonia sp. E2 positive phenol-degradati ve gene 
regulator (poxR), phenol hydroxylase coaponents (pox A, poxB. poxC, 
poxD. poxE. poxF), and fer redoxin-l ike protein (poxG) genes, coap 
tete cds.//0. 75:349:59//AF026065 
F-NT2RP30014S7 
F-NT2RP3001459 

F-NT2RP300I472//Hoao sapiens Sox-like transcriptional factor aRNA, 
coapiete cds.//1 . 3e-08: 168:70//AF072836 
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F-KT2RP300I490 

F-NT2RP3001 495//Huaan ox idoreductase (HHCKASS) aRNA, coaplete cd*. 
//I . Oe-ZS : 1 SI :90//U1339S 

F-NT2RP3001497//Hoao sapiens mil tipi e aeabrane spanning receptor T 
RC8 (TRC8) aRNA, coaplete cds.//8. Se-171 :804:98//AF064801 
F-NT2RP3001 527//Huaan lyaphoid-speci f ic SPIOO hoaolog (LYSP10Q-A) 
aRNA. coaplete cds. //8:9e-1 40: 743: 9I//U36499 

F-NT2RP30Q1 529//Streptoayces griseus DMA tor ribosoaa protein L2l, 
ri bosoaal protein L27, Obg, coaplete cds.//2. 1e-l4:S17:59//D879l6 
F-NT2RP3Q01538//Capra hircus hi reus clone 12 RAPO PCR sequence, ge 
noaic survey sequence. //4.7e-0S: 2) 7 :63//AF078l7fi 
F-NT2RP300I5S4//Rat tus norvegicus aicrotubule-associated protein 1 
A HAP1A (lltap-l) aRNA, coaplete cds.//4. 3e-17:332:67//M31tS 
F-NT2RP300I S80//RPC1 1 1 -91 61 9. TV RPC 1 1 1 Hoao saoiens genoaic clone 
R-91E19. genoaic survey sequence. //4. 2e-l5: 1 10: 91//AQ2B1 332 
F-NT2RP300IS87//S. poabe chroaosoae II cosaid CI6H5.//6. 6e-28:491 :6 
4//AL022104 

F-NT2RP3001589//RPCI l I-68MI5. TK RPCI 1 1 Hoao sapiens genoaic clone 
R-68115. genoaic survey sequence. //8. 7e-l08: SI7:98//AQ237€29 
F-NT2RP300 J 607//Hoao sapiens Xo22 BAC CSH8-6Q0C8 (Cenoae Systeas H 
uaan BAG library) coaplete sequence. //1. 0e-09: 257: 6S//AC004674 
F-NT2RP3001608//Kethy lococcus capsulstus aethane aonooaygenase coa 
ponent A alpha chain, aethane aonooiygenase A beta chain and aetha 
ne aonooiygenase coaponent C genes, coaplete cds. //O. 59:480: 5 7//MS 
OOSO 

F-NT2RP300 1621 //Huaan ONA sequence froa clone 24o18 on chroaosoae 
6p2l.3l-22.2 Contains zinc finger protein pseudogene. VNO-type olf 
actory receptor pseudogene, nuclear envelope pore aeabrane protei 
n. EST. STS. GSS, coaplete sequence. //1. 8e-42: 278: 79//AL021 808 
F-NT2RP3001629 

F-NT2RP30OI634//Hoeo sapiens aRNA for Ariadne-2 protein. //I . Se-63: 
278 :97//AJ 130978 

F~NT2RP300I642//Caenorhabdi tis elegans cosaid F4SE6, coaplete sequ 

ence. //0. 018:127: 66//Z681 l 7 

F-NT2RP300I645 

F-NT2RP30Q167I//Hoao sapiens aRNA tor NSI-binding protein (MSI -BP 
).//3.4e-171 :816 : 98//AJ01 2449 

F-NT2RP3001 672//0rosoph i I a ae I anogas ter transcriptional repressor 
protein (Sea) aRNA. coaplete cds.//1.6e-J8:S42:66//U49793 
F-NT2RP3001676//MS_3090_B1_B04_T7 CIT Approved Huaan Genoaic Spare 
Library 0 Hoao sapiens genoaic clone Plate-3090 Co I =7 Row-D, geno 
aic survey sequence. //3. 1e-07: 333: 64//AQ1 23250 
F-NT2RP3001 678//Drosoph i la ael anogas ter: Chroaosoae 3L: Region 63C 
5-63D3 : PI clone 0S01859. fORKING ORAFT SEQUENCE, 6 unordered piec 
es. //I .0:539: S7//AC0043S8 

F-NT2RP300I 679//Hoao sapiens genoaic ONA of 8p2l.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-snail cell lung cancer , s 
egaent 3/1 1 . //2. 8e-130: 355: 9S//AB020860 

F-NT2RP300I688//Rat tus norvegicus glucocorticoid eodulatory eleaen 
t binding protein 2 aRNA, coaplete cds. //2. Ie-37:512:70//AF0S9273 
F-NT2RP3001690//C I T-HSP-2300P9.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2300P9. genoaic survey sequence. //2. 8e-1 9: 123: 95// AQOI 2480 
F-NT2RP3001898//Rat aRNA tor RhoGAP, coaplete cds. //9. 4e-11 : 167:74 
//DJI 962 

F-NT2RP3001708//H. sapiens CpG island DNA genoaic ilsel fragaent, cl 
one 4g7, reverse read cpg4g7. rtld.//l. 3e-l7: 1 1 3: 97//Z61 31 2 
F-NT2RP30017I2//1. bus cuius aRNA for HP1-BP74 protein.//2. 2e-95:60 
I : 8B//X99642 
F-NT2RP300I716 

FHIT2RP300I724//Hoao sapiens chroaodoaain-hel icase-ONA-binding pro 
tein aRNA. coaplete cds.//l.4e-IS9:S65:97//AF054177 
F-NT2RP3001727//Rat tus norvegicus iaplantation-associated protein 
(IAG2) aRNA, partial cds. //I . 7e-l 32: 786 : 88//AF0085S4 
F-NT2RP300I 73D//Huaan aRNA for KIAA0128 gene, partial cds.//3.9e-l 
04:811: 78//DS09I 8 

F-NT2RP3001 739//Hoao sapiens Chroaosoae 22ql1.2 PAC Clone p20la18 
In DGCR Region, coaplete sequence. //6. 5e-07 : 178: 69//AC000097 
F-NT2RP30017S2//Huaan ONA sequence froa clone 105016 on chroaosoae 
Xpll. 3-11.4 Contsins pseudogene siailar to laainin-binding protei 
n. CA repeat. STS, coaplete sequent e.//5. 2e-31 : 31 1 : 77//AL031 311 
F-*T2RP30017S3//Sequence 29 froa patent US 5658882. //0. 11 :51 3: 58// 
162381 

F-NT2RP3001764//Sequence 6 froa Patent 109706245. //6. 4e-47: 673: 66/ 
/A59888 

F-NT2RP3001777//Caenorhabdi tis elegans cosaid T10E10. //0. 078: 290:6 
3//U39644 

F-NT2RP30017B2//Hoao sapiens aRNA for KIAA0459 protein, partial cd 
s. //2. 8e-151:710: 98//AB007928 

F-NT2RP3 00 1 7 92//Mu s ausculus ayelin gene expression factor (KEF-2) 
aRNA, partial cds.//1. 2e-26: 213: 8S//U1 3262 
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F-NT2RP3001 799//Huaan ONA sequenca at* SEQUENCING IN PROCRESS *«a 
froa clone 469022. VORKIMC DRAFT SEQUENCE. //8. 4e-Sl : 168: 95//AL031 2 

84 

F-NT2RP3001819//S. glaucascens genes strU. strX. strV and str» for 
5’ -hydroxystreptoaycin production and transport pol ypept ides. //0. 0 
84:526: S8//X890 1 0 

F-NT2RP3001844//HS_3110_BI_E10_T7 CIT Approved Husin Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate»3110 Col=19 Row=J, gen 
oaic survey sequence. //1 . 5e-40: 232: 82//AQ140433 
F-NT2RP300I 854//P I asaod i ua falciparua 307 chroaosoae 12 PFYAC18I g 
enoaic sequence. fORKING DRAFT SEQUENCE. 8 unordered pieces. //0. I 
4:452: S8//AC005505 

F-NT2RP3001855//Vus ausculus hoaeobox protein PKNOXI (Pknoal) aRN 
A, coaplete cds.//2. 7e-39: 575 :67//AF06 1270 

F-NT2RP3001857//M. ausculus lex 292 aRNA (S' region). //8. 7e-07: 106:81 

//X 80434 

F-NT2RP3001896 

F-NT2RP3001898//Huaan ONA sequenca a** SEQUENCING IN PROGRESS aaa 
froa clone 163G9, fORKING DRAFT SEQUENCE. //0. 094:456: 60//AL008733 
F-NT2RP300I915//Caenorhabdi tis elegans cosaid C12D8. coaplete sequ 
ence. //0. 58:482: 56//Z73969 

F-NT2RP300I 926//PI asaodiua falciparua DNA aaa SEQUENCING IN PROGRE 
SS aaa froa MAL4P1 . fORKING ORAFT SEQUENCE. //0. 42: 401 : 58//AL034S57 
F-NT2RP3001 929//Hoao sapiens chroaosoae t6, cosaid clone RT102 (LA 
NL). coaplete sequence. //3. le-28: 263:77//AC00465l 
F-NT2RP3001 931 

F-NT2RP3001 938//CI T-HSP-2165E8. TR CIT-HSP Homo sapiens genoaic clo 
ne 2165E8. genoaic survey sequence. //3. 6e-24: 182 :91//B95475 
F-NT2RP30O I 943//Hoao sapiens aRNA for KIAA0675 protein, coaplete c 
ds.//1. 8o—165: 81 5: 96//ABOI4575 
F-NT2RP300I944 

F-NT2RP300I969//Hoao sapiens chroaosoae 12pl3.3 clone RPCI 1 1-3S0L 
7, fORKING DRAFT SEQUENCE. 72 unordered pieces. //4. 8e-62: 304:89//A 
C00S844 

F-NT2RP3001989//PI asaodiua falciparua strain 0d2 heat shock protei 
n 86 (HSP86) . 01 (ot). 03 (o3). 02 (o2). CG8 (cg8). CG4 (cg4), CG3 
(cg3). CG9 (cg9) , CGI (cgl). CG6 (cg6), chloroquine resistance ca 
ndidate protein (cg2). and CC7 (cg7) genes, coaplete cds.//8.2e-1 
0 : 564 : 60//AF030694 

F-NT2RP3002002//Huaan DNA sequence froa PAC 30601 on chroaosoae X 
contains ESTs.//2. 5e-57: 361 :80//283822 

F-NT2RP3002004//Sequenca 3 froa patent US 5798245. //1 . 6e-26: 104: ID 
0//ARD25386 

F-NT2RP3002007//Huaan Chroaosoae 15q)1-ql3 PAC clone pOJ223c9 froa 
the Prader-Vi H i /Angel nan Syndroae region, coaplete sequence. //0. 
0053: 633: SI//AC004 137 

F-NT2RP3002014//Drosophi la aelanogaster DNA sequence (Pis DS07528 
(0169) and DS06665 (D220)). coaplete sequence. //I. 3e-32: 334: 68//AC 
004640 

F-NT2RP3002033//H. sapiens DNA sequence. //0. 012:214:63//Z22493 
F-NT2RP3002045//Rat aRNA for alpha-c large chain of the protein co 
aplex AP-2 associated with cl athr in.//8. 7a-1 16: 711:86//X53773 
F-NT2RP3002054//Hycobac ter iua tuberculosis H37Rv coaplete genoae: 
segaenl 143/162. //1. 6e-12:613:6O//AL021841 

F-NT2RP30020S6//Huaan ONA sequence froa PAC 358H7 on chroaosoae X. 
//0. 17: 566 : 59//Z77249 

F-NT2RP3002057//Hoao sapiens clone NH0084N19. WORKING DRAFT SEQUEN 
CE. 30 unordered pieces. //3. 3e-24: 167: 82//AC005682 
F-NT2RP3002062 

F-NT2RP3002063//Rickettsi a proaazekii strain Kadrid E, coaplete ge 
noae; segaent 3/4. //0. 24: 508: 58//AJ2 35272 

F-KT2RP3002081//HS_2001_B1_E06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate°2001 Co 1 = 11 Row=J, gen 
oaic survey sequence. //9. 7e-22: 155: 90//AQ2 1 8494 
FHIT2RP3002097//Hoao sapiens Xp22-1S0 BAC GSHB-309P15 (Genoae Syst 
eas Huaan BAC Library) coaplete sequence. //9. Se-66 : 562 : 77// AC00621 
0 

F-NT2RP3002102//CIT-HSP-2307B10.T8 CIT-HSP Hoao sapiens genoaic cl 
one 2307B10. genoaic survey sequence. //S. 9e-16: 214: 74//AQ01 8040 
F-NT2RP3002108 

F-NT2RP3002 I 42//Koao sapiens Chroaosoae 16 BAC clone CIT987SK-A-31 
9E8, coaplete sequence. //7. 6e-29: 41 4: 68// AC004020 
F-NT2RP3002146//Pseudoaonas fluorescens polyketide synthase type I 
(pi tB) and polyketide synthase type I (pltC) genes, coaplete cds. 
//0. 96: 434: 60//AF003370 

F-NT2RP3002 1 47//Huaan ONA sequence *#* SEQUENCING IN PROGRESS «** 
froa clone 329F2, fORKING ORAFT SEQUENCE. //1 . 3e-63 : 380: 91//AL031 71 
0 

F-NT2RP3002 1 51 //Huaan chroaosoae 16pl3. 1 BAC clone CIT987SK-S51C9 
coaplete sequence. //9. 9e-60:315:80//U9S742 
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F-NT2RP3002163 

F-NT2RP3002165//ll.suscul us HCNGP aRNA. //1. 4e-W2:867:87//X68061 
F-NT2RP30021S6//Hoao sapiens chroaosoaa X, clone hCIT. 2O0_L_4, cob 
plete sequence. //O. 090 : 394: 59//AC0061 21 

F-NT2RP3002173//HS_3062_B1_G05_NF CIT Approved Huaan Gsnoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate=3062 Col»9 Roa=N. geno 
Bic survey sequence. //3. 3e- 101 : 509: 96//AQ1 932 19 
F-NT2RP3Q02 1 8 1 / /Hunan OKA sequence froa clone 24o18 on chronosoae 
Sp21. 31-22. 2 Contains zinc finger protein pseudogene, VNO-type olf 
actory receptor pseudogene. nuclear envelope pore aeabrane protei 
n. £$T, STS. GSS, cosplete sequence. //4. Se-106:432:84//AL02!808 
F-NT2RP3002244//Hoao sapiens chroaosoae 19. cosnid R27377. couplet 
e sequence. //0. 63: 353: 60//AC0053 21 

F-NT2RP3002248//H$_3029_A1 JJ10JIR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic done P1ate=3029 Col=19 Row=G. gen 
oaic survey sequence.//}. Se-10: 1 25: 79//AQ094880 
F-NT2RP30O2255//Bov i ne herpesvirus type 1 i aaedi date-ear I y transcr 
iptional control protein (BICP4) gene. S’ end. //5. 6e-09: 629: 59//U 
4321 

F-HT2RP3002273//cSRL-16SE12-u cSRL flow sorted Chroaosoae It speci 
fic cosaid Hoao sapiens genoaic clone CSRL-16SE12, genoaic survey 
sequence. //4. 9e-3S: 366 : 74//B03004 

F-NT2RP3002276//B. taurus aRNA for BIS subunit of NADH: ubiquinone 
ox i do reductase coaplex.//0.023:326:S0//X64898 

F-NT2RP3002303//Methanobacteriua theraoautotrophi cua froa bases 17 
2512 to 1 82957 (section 16 of 148) of the complete genome. //3. 8e-1 
2 : 643 : 57//AE0008 1 0 

F-NT2RP3002304//Plasaodiua falciparua 307 chroaosoae 12 PFYAC13B3 
genoaic sequence, VORKINC DRAFT SEQUEKCE. 3 unordered pieces. //I. 6 
e-09:490: 60//AC005S04 

F-NT2RP3002330//Huaan DMA sequence froa cosaid LS8b6, Huntington's 
Disease Region, chroaosoae 4pl6.3, containing STS aatches.//1.9e- 
93 : S72 : 88//Z49862 

F-NT2RP3002343//HS_3010_A2_B08JT7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30l0 Co I = 1 6 Ro*=C, gen 
oaic survey sequence. //9. 0e-75: 373: 97//AQ1 19068 
F-NT2RP30023S1//Huaan aRNA tor NAD-dependent aethylene tetrahydrof 
olate dehydrogenase cyclohydrolase (EC 1.5. 1. IS). //4.9e-64: 588:75/ 
/XI 6396 

F-NT2RP30023S2//Hoao sapiens aRNA for protein encoded by cxorf5 (7 
1-7A) gene, alternatively spliced fora.//l. 3e-164:770:98//V16355 
F-NT2RP3002377//Hoao sapiens aRNA for XIAA0788 protein, partial cd 
s. //1 . 4e-l 90: 91 1 : 98//AB01 8331 
F-RT2RP3002399 

F-NT2RP3002402//Rattus norvegicus aRNA for dipeptidyl peptidase II 
I. coaplete cds. //7. 2e-25: 249: 79//D89340 

F-NT2RP30024S5//Hoao sapiens aRNA for KIAA0678 protein, partial cd 
S.//1 . 2e-1 38: 649: 99//AB014578 

F-NT2RP3002484//CIT-HSP-367N3. TP. 1 CIT-HSP Hoao sapiens genoaic cl 
one 367N3. genoaic survey sequence. //S. Oe-18: 1 15:9S//B78927 
F-NT2RP3002501//Caenorhabditis elegans cosaid X01C8. coaplete sequ 
ence.//0. 00020: I70:65//Z49068 

F-NT2RP3002512//Hoao sapiens clone 664 unknown aRNA. partial seque 
nee. //I . 6e-S9 : 308 : 97//AF091 088 

F-NT2RP3002529//Huaan vacuolar protein sorting hoaolog h-vps45 aRN 
A. coaplete cds. //1. 4e-144:763:93//U35246 

F-NT2RP3002545//Hoao sapiens aRNA for K1AA0729 protein, partial cd 
s. //1 . 8e- 1 78 : 833 : 98//AB0 1 8272 

F-NT2RP3002549//Hoao sapiens clone 030098022. CORKING DRAFT SEQUEN 
CE. 5 unordered pieces.//4.7e-26: 123:72//AC004B21 
F-NT2RP3002566//Streptoayces vir idi faciens sigma factor (hrdD) gen 
e. coaplete cds. //0. 76:459: 59//U60418 

F-NT2RP3002587//Moao sapiens chroaosoae T. clone 264.M.20. coaplet 
e sequence. //4. 6e-l 3 : 1 99 : 76//AC0046 1 7 

F-NT2RP3002590//Porphyra purpurea chloroplast. coaplete genoae.// 
0.88: 284: 60//U3 8804 

F-NT2RP3002602//CIT978SK-A-441H1 1-2. TPS CIT978SK Hoao sapiens geno 
aic clone A-441H11, genoaic survey sequence. //2. Oe-22: 140: 95//B683 
31 

F-NT2RP3002603 

F-NT2RP3002628//C. acetobutyt icua dnaJ and orfB genes. //2. Oe-OS: 33 

3:60//X69050 

F-NT2RP3002631 

F-NT2RP3002650//Mus ausculus aRNA for cartilage-associated protein 
(CASP) . //I . 5e-20 : 641 : 62//AJ006469 

F-NT2RP300265S//Bovine herpesvirus type I UL22-35 genes. //5. 2e-0S: 
621 : S9//Z7820S 

F-NT2RP3002660//Hoao sapiens PAC Clone DJ1006K12 froa 7q31.2-q3l. 
coaplete sequence. //0. 98 : 453 : S7//AC004946 

F-NT2RP3002663//Hoao sapiens chroaosoae 19, cosaid F6697. coaplete 
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sequence. //3.3e-22:407:67//AC0061 29 
F-NT2RP3Q0267I//S. poabe chroaosoae ill cosaid cS53.//t.0e-12:336:6 
6//AL023704 

F-NT2RP3002682//Caenorhabditis elegans cosaid FI7C11. coaplete seq 
uence.//1. 3e-21 :448:64//Z72507 

F-NT2RP3002S87/ /C I T978SK-A-789BI . TP CIT978SK Hoao sapiens genoaic 
clone A-789B1 . genoaic survey sequence. //2. 5e-25: 1 73:9I//B5I656 
F-NT2RP3002688//Nouse aRNA for kinesin-like protein (Kiflb). coapt 
ete cds. //I. 2e-73: 728: 74//D1 7577 

F-NT2RP300270I//CITBI-E1-2S07LI4.TF CITBI-E1 Hoao sapiens genoaic 
clone 2507L14. genoaic survey sequence. //0. 0012: 55: 92//AQ263S30 
F-NT2RP300271 3 

F-NT2RP3002763//Caenorhabdi tis elegans cosaid T20FIO. coaplete seq 

uence. //0. 98:209: 63//Z81 594 

F-NT2RP3002770 

F-NT2RP3002785//Hoao sapiens laainin beta-4 chain precursor (LAMB 
4) aRNA, si ternat i vel y spliced short variant, partial cds. //0. 78:5 
IS:57//AF02932S 

F-NT2RP3002799//Huaan DNA sequence froa clone 1052N9 on chroaosoae 
Xq2S. Contains the SH2D1A gene for SH2 domain protein 1A, Duncan 
s disease (I yaphoprol i f erat ive syndrome) (DSHP), part of a SOS Aci 
die Ribosoaal protein I (RPLP1) LIKE gene and part of a aouse D0C4 
LIKE gene. Contains ESTs and CSSs, coaplete sequence. //1 . 9e-2! : 16 
7 : 79//AL0227I 8 

F-NT2RP300281 0//Hoao sapiens chroaosoae 17, clone hRPK. 21 5_E_ 1 3. c 
oaplete sequence. //0. 32:187: 66//AC005549 

F-NT2RP300281B//Hoao sapiens jerky gene product hoaolog aRNA. coap 
I e te cds. //6. 9e-54 : 61 5: 70//AF00471 5 

F-NT2RP30Q286t//Caenorhabdi tit elegans cosaid N03F4. //4. 2e-05: 226: 
65//U64601 

F-NT2RP3002B69//Hus ausculus seaaphorin Via aRNA, coaplete cds.// 
2. Oe-93: 638: 83//AFQ30430 

F-NT2RP3002876//Hoao sapiens aRNA for B120, coaplete cds. //8. 5e-8 
9: 557 : 88//AB00I89S 

F-NT2RP3002877//Hoao sapiens chroaosoae 12p13.3 clone RPCIH-433J 
6. WORKING DRAFT SEQUENCE. 100 unordered pieces. //7. 9e-12:160:78// 
AC006087 

F-NT2RP3002909//Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s. //S. 7e-180: 8S3: 98//ABQ18314 

F-NT2RP3D0291 1//RPC1 1 1-24N1 5. TPC RPC 1-11 Hoao sapiens genoaic cion 
e RPC I - 1 1-24N15. genoaic survey sequence. //2.3e- 13: 442: 61 //B88B1 5 
F-NT2RP300294B//. coaplete sequence.//2. 2e-1 10:637:91//AC005500 
F-NT2RP30029S3//Hoao sapiens chroaosoae 5, BAC clone 34 j l 5 {LBN l H 
169). coaplete sequence.//!. 7e-1 66: 793: 98//AC005754 
F-NT2RP30029SS//Huaan HepG2 partial cDNA, clone had3c02a5.//0. 0001 
1:61: 9S//D17024 

F-NT2RP3002969//Rat aRNA for brain acyl-CoA synthetase II, coaplet 
a cds. //I . 2e-l28: 808: 85//D30666 

F-NT2RP3002972//H. sapiens (ss!68) aRNA. 381bp.//t . 5e-43:3l2:8S//Z3 
6820 

F-NT2RP3002978//Plasaodtua falciparua 3D7 chroaosoae 12 PFYAC181 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 8 unordered pieces. //0. 00 
044:527 : S7//AC005505 

F-NT2RP300?9B5//Genoaic sequence froa Huaan 9q34. coaplete sequenc 
e. //0. 92 : 341 : 60//AC001 644 

F-NT2RP3002988//HS_3015_A1_B07_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3015 Co I = 1 3 Row=C. gen 
oaic survey sequence. //4.4e-0S: 379: 58//AQ091 708 
F-NT2RP3003008//Nus ausculus aajor hi stocoapat i bi I i ty locus class 
III regions Ksc70t gene, partial cds: saRNP. G7A. NG23. Mu tS hoaol 
og, CLCP. NG24. NG25. snd NG26 genes, coaplete cds: and unknown ga 
nes. //1 . 4e-72 : 1 97 : 79//AF1 09905 

F-NT2RP3003032//P I asaod i ua falciparua ONA *S* SEQUENCING IN PROGRE 
SS tt* froa contig 3-80. coaplete sequence.//!. Se-08: 809: 5B//AL0I0 
153 

F-NT2RP3003059//Rattus norvegicus potassiua channel regulator 1 aR 
NA. coaplete cds.//4. le-111 :804:81//U78090 

F-NT2RP3003061 //Huaan aRNA for ankyrin (variant 2. 1).//!. 4o-12:63 
3: S9//X16609 

F-NT2RP3003068//Huaan BAC clone RG264L19 froa 7p15-p21. coaplete s 
equence. //0. 034 : 282 : 60//AC0024 1 0 

F-NT2RP3003071//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one 1 3d 1 Z. reverse read cpg13d12. r tic. //6.8a-1 5:95: 100//Z6456S 
F-NT2RP3003078 

F-NT2RP3003 101 //House aRNA for tetracycline transpor tar- 1 ike prote 

in. coaplete cds.//8. 1e-72:732:71//D883lS 

F-NT2RP3003121 

F-NT2RP3003I 33//Hoao sapiens chroaosoae 19. cosaid R30385. coaplet 
e sequence. //3. Se— 1 2 : 168:76//AC0045IO 

F-NT2RP30031 38/ /Nouse kif4 aRNA for aicrotubule-based motor protei 
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n KIF4, coapl ete cds.//4.0e-148:9Q8:87//D12646 
F-NT2RP3003l39//Rattus norvegicus kappa opioid receptor gene, exon 
4 and coaplete cds. //2. Oe-31 : 658: 63//U1 7995 

F-NT2RP3003 1 45//loi ausculus carboxypept idase X2 aRNA, coaplete cd 

S.//3. 5e-22 : 430 :63//AF01 7839 

F-NT2RP3003150 

F-NT 2RP3003 1 57//HS_3055_81 _G05_Jff Cl T Approved Huaan Genoa ic Spera 
Library D Hoeo sapiens genoaic clone P1ate=3055 Col =9 Row=N, geno 
etc survey sequence.//!. 9e-92: 493: 94//AQI 55489 
F-NT2RP300318S//Rattus norvegicus brain-enriched guanylate kinase- 
associated protein I aRRA, coaplete cds. //8. 6e-06:228:6S//AF064868 
F-NT2RP3003193//H. sapiens HZF10 aRRA for zinc finger protein. //7. 4 
e-73:737:71//X78933 
F-NT2RP3003I97 

F-RT2RP3003203//Rattus norvegicus golgi peripheral aeabrane protei 
n p6S (CRASP85) aRRA, coaplete cds.//4. le-48:640:67//AFOI5264 
F-RT2RP3003204//Huaan ieraaid LIRE-l eleaent aRRA sequence. //0. 003 
3:69: 81//U310S9 

F-RT2RP30032l0//Hoao sapiens SYBL1 gene. //!. le-34: 430: 70//AJ004799 
F-RT2RP30032I 2//Rat tus norvegicus laaina associated polypeptide IC 
(LAP1C) aRRA. coaplete cds. //6. 3e-75:776:74//U20286 
F-NT2RP3003230//Rat tus norvegicus aRRA for coronin-like protein.// 
1. 8e-62: S7S:74//AJQ06064 

F-NT2RP3003242//Hoao sapiens stanniocalcin-2 (STC-2) aRRA. coaplet 
e cds.//3. 7e-128:6l7:98//AF05S460 

F-RT2 RP3003 25 1//H. sapiens StatSO aRNA. //3. 5e-67:6S1 : 76//X82200 
F-RT2RP3003264//PI asaodiua falciparua 307 chroaosoae 12 PFYAC812 g 
enoaic sequence, WORKING ORAFT SEQUENCE . 8 unordered pieces.//0.0! 
S : 473 : S8//AC004 1 53 

F-RT2RP3003278//H. sapiens CpG island DNA genoaic Rsel fragment, cl 
one 28b4. forward read cpg28b4. ftl a.//4. Oe-27: 174:9J//Z60S55 
F-NT2RP3003282//Hoao sapiens dynamic (ONR) aRNA, coaplete cds. //I. 
3a— 131 :694: 93//L36983 

F-NT2RP3003290//Hoao sapiens nickel-specific induction protein (Ca 
p43) aRRA. coaplete cds.//t. 7e-64:662:7!//AF004l62 
F-NT2RP300330I//Spinacia oleracea aRRA for ATP-dependent protease 
Lon, coaplete cds.//4. 9e-37:682:64//D85610 

F-RT2RP3003302//Hoao sapiens, clone hRPK. 1 5_A_1 . coaplete sequenc 
e. //4. 6e-95 : 680 : 82//AC00621 3 

F-RT2RP30033I I //Homo sapiens chroaosoae 21. Neurof ibroaatosis I (H 
FI) related locus, coaplete sequence. //1 . 0: 1 91 : 62// AC004527 
F-HT2RP30033t3//Streptoayces coeticolor cosaid 5A7.//0. 0084:483: 61 
//AL031107 

F-RT2RP3003327//H! sapiens StatSO aRRA. //2. 5e-29: 253. 67//X82200 

F-RT2RP3003330 

F-RT2RP3003344 

F-RT2RP30Q3346//Hoeo sapiens chroaosoae 17. done hRPK. 795_F_17, c 
oaplete sequence. //9. Oe-41 :296: 84//ACOOS284 

F-RT2RP30033S3//Huaan DNA sequence froa PAC 97001 on chroaosoae 1q 
24. Contains ESTs, STSs and a BAC end-sequence (GSS) . //0. 047: 404: 6 
0//AL021069 

F-RT2RP3003377//Hoao sapiens clone DJ0919J22. VORKING DRAFT SEQUER 
CE. 34 unordered pieces.//8. 3e-l22: 632:96//AC0O5SI9 
F-RT2RP3003384//Hoao sapiens Chroaosoae 2 BAC Clone 376a1. WORKING 
DRAFT SEQUENCE, 17 unordered pieces. //0.0036: 127:74//AC000360 
F-NT2RP3003385//Nus ausculus SXD3 aRRA, complete cds. //2. Oe-I 10:84 
3:79//U09874 

F-RT2RP3003403//Huaan Chroaosoae X. complete sequence. //7. 5e-2l : 64 
7: 61//AC0024Q7 

F-RT2RP3003409//Huaan OHHC-doaa in-containing cysteine-rich protein 
aRRA, coaplete cds.//1.0e-20:430:63//U906S3 

F-NT2RP300341 1/ZHus ausculus C0P9 coaplex subunit 7b (C0PS7b) aRR 
A, coaplete cds. //4. 2e-l39: 524: 90//AF071 31 7 

F-RT2RP3003427//HS-I05I-AI-003-RF. abi CIT Huaan Genoaic Spera Libr 
•ry C Homo sapiens genoaic clone Plate=€T 773 Col =5 Row=G. genoaic 
survey sequence. //8. 8e-l 8: 111: 97//B401 73 
F-RT2RP3003433//HS_2219_B2JU1J* : CIT Approved Huaan Genoaic Spera 
Library D Homo sapiens genoaic clone Plate»2219 Col=22 Row=8. gen 
oaic survey sequence.//!. 2e-57: 410: 83//AQ1 45866 
F-RT2RP3003464//Hoao sapiens rab3-GAP regulatory doaain aRRA, cobp 
lete cds.//S. 2e-18t :B53: 98//AF004828 

F-NT2RP3003490//Hoao sapiens aRRA for KIAA0725 protein, partial cd 
S . //1 . 6e- 1 73 : 826 : 98//AB0 1 8268 

F-NT2RP300349I//CI T-HSP-23440I.TR C1T-HSP Hoso sapiens genoaic cto 
ne 234401. genoaic survey sequence. //1. 2e-39:213:97//AQ0S7l24 
F-RT2RP3OO35O0//HS_3OQO_B1_CO7_RR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3000 Col-13 Row=F, gen 
oaic survey sequence. //0. 025: 253: 60//AQ090347 

F-NT2RP3003543//Hoao sapiens chroaosoae 16, cosaid clone 399H11 (L 
ARL). coaplete sequence. //0. 95: 279: 60//AC004234 
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F-NT2RP3003552//Hoao sapiens clone UVGC:yS4c222 froa 6p2l. coaplet 
e sequence. //I . Be-88 : 1 66 : B4//AC006049 

F-NT2RP3003555//Huaan DRA sequence tee SEQUENCING IN PROGRESS tit 
froa clone 228H13, VORKING ORAFT SEQUENCE. //8. 9e-1 7:245 :72//AL03 19 
85 

F-NT2RP3003564//KS_3 I 4 1 _B1 _G1 0_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3!41 Col-19 Row=N. gen 
oaic survey sequenc e. //2. 7e-79: 442: 93// AQ1 87798 
F-NT2RP3003572 

F-NT2RP3003576//Hoao sapiens clone RC031N19. VORKING ORAFT SEQUENC 
E, 1 unordered pieces. //S. 8e-5S: 275: 84//AC005632 
F-MT2RP3003589//Canine rabtO aRNA for ris-related GTP-binding prot 
ein.//l. le-94: 488: 95//X56387 

F-NT2RP3003621//Hoao sapiens chroaosoae 16, cosaid clone 432A1 (LA 
RL). coaplete sequence.//6.0e-88:463:84//AC00423S 
F-NT2RP300362S//Huaan DNA sequence SEQUENCING IN PROGRESS tea 
from clone 390E6. VORKING ORAFT SEQUENCE. //0. 98: 307: 60//AL03 1600 
F-NT2RP3003656 

F-NT2RP3003659//F. rubripes GSS sequence, clone 013G07cE7. genoaic 
survey sequence.//!. 7e-25: 284: 74//AL01 1271 

F-NT2RP3003665//Koao sapiens chroaosoae 9q34, clone 63G10. coaplet 
e sequence. //0. 01 1:279: 65//AC002096 
F-NT2RP3003672 \ 

F-NT?RP30D3680//Drosophi la aelanogister: Chroaosoae 2R: Region 39B 
I -3983: PI clone 0SD5S27, VORKING DRAFT SEQUENCE. 9 unordered piec 
es . //3. 4e-16 425: 64//AC0058 1 1 

F-NT2RP3003686//HS_3064_B2_A04_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P!ete=3Q64 Col-8 Row=8, geno 
aic survey sequence. //3. 1 e-27: 153: 98//AQ1 36993 
F-NT2RP300370I 

F-NT2RP3003716//Rat tus norvegicus Shal-related potassiua channel K 
v4. 3 aRNA, coaplete cds.//4.6e-107: 788: 82//U42975 
F-NT2RP3003726//Ho«o sapiens aRNA for KIAA07S7 protein, coaplete c 
ds. //2. 3e-1 48 : 700: 98//AB01 8300 

F-NT2RP3003746//CIT-HSP-2306A10. TF CIT-HSP Hoao sapiens genoaic cl 
one 2306A10. genoaic survey sequence.//0. 39: 212:61//AQ0t 5785 
F-NT2RP3003795//Huaan MA sequence froa clone 333H23 on chroaosoae 
22ql2. 1-12. 3. Contains the (possibly «l ternativel y spliced) RPL3 
gene for 60S Ribosoaal Protein L3 and the threefold alternatively 
spliced gene for Synaptogyrin 1A, IB and 1C (SYNGR1A, SYBGRIB. SYN 
GR1C), both genes downstreaa of a putative CpG island. Contains ES 
Ts. an STS. GSSs, genoaic aarker D22S1IS5 and a ca repeat polyaorp 
hisa, coaplete sequence. //4. 2e-21 :44S: 66//AL022326 
F-NT2RP3003799//Hoao sapiens DNA froa chroaosoae 19-cosaids R3I15 
8, R3I874, and R28125, genoaic sequence, coaplete sequence. //I .0: 2 
57 : 63// AF0384S8 

F-NT2RP3003800//Nouse neuronal proto-oncogene c-src aRRA encoding 
tyrosine-specific protein kinase, coaplete cds.//1. 2e-63:484:8t//M 
17031 

F-RT2RP30038Q5/ /Hoao sapiens chroaosoae 19, cosaid R27377, coaplet 
e sequence. //0. 96 : 353 : 60//AC005321 

F-NT2RP30Q38Q9//Bovine herpesvirus 1 coaplete genoae. //7.'2e- 12: 61 

5:60//AJ0048Q1 

F-RT2RP30038I9 

F-RT2RP3003825 

F-NT2RP3003828//Huaan rRNA primary transcript internal transcribed 
spacer 2 (ITS2).//B. 2e- 16: 543: 62//X 17626 
F-NT2RP3003831//RPCM 1-50R15. TJ RPCM1 Hoao sapiens genoaic clone 
R-SQNIS. genoaic survey sequence. //I. le-21 : 174: 85// AQ082633 
F-NT2RP3003833//Hoao sapiens clones 24718 and 24825 aRNA sequence. 
//8. Oe-47 : 242 : 98//AF0706 1 1 

F-RT2RP3003842//RPC1 1 1-44E5. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-44E5, genoaic survey sequence. //9. 7e-25: 143: 97//AQ1 95884 
F-NT2RP3003846//Hoao sapiens aRRA for KIAA0725 protein, partial cd 
s.//4.2e-36: 335 68//AB01 8268 

F-NT2RP3003870//Hoao sapiens aRNA for KIAA0800 protein, coaplete c 
dS.//4. 1 e- 1 74 : 805 :99//AB0 18343 

F-RT2RP3003876//Rattus norvegicus Rabin3 aRRA, coaplete cds.//2.7 
e-109: 709: 84//U19I81 

F-RT2RP3003914//Drosophi la aelanogister UOP-gl ucose : gl ycopro tei n g 
lucosyl transferase aRNA. coaplete cds. //8. 9e-l 1 : 193 :70//U20SS4 
F-RT2RP3003918//Hoao sapiens VAKP-associated protein of 33 kDa (VA 
P-33) aRRA, coaplete cds.//2. 6e-47:404:77//AF057358 
F-NT2RP3003932//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC1 383 
genoaic sequence, VORKING DRAFT SEQUENCE, 3 unordered pieces.//0.6 
8:517: 55//ACQ05SO4 

F-NT2R P3003 989/ /Huaan DRA sequence SEQUENCING IN PROGRESS •** 
froa clone 404H4, VORKINC ORAFT SEQUENCE. //0. 37: 548: 56// AL03 1 661 
F-NT2RP3003992//Huaan cGNP-gsted cation channel beta subunit (CNCG 
2) aRNA, coaplete cds.//0. 021 :433:58//U58837 
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F-NT2RP3004013//N. auscuius Spnr aRNA for RNA binding protein. //1. 4 
e-164:838: 94//X846 92 

F-NT2RP300401 6//Huaan OHA sequence ««• SEQUENCING IN PROGRESS «» 
from clone 1018X9, VORKING DRAFT SEQUENCE. //0. 00042: 356: 62//AL03 17 
26 

F-NT2RP300404I//Huaan DNA sequence **• SEQUENCING IN PROGRESS «*e 
froa clone 809F4, VORKING DRAFT SEQUENCE. //6. 8e-t 12:627: 82//A10224 
00 

F-NT2RP30040S!//Huaan aRNA for KIAA0319 gene, coaplote cds.//2.2e- 
61 :774:67//AB002317 

F-NT2RP3004070//Hoao sapiens DNA sequence froa PAC 3S2A20 on chroa 
osoae 6q24. 1-25. 1. Contains a pseudogene siailar to yeast, bacteri 
al. wore and sliae sold hypothetical genes, and a gene coding for 
an aldehyde dehydrogenase faaily protein. Contains ESTs. STSs and 
GSSs. coaplete sequence.//7. 9e-17:484:62//AL02l939 
F-NT2RP3004078//H. eusculus (BALB/c) NRFX2 aRNA.//1. 9e- 102: 684: 83// 
X76089 

F-NT2RP3004093//F24P1 7-Sp6 IGF Arabidopsis thaliana genoaic done 
F24P17. genoaic survey sequence. //0. 021 : 207: 63//B09433 
F-NT2RP3004095//Hoao sapiens clone NH0486I22, VORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //3. 5e-25:272:77//AC005038 
F-NT2RP30Q4I 10//Hoao sapiens DNA froa chroaosoae 19. BAC 33152, co 
aplete sequence. //8. 6e-28: 223: 73//AC003973 

F-NT2RP3004I 25//Hoao sapiens TTF-I interacting peptide 20 aRNA. pa 
rtial cds.//2. 2e-28:637:63//AF000560 
F-NT2RP30041 45 
F-NT2RP30041 48 

F-NT2RP30041 55//Hoao sapiens tiaing protein CLK-1 aRNA, coaplete c 
ds.//6. Se-120: S78:98//AF032900 

F-NT2RP3004189//M. auscuius tei292 aRNA (5* region). //I. le-06: 102:82 
//I 80434 

F-NT2RP3004206//D. aelanogas ter crn aRNA. //7. 3e-69: 71 5: 71//X58374 
F-NT2RP3004207//Vouse aRNA for seizure-related gene product 6 type 
2 precursor, coaplete cds.//4.8e-42:650:66//D64009 
F-NT2RP3004209//Huaan cosaid Q7A10 (D21S246) insert DNA, coaplete 
s equenc e. //B. 4e-S5 : 1 84 : 64//D42052 

F-NT2RP30042 1 5//Hoao sapiens chroaosoae 5. Pac clone 9c13 (LfiNL HI 
27). coaplete sequence. //0. 22: 458: 60//AC006084 
F-NT2RP3004242//Csenorhabdi t is elegant cosaid ZK63Z. coaplete sequ 
ence. //I . 6e-29 : 409 : 69//Z221 81 

F~NT2RP3004246//Hoao sapiens chroaosoae 10 clone CIT987SK-1010K1 a 
ap 10q2S. coaplete sequence. //3. 6e-i 17:242: 100//AC005385 
F-NT2RP3004253//H. sapiens 2BS rRNA V8 region (LAN5-6).//2. 6e-12:S8 
9:S9//X69353 

F-NT2RP3004258//Rat tus norvegicus Zis aRNA, coaplete cds.//1.2e-8 
8:489: 9T//AF0 13967 

F-NT2RP3004262//Hoao sapiens heat shock protein hsp40-3 aRNA. coap 
lete cds. //3. Ie-I53: 733:98//AF088982 

F-NT2RP3004282//Hoao sapiens torsinA (DTT1) aRNA, coaplete cds.// 

1. 3 e-24:597: 61 //AF007871 

F-NT2RP3004332 

F-NT2RP3004334//L. esculentua gene for fruit ripening polygalacturo 
nase. //0. 23: SOI : S7//X80908 

F-NT 2RP3004341 //Huaan DNA sequence froa clone 503G16 on chroaosoae 
6p23 Contains EST, CpG island, coaplete sequence. //0. 0014: 198:66/ 
/Z93020 

F-NT2RP3004348//R. norvegi cus aRNA for cytosolic resiniferatosin-bi 
nd i ng protein. //I . 4e-1 03 : 600 : 82//X67877 

F-NT2RP3004349/ /Hoao sapiens Xp22 BAC CS-321G17 (Cenoae Systeas Hu 
wan BAC library) coaplete sequence. //S. 1 e-49 : 480: 75//AC004025 
F-NT2RP3004378//Drosophi I a ael anogaster ; Chroaosoae 2R: Region 47F 
1-47F7; PI clone DS02304, VORKING DRAFT SEQUENCE. 5 unordered piec 
es. //I . 8e-23 : 352: 67//AC005653 

F-NT2RP3004399//H. sapiens eRNA for leucine- rich priaary response p 
rotein I.//7. 2e-l40:804: 90//X97249 

F-NT2RP3004424//Nus auscuius aRNA for nuclear protein SA3.//6.8e-S 
3:413:81 //AJ005678 

F-NT2RP3004428//Sa I ao salar DNA for a cryptic repea t. //3. 2e-07: 27 
0:63//AJOI2206 

F-NT2RP3004451//RPC1 11-51 J15.TK RPC lit Hoao sapiens genoaic clone 
R-51J15, genoaic survey sequence. //8. 8e- 19: 1 80: 82// AQ052 326 
F-NT2RP30044S4//Hoao sapiens aRNA for K1AA0448 protein, coaplete c 
ds.//6. 2e-123:583:99//AB007917 

F-NT2RP3004456//HS_3038_B2_F08_IIF C I T Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-3036 Co 1 = 16 Row=l, gen 
oaic survey sequence. //0. 41 : 172: 59//AQ1 02458 

F-NT2RP3004470//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one 81 al 1 . reverse read cpgfllalt. rtta.//7. Ot-25: 148:96//ZS6029 
F-NT2RP3004472//RPCI 11-42NS. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-42M5. genoaic survey sequence. //1 . 6e-20: 143: 92//AQ052792 
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F-NT2RP3004475//Hoao sapiens aRNA for K1AA04S6 protein, partial cd 
s. //3. Oe- 1 50 : 71 5 : 98//AB007925 

F-NT2RP3004480//llus auscuius aaternal-eabryonic 3 (Nea3) aRNA. coa 
plate cds. //I . Oe-119: 679: 90//U47024 

F-NT2RP3004490//HOBO sapiens aRNA for Nusashi. coaplete cds.//7. 1 
e-1S5: 752: 97//AB0 1285 t 

F-NT2RP3004498//Hoao sapiens done DJI147A0I. VORKING DRAFT SEQUEN 
CE. 25 unordered pieces.//4.0e-67:265:84//AC006023 
F-NT2RP3004503//Hoao sapiens Xp22-I32-I34 BAC GSHB-590J1S (Genoae 
Systeas Huaan BAC library) coaplete sequence. //I. 2e-S5:41 5: 78//AC0 
04673 

F-NT2RP3004504//N. auscuius aRNA for CPEB protein. //I. Oe-I 10:61 8: 91 
//Y08260 

F-NT2RP3004507//Hoao sapiens chroaosoae 19, cosaid . R26660. coaplet 
e sequence. //9. 3e-46 : 433 : 76//AC0D5328 

F-NT2RP3004527//Hoao sapiens aRNA; transcr iptioml unit N144, 5’ e 
nd.//1. 1 e-l00:508 : 97//AJ002S74 

F-NT2RP3004534//Nouse oncogene (ect2) aRNA, coaplete cds.//2. 0e-9 
3:442:84//L1 1316 

F-NT2RP3004539//Hoao sapiens aRNA for KIAA0632 protein, partial co 
s . //8 . Se- 145 : 679 : 98//ABO 1 4 S3 2 

F-NT2RP3004544//Hoao sapiens aRNA for KIAA05S4 protein, partial cd 
s. //2. 8e-l 69 : 793 : 98//AB01 1 1 26 

F-NT2RP3004S66//Vui auscuius krupple-related zinc finger protein 
(Eazfl) aRNA. coaplete cds.//6. 9e-l8:433:64//AF03l9S5 
F-NT2RP3004S69//CITBI -E1-2522H6. TF CIT8I-E1 Hoao sapiens genoaic c 
lone 2522H6, genoaic survey sequence. //5. 3e-l 5: 138: 84// AQ280780 
F-NT2RP3004572//Hoao sapiens cofactor of initiator function (CIF1S 
0) aRNA, coaplete cds.//1.0e-179:S60:97//AF02644S 
F-NT2RP3004578//Hoao sapiens aRNA for KIAA0477 protein, coaplete c 
ds.//4. 2 e- 1 50 : 7 1 1 : 98//AB007946 

F-NT2RP3004$94//Hoao sapiens aRNA for AND-1 protein.//!. »e-J58: 79 
6: 9S//AJ 006266 

F-NT2RP30Q461 7//Hoao sapiens done 0J1I52C17. VORKING DRAFT SEQUEN 
CE. 1 unordered pieces. //9. 3e-14: 360: 65//AC004977 
F-NT2RP30O4618//0ryctol agus cuniculus translation initiation facto 
r elF2C aRNA. coaplete cds.//2. 9«-52:S39: 73//AF005355 
F-NT2RP3004669//Brn-3a=c I ass ¥ POU transcript ion factor [Bice. CD/ 
CO. eabryo fibroblast cells. Genoaic. 2160 nt].//0.046:437:S7//S69 
350 

F-NT2RP3004670//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa done 35688. VORKING DRAFT SEQUENCE.//!. 9e-0S: 625: 59//Z98B82 
F-NT2RP4000008//Hoao sapiens chroaosoae X. done hCIT. 200_L_4, coa 
p I ete sequence. //I . 5e-1 55: 844: 92//AC006I 21 

F-NT2RP4000023//Arabidopsis thaliana genoaic DNA, chroaosoae 5. TA 
C done: K24G6, coaplete sequence.//0.012:417:59//ABOI2242 
F-NT2RP4000035//Hoao sapiens BAC clone NH0353P23 froa 2,. coaplete 
sequence . //%. 0e- 1 8 : 242 : 74//AC005035 

F-NT2RP4000049//Hoao sapiens decoy receptor 2 aRNA. coaplete cds./ 
/2. la-81: 556 8S//AF029761 

F-NT2RP40Q0051//Nus auscuius aRNA for cartilage-associated protein 
(CASP) . //I . 6e- 1 9 : 654 : 63//AJ006469 
F-NT2RP4000078//Hoso sapiens aRNA for NSI-binding protein (NSl-BP 
) . //2. 5e- 1 49 : 720 : 97//A J01 2449 

F-NT2RP4000102//P1 asaod i ue falciparua MAL3P2, coaplete sequence.// 
0. 28: 336: 57//A10 34558 

F-NT2RP4000 1 09//Hoao sapiens aRNA for MEGFS. partial cds. //4. 4e-l 6 
6:774: 99//AB01 1538 

F-NT2RP40001 1 1//B. taurus aRNA for cleavage and polyadenylation spa 
cifici ty factor. //2.6e-l37:678:91//X75931 

F-NT2RP40001 29//Hoao sapiens aRNA for KIAA0483 protein,' partial cd 
s . //3. 3e- 1 14 : 548 : 98//AB007952 

F-NT2RP4000147//R»t tus norvegicus ADP-r ibosy I at ion f actor-directed 
GTPase activating protein aRNA. coaplete cds.//1.2e-104:677:85//U 
35776 

F-NT2RP40001 50//Rat proto-oncogene (Eta-1) aRNA, coaplete cds.//7. 
2e-54: 327 : 74//L20681 

F-NT2RP40001 5l//Hoso sapiens dona 664 unknown aRNA. partial seque 
nee. //2. 2e-62: 360: 92//AF091088 

F-NT2RP40001 59//RPC1 1 1-75N16. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-75N16. genoaic survey sequence. //2.6e-19:!!9:98//AQ267SSt 
F-NT2RP40001 67//Hoao sapiens Xp22-150 BAC GSHB-309P1 5 (Genoae Syst 
eas Huaan BAC Library) coaplete sequence. //3. 3e-49:683:67//AC0062l 
0 

F-NT2RP40001 8S//Hoao sapiens done DT1P1E11 aRNA, CAG repeat regio 
n.//l. 1e-99: 543: 93//U92989 

F-NT2RP4000210//Hoao sapiens aRNA for KIAA0700 protein, partial cd 
S.//4. 9e-l74: 825: 98//AB0I4600 

F-NT2RP4000212//. coaplete sequence. //4. 0e-l 31 : 233: 94// AC005300 
F-NT2RP4000214//Hoao sapiens chroaosoae 19. CIT-HSP-444nZ4, coaple 
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t« scauenee.//!. 8e-l6l : 75 1 : 99//AC005261 

F-NT2RP4000218//RPCI I 1-69B7. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-69B7, genoaic survey sequence.//!. 7e-84: 413: 98//AQ268504 
F-NT2RP40Q0243//Hoao sapiens aRNA for cartilage-associated protein 
(CASP).//2. 6e-156:77l : 97//AJ0Q6470 
F-NT2RP4000246//Mus ausculus neural variant aenaH-f protein (Mena) 
aRNA. coaplete cds.//2. 1e-l20:707:87//U72S23 

F-NT2RP4000259//Hoao sapiens clone 683 unknown wRItA, cowplete sequ 
enc e. //2 . 8e- 128:604: 99//AF 09 1 092 

F-NT2RP4000263//C I T-HSP-2336N24. TF CIT-HSP Hoao sapiens genoaic cl 
one 2336N24. genoaic survey sequence. //0. 27: 124: 69//AQ043SIS 
F-NT2RP4000290//S. cerevisise chroaosoae XIV reading fraae ORF TNL1 
32».//8. 6e-32:C!9: 63//Z7 1 408 

F-NT2RP40003 1 2//Huaan aRNA for KIAA0I47 gene, partial cdS.//4.7e-4 
t : 685 : 63//06 3481 

F-NT2RP4000321//Bus ausculus transcription factor H0XA13 <Hoia!3) 

gene, coaplete cds.//6. 9e-05:7$6:S9//U59322 

F-NT2RP4000323 

F-NT2RP4000355 

F-NT2RP4000360//Hoao sapiens aRNA for KIAA0738 protein, coaplete c 
ds.//2.0e-!40:6S4:99//Afi01828l 

F-NT2RP4000367//Hoao sapiens IkappaB kinase coaplei associated pro 
tein (IXAP) aRNA. coaplete cds. //2. 6e-1 3S:649:97//AF044195 
F-NT2RP4000370//Rickettsi a prouazekii strain Madrid E. coaplete ge 
none; segnent 3/4.//2.0e-23:S24:62//AJ23$272 

F-NT2RP4000376//Sequence 1 froa patent US S580968.//1. 6e-115:716:8 
7// 1 30536 

F-NT2RP4000381//llus ausculus aRNA for hepatoaa-deri ved growth fact 

or. coaplete cds. strain:BALB/c.//4. 3e-0S:45O:58//D63850 

F-NT 2 R P400 03 98//H oao sapiens chroaosoae 19, BAC Cl T-B-393 e I S (BC30 

1323) . coaplete sequence. //9. 2e-37: 336: 69//AC0061 16 

F-NT2RP400041 5//Caenorhabdi t i s elegans cosaid C42D8.//0. 30:222:60/ 

/U 56 966 

F-MT2RP400041 7//Drosoph i I s aelanogaster cosaid clone 86E4.//I . Be-4 
8 : 580: 69// AL 02 1086 

F-NT2RP4OO0424//Hoao sapiens chroaosoae 17. clone HRPC41C23, coapl 
ete sequence. //I. 6e-42: 265:8 1//AC003 101 

F-NT2RP4000448//CIT-HSP-2370F8.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2370F8, genoaic survey sequence.//2. Oe-56 : 287: 98//AQ1 10194 
F-NT2RP4000449//C I T-HSP-2366N18.TR CIT-HSP Hoao sapiens genoaic cl 
one 2366NI8. genoaic survey sequence. //2. 4e-42:236:95//AQ076183 
F-NT2RP4000455//Hoao sapiens PAC clone I66H1 froa 12 q. coaplete se 
quence.//0. 17: 158: 67//AC003982 

F-RT2RP400C457//H. sapiens aRNA for herpesvirus associated ubiquiti 
n-specifie protease (HAUSP).//0. 00034: 532: S7//Z72499 
F-NT2RP4000480//Rhodotheraus aarinus R-21 DNA I igase gene, coaplet 
e cds . //0. 0094 : 6 1 6 : 58//U 1 0483 
F-NT2RP400048I 

F-NT2RP4000498//S. cerevisiae chroaosoae IX cosaid 91 50. //5. 7e-24:6 
33:60//Z38l25 

F-NT2RP4000500//C. gal lus aRNA for LRP/alpha-2-aacroglobul in recept 

o r . //2. 4e-62 : 667 : 73//I74904 

F-NT2RP40005I5 

F-NT2RP400051 7//Hoao sapiens chroaosoae 18. clone hRPK. 474_N_24, c 
oapl ete sequence. //1 . 6e- 1 79: ESI : 98//AC006238 

F-NT2RP400051 8//Hoao sapiens aRNA for ATP-dependent RNA helicase, 
par t i a I . //i. 7e-33 : 203 : 93//A J01 0840 

F-NT2RP4000519//Mus ausculus tyrosine kinase growth factor recepto 
r (Etk2/ty ro3) gene, slternstive 5* coding exon 2C.//0. 26:162:61// 
U23720 

F-NT2RP4000S24//Ra 1 1 us norvegtcus rsecS aRNA. partial cds.//1.2e-1 
39 : 809 : 89//U32498 

F-NT2RP4000528//Caenorhabd i t i s elegans cosaid F59E12.//1. 0e-06:40 
4: 59//AF003386 

F-NT2RP400054I//Drosophi la aelanogaster DNA sequence (PI OS02109 
(D53) ) , cowplete sequence.//!. 3e-05: 498: 58// AC002443 
F-NT2RP4000S56//$equence I froa Patent EP 0285405. //I. 2e-l 8: 586: 61 
//l 05465 

F-NT2RP4000560//Mur ine genoaic DNA; partially digested Sau3A fraga 
ent. cloned into cosaid vector p£!0Lcos2. coaplete sequence. //2. 5 
a— 53 : 1 83 : S2//AF059S80 

F-NT2RP4000S88/ /Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 4I4D7. MORNING DRAFT SEQUENCE. //0. 00062: 253: 65//AL03354 
3 

F-NT2RP40006I4//Hoao sapiens TLS-associated protein TASR-2 aRNA. c 
oaplete cds. //3. 2e-l 38: 666 : 98//AF067730 

F-NT2RP4000638//HS_3042_82_005_MF CIT Approved Huasn Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3042 Col=IQ Row=H. gen 
oaic survey sequence. //3. 0e-06: 78: 89//AQ099333 
F-NT2RP4000648//Hoao sapiens KNSL4 and MAZ genes for kinesin-like 
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DNA binding protein and Myc-associated zinc finger protein, coaple 
te cds.//l.9e-ll : 104: 85//AB01 7335 

F-NT2RP40006S7//Mus ausculus bone aorphoganetic factor II (Bapll) 
gene, exon 1.//0. 34: 350: 62//AF100904 

F-NT2RP4000704//Hoao sapiens aRNA eipressed in 19»eek fetal lung, 
clone I MAGE : 300856. //3. 3e- 1 67 : 78S : 99//AB004852 
F-MT2RP4C007 1 3/ /Ga 1 1 us gal lus atonal hoaolog I (Cathl) gene, coapl 
ete cds.//3. 7e-07:261 :65//U6l 149 

F-NT2RP4000724/ /Huasn endogenous retrovirus env aRNA. //9. 2e- 1 36:47 
4:89/ /X82272 

F-NT2RP4000728/ /Hoao sapiens aRNA for KIAA0606 protein, partial cd 
S.//3. le-41 : 350:71//AB0I 1178 

F-NT2RP40007 37//Myxococcus xanthus ATP-dependent protease (bsgA) g 
ene. cowplete cds.//1.0:504:S8//L1930l 

F-NT2RP4000739//C I T-HSP-20I0022.TR CIT-HSP Hoao sapiens genoaic cl 
one 2010022. genowic survey sequence.//!. le-24: 161 :93//B57903 
F-NT2RP4000781//Ho*o sapiens clone DJ0892G19. cowplete sequence.// 

0. 052 : 493 : S8//ACQ049! 7 

F-NT2RP4000787//Cr icetulus griseus SRO-2 wutant sterol regulatory 
eleaent binding protein-2 (SREBP-2) aRNA, coaplete eds.//9. 6e-l8: 2 
59:68//U228l8 

F-NT2RP40008I 7/ /Hoao sapiens aRNA for KIAA0470 protein, coaplete c 
ds.//1. Se-I74:816:98//AB007939 

F-NT2RP4000833//Hoao sapiens PAC clone OJ090SJ08 froa 7p!2-pl4, co 
wplete sequence. //0. 97:52:92//AC005189 

F-NT2RP4000837//Huaan ONA sequence •#» SEQUENCING IN PROGRESS 
froa clone 1II2FI9, MORNING DRAFT SEQUENCE. //2. 1 e-1 28: 644: 97//AL03 
4420 

F-NT2RP4000839//RPCI 1 1-6D8. TP RPC 1-11 Hoao sapiens genoaic clone R 
PCI-I 1-6D8, genoaic survey sequence. //I. Se-44: 281 :91//B482 16 
F-NT2RP4000855//Rattus norvegi cus aRNA for aai nopept idase-B. coapl 
ete cds.//9.Se-43:722:64//D87515 

F-NT2RP40Q0865//Huaan zinc finger protein ZNF136.//6. 8e-95:4l 5:78/ 
/U09367 

F-NT2RP4000878//Mus ausculus aRNA for ayeloid associated different 
i at ion protein.//7. Oe-87 :646: 60//AJ001616 

F-NT2RP4000879//N. tabaccua aRNA for ubiquitin activating enzyae E 

1 . //9. Oe- 1 7 : 806 : 58//Y 1 0804 

F-NT2RP4000907//Mouse NLRR-1 aRNA for leucine-rich-repeat protein, 
coaplete cds. //6. 8e-1 53 :934: 86//D45913 
F-NT 2 RP40009 1 5/ /Hoao sapiens aRNA for ZNF198 protein. //9. 4e-79: 58 
4.78//AJ224901 

F-NT2RP40009I8//Drosophi la aelanogaster DNA sequence (PI 0S04106 
(0172)). cowplete sequence. //2. 0e-08: 609: S8//AC004290 
F-NT2RP4000925//Rsttus norvegicus Shal-related potassiuw channel K 
v4.3 aRNA, coaplete cds. //3. 5e-64:415:87//U42975 
F-NT2RP4000927//H. sapi ens genowic DNA (chroaosoae 3: clone NRL06? 
R) . //0. 75:175: 62//X87547 

F-NT2RP4000928//Hoao sapiens COP-diacylglycerol synthase 2 (CDS2) 
aRNA, partial cds.//3. 5e-163:78l : 97//AF069532 

F-NT2RP4000929//PI aswodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence, WORKING DRAFT SEQUENCE. 4 unordered pieces. //0. 94 : 
763 : 56//AC004688 

F-NT2RP4000955//Hoao sapiens clone DJ09I9J22. MORNING DRAFT SEQUEN 
CE. 34 unordered pieces. //} .0e-128:673:96//AC005SI9 
F-NT2RP4000973//Caenorhabdi tis elegans cosaid Y47H9C. coaplete seq 
uence.//l . 6e-l5: 255: 69//AL032657 

F-NT2RP4000975//C I T-HSP-2307 1 6. TF CIT-HSP Hoao sapiens genoaic do 
ne 230716, genoaic survey sequence. //6. 5e-31 : 31 7 : 79// AQ01 5742 
F-NT2RP4000979//Huaan bullous peaphigoid antigen aRNA, 3' end.//0. 
88:54: 90//I2 2942 

F-NT2RP4000984//Rhodobacter sphaeroides aRNA. //0. 76:214: 64//M8382 3 
F-NT2RP4000989//F. rubripes GSS sequence, clone 011A1lsE12, genoaic 
survey sequence. //1 . 0 : 1 49: 6S//AL010911 
F-NT2RP4000996//Penaeus setiferus aicrosatel I i te Pse017 repeat reg 
ion.//3. 3e-08: 1 39: 74//AF047358 

F-NT2RP4000997//Rattus norvegicus RNA polyaerase I 127 kOa subunit 
aRNA, coaplete cds. //3. 6e-l26: 824; 84//AF025424 
F-NT2RP4001004 

F-NT2RP4001 006//Mus ausculus ROSA 26 transcription AS R0SA26AS aRN 
A. coaplete cds. //1. 4e-l 10: 861 : 78//U83176 

F-NT2RP4001010//Rattus norvegicus PSD-95/SAP90-assoc i ated protein- 
4 aRNA. coaplete cds. //2. Oe-1 35: 789 : 89//U67140 
F-NT2RP4O01O29//Nus domes ticus nuclear binding factor KF2d9 aRNA. 
coaplete cds.//3. 7e-120:7l8:88//U20086 

F-NT2RP400I041//Schi zosaccharoayces poabe aRNA. partial cds, don 

e: SY 07 1 7. //4. I e-22 : 452 : 64//D891 70 

F-NT2RP4001057 

F-NT2RP4001064//Mus ausculus aRNA for car I i lage-associated protein 
(CASP) . //I. 2e-20: 639: 62//AJ006469 
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F-NT2RP4001 078//S t reptoayces coalicolor cosaid 1C2.//0. 0025:474: 59 
//AL031124 

F-NT2RP400107I//Rat al ternat ively spliced aRNA. //I . 4e-141 :S32:88// 
■93018 

F-NT2RP4001080//H. sapiens PTB-4 gene tor polypir iaidine tract bind 
ing pro t« i n. //#. Oe-64 : 628 : 70//X6S3 72 

F-NT2RP400I086//Hoao sapiens aRNA for KIAA0S92 protein, partial cd 

s. //4. 7e-84 : 604 : 86//A80 11164 

F-NT2RP400109S 

F-NT2RP400I I00//CITBI-E1-25Q3J7. TR CITBI-E1 Hob© sapiens genoaic c 
lone 2S03J7, genoaic survey sequence. //9. 4e-1 7: 185: 79//AQ263402 
F-NT2RP400I 1 I7//Cani s faailiaris sec61 hoaologue aRNA, coaplete cd 
s. //I . Qe-143:760:87//M96629 
F-MT2RP400I 122 

F-NT2RP4001 126//Hoao sapiens shox gene, alternatively spliced prod 
ucts. coaplete cds.//4. 2e-17:636:61//U8?66S 

F-RT2RP4001 1 38//Hoao sapiens PAC clone DJ1 1 21E10 froa 7q21. l-q2. c 
oap I ete sequence. //2. Se-23 : 408 : GQ//AC004969 

F-MT2RP4D0I 143//Sequence S froa patent US 5753432. //I. 80-39:276:86 
//AR008079 

F-MT2RP400I 148//Hoao sapiens clone RC332PI2. VORKING DRAFT SEQUENC 
E, 1 unordered pieces. //2. 7e-l 16: 684: 89//AC005095 
F-NT2RP4001 )49//iouse aRNA for thyaic epithelial cell surface anti 
gen, coaplete cds.//3.0e-48:S8l:66//D67067 

F-NT2RP4001 1 50//Hoao sapiens clone DJ1032D07, VORKING DRAFT SEQUEN 
CE. 3 unordered pieces. //9. 4e-25: 193:67//AC004952 
F-NT2RP400I 1 59//Huaan FNR1 gene. 5* end.//0.28:130:66//L19476 
F-NT2RP4001 1 74//FNR1 {CGG repeats} [huaan. Fragile X syndroae pati 
ent. Genoaic, 429 nt].//0. 0014: 187: 67//S74494 

F-MT2RP400!206//Dictyostel iua discoideua randoa slug cDNA19 protei 
n (rscl9) aRNA. partial cds.//0. 032:453: 58/AI82S1 1 
F-NT2RP400I207//HS_2248_A1_C03__MF 0 1 T Approved Huaan Genoaic Spera 
Library D Hoeo sapiens genoaic clone Plate=2248 Col=5 Row=E, geno 
aic survey sequence. //0. 0001 8:58: 94//AQ1 92358 
F-NT2RP4001210//Hoao sapiens chroaosoae 10 clone CIT987SK-I0190I8 
aap 1 0p 1 1 . 2— 7 Dpi 2. 1, coaplete sequence. //0. 93: 515: 58//AC005877 
F-NT2RP4001 213//Huaan ARAB zinc finger protein (ZNFI77) aRNA, spl i 
cing variant, coaplete cds.//3. 6e-44: 187: 74//U37251 
F-NT2RP4001 219//Caenorhabdi t i s elegans cosaid T47H9C. coaplete seq 
uenc e . // 1 . 3 e- 1 S : 288 : 6 7//AL03 26 57 

F-NT2RP4001228//Hoao sapiens act in binding protein HAYVEN aRNA, co 
aplete cds.//2. 2e-26 :855: 60//AF059569 

F-NT2RP4C01235//RPCI 1 1-18E1 1 . TVB RPCI-11 Hobo sapiens genoaic cion 
a RPCI -1 1-I8E1 1, genoaic survey sequence. //2. 7e-15: 101 :98//B88081 
F-NT2RP4001256//Aaycol stops is aediterranei 3-aai no-5-hydroxy benzo 
ic acid synthase (rifD) gene, coaplete cds.//1. 0:459: 59/ AJ330S1 
F-NT2RP4001260//Sequence 2 froa Patent >09601901 . //0. 001 8:246: 63// 
A48324 

F-NT2RP4001 274//Hoao sapiens, coaplete sequence. //2. 5e-05:201 : 67// 
AC005854 

F-NT2RP4001276//CIT-HSP-2324B15.TF CIT-HSP Hoao sapiens genoaic cl 
one 2324815. genoaic survey sequence. //3. 5e-18:138:92//AQ040728 
F-NT2RP4001 313//Hoao sapiens ai tochondr • a I outer aeabrane protein 
(T0M40) aRNA. nuclear gene encoding ai tochondr ial protein, coaplet 
e cds. //7. 4e-30: 535:65//AF043250 

F-NT2RP4001 3 1 S//Bos taurus aRNA for Rab5 GDP/CTP exchange factor. 
RabexS. //3. 5e-145: 79S:91//AJ001 1 1 9 

F-NT2RP4001336//CI T-HSP-2I69F21.TR CIT-HSP Hoeo sapiens genoaic cl 
one 2169F21. genoaic survey sequence. //8. 4e-16: 109: 94//B89870 
F-NT2RP4001339//HS_3205_BI_E08_T7 CIT Approved Huaan Genoaic Spera 
Library D Kcao sapiens genoaic clone Plate-3205 Col=l5 Row=J, gen 
oaic survey sequence. //7. I e-24:305:73//AQI 83725 
F-NT2RP4001 343//Hoao sapiens PAC clone DJ0894AI0 froa 7q32-q32. co 
aplete sequence.//!. 9e- 17: 106: 91//AC00491 8 

F-NT2RP4001345//G. gat lus aRNA for lecithin-cholesterol acyltransfe 
rase.//7.6e-40:631:66//X9l011 

F-NT 2 RP4 00 1 3 5 1 //Huaa n DMA sequence *** SEQUENCING IN PROCRESS *tt 
froa clone I84J9. VORKING ORAFT SEQUENCE. //2. 7e-30: 608: 64//AL03142 

8 

F-NT2RP4001 353//St reptoayces coelicolor cosaid 5A7.//0. 23:540:57// 
AL031107 

F-NT2RP400I372//RPC1 1 1-49L1 1. TJ RPC 1 1 1 Hobo sapiens genoaic dona 
R-49L1 1, genoaic survey sequence. //8. Se-23: 1 29: 100//AQ051 701 
F-NT 2RP4001 373//G. gal lus genoaic ONA repeat region, clone I6E1.// 
0. 15:21 3: 61//X78609 
F-NT 2RP400 1375 

F-NT2RP4001 379//Hoao sapiens chroaosoae 17, clone hRPK. 31 1_F_1 2. 
coaplete sequence.//?. 3e-28: 1 53:88//ACOOS722 

F-NT2RP4001 389//Hoao sapiens PAC clone DJ0740D02 froa 7pl4-plS. co 
aplete sequence. //7. 2o-47:SI8: 73//AC00469I 



F-NT2RP4001407//P. falciparua glutaaic acid-rich protein gnen, coep 
1 • t e cds . //0. 00079 : 686 : 57// J03998 

F-NT2RP40014I 4//Huaan aRNA for KIAA0202 gene, partial cds.//2.0e-7 
6:818:71 //DS6957 

F-NT2RP40DI433//H. sapiens HZF10 aRNA for zinc finger protei n.//3. 5 

e-87 : 839 : 73//X78933 

F-NT2RP4001442 

F-NT2RP400I447//Hoao sapiens aRNA for KIAA0783 protein, coaplete c 
ds. //0. 21 : 218:63//AB018326 

F-NT2RP4001 474//Huaan Not! linking clone 924A058R. genoaic survey 
sequence. //7. 6 e- 1 4 : 1 09 : 90//U49884 

F-NT2RP4001483//Huaan eRNA for 2-oxoglutarate dehydrogenase, coapl 
ete cds.//2! 5e-59 : 480 : 75//D1 0523 

F-NT2RP4001 498//Hoao sapiens huntingtin interacting protein HVPH a 
RNA. partial cda.//9. 7«-39: 392 :72//AF0496»2 

F-NT2RP4001 502//H. sapiens (D8S135) DMA segment containing GT repea 
t.//2. 7e-24: 147 : 96//X61693 

F-NT2RP4001507//Plasaid pSB24. 2 (from S. cyanogenus) neoaycin res is 
tance protein gene, complete cds. //0.87: 583: S8//N3251 3 
F-NT2RP400I 524//P lasaod i ua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 5 unordered pieces. //0. 9 
3: 394: 58//AC005308 

F-NT2RP400 1529/ /Hus doaesticus nuclear binding factor NF2d9 eRNA. 
coaplete cds.//3. le-143: 820: 89//U2 0086 

F-NT2RP4001S47//S.cerevisiae chroaosoae XIV reading frxae ORF YNRO 
48w.//2. 2e-05: 319:61//Z71663 

F-NT2RP4001 551//S. poabe chroaosoae II pi p8B7.//0. S4:335:60//AL032 

684 

F-NT2RP4001 S5S//Hoao sapiens I2q24. 2 BAC RPCMI-360E11 (Roswell Pa 
rk Cancer Institute Huaan 8AC Library) coaplete sequence. //I .0:30 
9: 58//AC004806 

F-NT2RP400I S67//HS_2166_BI_C07_NF CIT Approved Huaan Genoaic Spera 
Library D Homo sapiens genoaic clone Ptate=2166 Col=l3 Row=F, gen 
oaic survey sequence. //0. 99: 188: 59//AQ086290 

F-NT2RP4001 568//Huaan aRNA for KIAA0167 gene, coaplete cds.//7.0e~ 
53:566: 72//D79989 

F-NT2RP4001571//RPCI1 1-2IF20.TP RPCI-11 Hoao sapiens genoaic clone 
RPCI-1I-21F20. genoaic survey sequence.//?. 8e-l9: 11 9: 97//B8S885 
F-NT2RP4001 574//B. pr iaigen ius aRNA tor coat protein gaaaa-cop. //S. 
8e-1 29: 81 3: 85//X92987 

F-NT2RP4001 575//Rat tus norvegicus aRNA for ARE1 protein. //3. 4e- 1 3 
1: 795 :86//AJ 223830 

F-NT2RP4001 592//S. aureus gene for isoleucy 1-tRNA synthetase. //1 . 3 
e-14:663: S9//X74219 

F-NT2RP40Q1 610//Hoao sapiens Xp22 Cosaids U15E4, U1I5H5, UI32E12. 
UII569 (Lawrence Livermore huaan cosaid library) coaplete sequenc 
e.//€. 4e-l0: 1 3S:73//AC002364 

F-NT2RP4001614//HS_3042_B2J)05_NF CIT Approved Huaan Genoaic Spera 
Library 0 Homo sapiens genoaic clone Plate s 3042 Col-10 Row=H, gen 
oaic survey sequence. //3.4e-06: 78: 89//AQ099333 
F-NT2RP4001634. 

F-NT2RP4001638//cSRL-161F1-u cSRL flow sorted Chroaosoae 11 specif 
ic cosaid Hoao sapiens genoaic clone cSRL~161F1. genoaic survey se 
quence. //4. 9e-12: 144 : 76//B02870 

F-N72RP4001644//M. ausculus aRNA for aap kinase interacting kinase. 
Nnk2. //3. 8e-69:437: 86/Al 1092 

F-NT2RP4001656//HS_201 3_A1_D01_VR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=20l3 Co I = 1 Row=C, geno 
aic survey sequence. //?.0e-30: 207: 89//AQ224793 
F-NT2RP4001677//Hylobates lar huntingtin gene, partial exon.//0.2 
3:1 05 : 71//L49362 

F-NT2RP4001 679/ /Huaan DNA sequence *9* SEQUENCING IN PROGRESS »*• 
froa clone 462023, VORKING DRAFT SEQUENCE. //2. 7e-45 : 3S1 :84//AL031 4 
31 

F-NT2RP4001 696//Huaan chroaosoae 8 BAC clone CIT987SK-2A8 coaplete 
sequence. //I. 8e-30: 163: 88//U96629 
F-NT2RP400I 725//Drosophi la aelanogaster DNA sequence (PI DS08860 
(DIS1)), coaplete sequence. //1 . 1 e-l 3: 402: 63//AC004296 
F-NT2RP4001 730//RPCI 1 1 -37N2 t . TK RPCI-11 Hoao sapiens genoaic clone 
RPC I — 1 1 -371821 , genoaic survey sequence. //0. 88: 177: 67//AQ029840 
F-NT2RP4001 739 

F-NT2RP40Q1753//H. sapiens telomeric DNA sequence, clone I2QTEL023. 

read 1 2QTEL00023. seq. //A. 9e-36: 1 92 : 98//Z962 3 2 
F-NT2RP4001760//House oncogene (ect2) aRNA. coaplete cds. //2- 3e-14 
0 : 866 ; 86//L 1 1316 

F-NT2RP4001 790//Hoao sapiens clone NH0S69I24, coaplete sequence.// 

1. 4e-29: 327 : 74//AC005678 

F-NT2RP4001803 

F-NT2RP400! 822//Hoao sapiens tetraspan TM4SF (TSPAN-4) aRNA, coapl 
ete cds. //I . Oe-1 6: 576 : 60//AF 054841 
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F-NT2RP4Q01 823//Huean DMA sequence fro*' clone I81C9 on chroaosoae 
22q13. 2-13. 33. Contains a PHAPI2 Leucine Rich Acidic Nuclear Prote 
in pseudoiene. part of a putative novel sene. ESTs, STSt and CSSs, 
coeplete sequence.//2. le-08: 601 : S9//Z9874J 
F-NTZRP4OQ1028 

F-MT2RP4O0 I B38//Huaan aRNA for KIAA0071 gene, partial cds.//2.2e-5 

3 : S5S: 73//D3I888 

F-NT2RP400I841 

F-NT2RP4001 849//Hoao sapiens aRNA for K1AA0672 protein, coaplete c 
ds . //1 . 7e-55 : 8 1 3 : 6S//AB0 1 4S72 

F-MT2RP4001 8t l//Huaan staple repeat pol yaorphi sa. //Q. 0014: 145: 66// 
M87691 

F-NT2RP4001 889//HS_20S2_B1_H06_T7 CIT Approved Huaan Cenoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate=2052 Col=11 Row=P, gen 
oaic survey sequence. //I . Oe-23: 187: 86//AQ270425 
F-NT2RP4001 893//Hoao sapiens 6AC clone GS166A23 froa 7p21, coaplet 
e sequence. //7. 3e-76 : 1 78 : 95//AC00501 4 

F-NT2RP4001 896//T3B4TFC TAMJ Arabidopsis thaliana genoaic clone T3 
B4, genoaic survey sequence. //0. 99: 354: 6I//B261 93 
F-NT2RP4001 901//Streptoayces griseus genes for 0rf2, 0rf3, 0rf4. 0 
rfS, AfsA, Orfl. partial and coaplete cds.//0. 031 :409:60//AB011413 
F-NT2RP4001927//H5_2216_B1_D03JV : CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2216 Co I =5 Row=H. geno 
aic survey sequence. //4. 9e-32:216:89//AQ184677 
F-NT2RP4001 938//Vus ausculus zinc finger protein (Zfp64) aRNA, coa 
plate cds. // 1.2e-83: 709: 7 9//U49046 

F-NT2RP400 1 946//HS_302 1 _B2_H1 0 JSR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plste=3021 Col=20 Row=P, gen 
oaic survey sequence.//?. 6e-09: 120: 76//AQI33185 
F-NT2RP4001 9$0//Huaan DMA sequence froa clone 353H6 on chroaosoae 
Xq 2S-26.2. Contains the alternatively spliced SMARCA1 gene for SVI 
/SNF related, aatris associated, actin dependent regulator of chro 
■•tin, subfaaily a. aeaber 1 (SNF2L1) and a 40S Ribosoaal Protein 
S26 pseudogene. Contains ESTs, STSs and CSSs, coaplete sequence.// 
2. 1 e- 1 8 : 42 1 : 6 5//AL022 577 

F-MT2RP4001953//C I T-HSP-2294014.TR CIT-HSP Hoao sapiens genoaic cl 
one 2294014. genoaic survey sequence. //0. 030: 358 :61//AQ005028 
F-NT2RP4001 966//Vus ausculus D0C4 (Doc4) aRNA, coaplete cds.//2.5 
e-68: 81 2: 68//AF0S9485 

F-MT2RP400I975//Hoao sapiens chroaosoae 17. clone hCIT. 91_J_4. coa 
Plate sequence. //1 . 9e-57 : 555 : 75//AC003976 

F-MT2RP40020 I 8/ / cSRL- 1 43C4-U cSRL flow sorted Chroaosoae II specif 
ic cosaid Hoao sapiens genoaic clone cSRL~143G4, genoaic survey se 
quence. // 8. 9e-21 : 1 23 : 98//B01 9S0 

F-NT2RP4002047//Saccharcayce$ cerevisiae chroaosoae XII cosaid 800 
3. //1 . 6e-29: 520: 64//U1 7243 

F-MT2RP4002052//CIT-HSP-2045A15.TF CIT-HSP Hoao sapiens genoaic cl 
one 2045AIS, genoaic survey sequence. //2. 8e-22: 137: 96//B80243 
F-MT2RP4002058//T20LI 1-T7 TAMJ Arabidopsis thaliana genoaic clone 
T20L11. genoaic survey sequence.//0. 019: 141 : 65//AQ248640 
F-NTZRP4002071//CIT-HSP-2314J9.TF CIT-HSP Hoao sapiens genoaic cto 
ne 23I4J9, genoaic survey sequence. //0. 99: 163: 63//AQ027223 
F-MT2RP4002075//Caenorhabdi tis elegans DMA as* SEQUENCING IN PROGR 
ESS *** froa clone Y57G11, IORKING DRAFT SEQUENCE. //0. 1 5: 506:5 9//Z 
92841 

F-NT2RP4002078//RPC1 1 1-73N20. TJ RPCI11 Hoao sapiens genoatc clone 
R-73M20, genoaic survey sequence. //4. 8e-2l : 130: 96//AQ269030 
F-NT2RP4002081//F. rubr ipes CSS sequence, clone 190022b89. genoaic 
survey sequence. //0. 0024:350 : 60//Z92062 

F-MT2RP4002083//N. ausculus tex27 aRNA. //8. 2e-77: 456: 89//X80437 
F-NT2RP4002408//Caeiierhabdi tis elegans serine/threonine kinase LE 
T-502 (let-502) aRNA, coaplete cds.//3.7e-18:541:62//U8551S 
F-NT2RP4002791 

F-NT2RP4002888//Hoao sapiens BAC clone RG067E13 froa 7q21. coaplet 
e sequence. //4. 7e-39: 385: 75//AC002383 

F-NT2RP4002905//Hoao sapiens chroaosoae 17. clone hRPC. 842_A_23, c 
oap I e te sequence. //6. Se-91 : 672 : 83//ACO04662 

F-NT2RP5003459//Huaan glyceraldehyde-3-phosphate dehydrogenase (GA 
POH) aRNA, coaplete cds. //2.9e-37: 193: 99//M331 97 
F-NT2RP5003461//Huaan DMA sequence froa PAC 506G2 contains ESTs.// 
7.9e-S1:300:80//Z8290l 

F-NT2RP5003477//Huaan Chroaosoae 3 pac pDJ70i1l. VORXING DRAFT SEQ 
UENCE. 2 unordered pieces. //6. 7e-77: 1 50: 1 00//AC000380 
F-NT2RP5003492 

F-NT 2 RP5Q03 500//Huaan DMA sequence froa cosaid 97KIO. between nark 
ers DXS6791 and DXS8038 on chroaosoae X contains STSs and CpG is la 
nd.//1.7e-111:623:93//Z8136S 

F-NT2RPS003S06//H. sapiens CpG island DMA genoaic Use) fragaent, cl 
one 7lh2, reverse read cpg71h2. rtta.//1. 4e-49: 283 : 93//Z62703 
F-NT2RP50Q3512//HS_3084_A1_004_NF CIT Approved Huaan Genoaic Spera 
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Library D Hoao sapiens genoaic clone P1ate=>3084 Col =7 Row=G. geno 
aic survey sequence.//7. 7e-l8: 1 17:95//AQ186312 
F-NT2RPS003522//Hoao sapiens clone NH0479C13. VORXING DRAFT SEQUEN 
CE. 12 unordered pieces. //3.8e-101 :21 1 : 96//ACQ0S236 
F-NT2RP5003524//Hoao sapiens beta-spectrin (HSpTBI) gene, eion 14 
and partial cds.//0.Q00S6:650:$7//AF013178 

F-NT2RP5003534//H. sapiens CpG island DMA genoaic Nset fragaent. cl 
one 14c 10, forward read cpg14dQ. ft 1b. //0. 0001 3: 70:91 //Z 54631 
F-OVARC 1000001 //Hoao sapiens eRNA for KIAA0465 protein, partial cd 
s.//1. 2e-67:373:94//AB0O7934 

F-OVARC 1 000004//Hoao sapiens chroaosoae 4 clone 0368A9 asp 4q25. c 
oaplete sequence.//S. 8e-93:518:81//AC0055lO 

F-OVARC 1000006//Ga 1 1 us gallus histone H2A (H2A-VIII) gene, coaplet 
a cds. //9. 1 e-56 : 392 : 84/AJ38933 
F-OVARC 100 00 13 

F-0VARC1000014//Hoao sapiens GLE1 (GLE1) aRNA, coaplete cds.//5.6 
e-1 70:81 5:98//AF058922 

F-0VARC1 00001 7//St reptoayces glaucescens tea operon. //0. 37 : 347 : 60/ 
/M80674 

F-OVARC 100003S//Hoao sapiens GAI7 protein aRNA. coaplete cds.//6. 8 
a-36 : 238 : 89// AF 064603 
F-OVARC 1000058 

F-OVARC 1 000060//Hoao sapiens ribonuclesse 6 precursor, aRNA, coapl 
ete cds.//2. 5e-36: 192 : 98//U8S62S 

F-OVARC 1000068//Huasn DMA sequence *** SEQUENCING IN PROCRESS *** 
froa clone 404X8, VORXING DRAFT SEQUENCE. //0. I4:5S4:S7//AL0Z3883 
F-OVARC 1 00007 I //Huaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 596C15. VORXING ORAFT SEQUENCE. //S. 3e-104: 197: 100//AL03 
1387 

F-OVARC 1000085//Huaan DMA sequence froa clone 191N21 on chroaosoae 
6q27 Contains genes for POCD2 (PROGRAMMED CELL DEATH- 2/RP8 HOMOLO 
G). TATA factor (TF 110). proteasoae subunit HC5, EST. STS. CSS. co 
aplete sequence. //I. 6o-l 16: 588 :96//AL03 1259 

F-OVARC1000087//HS_2004_B2_EH_VR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2004 Co I =22 Row=J. gen 
oaic survey sequence. //7. 1 e-1 I : 94: 94//AQ221 037 
F-OVARC 1 00009 1//nbxb00Z0P1 7r CUGI Rice BAC Library Oryza sativa ge 
noaic clone nbxb0020P17r, genoaic survey sequence. //S. 2e-05: 238: 64 
//AQ258489 

F-OVARC 1 000092/ /Hoao sapiens chroaosoae Y, clone 264. M. 20, coaplet 
e sequence.//!. 1 e-1 0:720 :58//AC00461 7 V/ 

F-OVARC 10001 06//HS_3 2 12_B2_G12_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3212 Col=24 Row=N. gen 
oaic survey sequence. //9. 9e-Q5: 141 : 73//AQ1 75369 
F-OVARC 1000 109 

F-OVARCIOOOI 13//Hoao sapiens okadaic acid-inducible phosphoprotem 
(0A48-I8) aRNA. coaplete cds. //1 . 6e-133:663:96//AF069250 
F-OVARC 1 00011 4//Huaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 111IN9. IORKING DRAFT SEQUENCE. //2. 3e-51 : 547: 70//AL022S 

74 

F-OVARCIOOOI 3 3//Hoao sapiens clone GSS12I21. VORXING ORAFT SEQUENC 
E. 9 unordered pieces. //0.62:349:61//AC005027 
F-OVARCIOOOI 39//Caenorhabdi tis elegans cosaid F09D1 . //2. 5e-1 8: 314 : 
64//AF040640 

F-OVARC 1 000 1 45/ /HS_2257_B2_D1 1_NR CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2257 Col-22 Row=H. gen 
oaic survey sequence. //S. 8e-30: 203: 90//AQ3048S4 
F-0VARC1 0001 48//C I T-HSP-2345A22.TR CIT-HSP Homo sapiens genoaic cl 
one 234SA22. genoaic survey sequence. //I . le-26: 146: 1 00//AQ0S6703 
F-OVARCtOOOl $1//Sequence 1 froa patent US 5665588. //2. 6e-61 : 677: 70 
//1 64695 

F-OVARC 1 000 168//Hoao sapiens chroeosowe 19, cosaid R3I343. coaplet 
e sequence. //4. 9«- 19:381 :63//AC005764 

F-OVARCIOOOI 9I//P I asaodi ua falciparua DMA **» SEQUENCING IN PROCRE 
SS *** froa NAL4P1 , VORXING DRAFT SEQUENCE. //1 . 3e-0S: 745: 57// ALO 34 
557 

F-OVARCIOOOI 98//*** SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
sowe 4. BAC clone C0366H07; HTGS phase 1, VORXING ORAFT SEQUENCE, 
28 unordered pieces.//6. 4e-l61 : 781 : 97//AC004604 
F-OVARC1000209//Oryza sativa subaergence induced protein 2A aRNA. 
coaplete cdi.//9. 2e-33:5l 1 : 65//AF068332 

F-OVARC 1 0002 12//F. rubr ipes GSS sequence, clone l85LllaC1, genoaic 
survey sequence.//!. 1 e-1 3 : 1 39: 79//AL0 1 9910 

F-OVARC I 000240//Sequence l froa patent US 5710024. //I . 4e-1 29 : 623 : 9 
8// 1 81 226 

F-OVARC 1 000241 //Mui ausculus hypoxia inducible factor three alpha 
aRNA, coaplete cds. //I. 1 e-1 12:697: 87//AF060194 
F-OVARC 1000288 
2. 2e-22: 1 81 : 83//J00345 

F-OVARC 1000302//A- I 92A9. TP CIT978SK Hoao sapiens genoaic clone A-l 
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92A9, genoaic survey sequence. //4. Be-18: 1 10: 99//B18003 

F-0VARC1 0Q0304//House aRNA froa HovlO locus. //S. 5e-100: 631 :8S//X52 

574 

F-OVARC 1000309 

F-OVARC 1000321 //Hobo sapiens clone NH0479C13, VORKING DRAFT SEQUEN 
CE. 12 unordered pieces. //3. 1 e- 122: 325: 9S//AC005236 
F-OVARC1 00032S//R* 1 1 us norvegicus I aai na-assoc i ated polypeptide !C 
(LAP1C) aRNA* coaplete cds.//4. 0e-46:339:84//U19614 
F-OVARC100033S//Caenorhabdi t is elegans cosaid FISB10.//0.Q20:S45:5 
7//AF036696 

F-OVARC 1000347//Hoao sapiens done GS0S1N12. coaplete sequence.// 
0.71: 252: 59//AC005007 

F-OVARC 1000384//Hoao sapiens expanded SCAT CAG repeat. //2. 2e-09:27 
8:64//AF020275 

F-OVARC 1000408//Huaan Chroaosoae 1 tpl 5. 5 PAC clone pDJSI5f1 contai 
fling KvLQTl gene, coaplete sequence. //0. 61 : 343: S9//AC0O3693 
F-OVARC! 0004 11 //S. cerevisiae chroaosoae XI reading fraae ORF YKL20 
2w.//0. 075 : 242 : 60//Z2820 1 

F-OVARC 10004 14//Hoao sapiens PAC clone OJ0905H06 froa 7q3l. coaple 
te sequence. //0. 00086: 285: 62//AC005166 

F-OVARC I 000420//Huaan DMA sequence «* SEQUENCING IN PROGRESS »»» 
froa clone 371H6. WORKING ORAFT SEQUENCE. //0. 14:487:60//AL031718 
F-OVARC 1000427//Hoao sapiens clone UWGC: rg041a03 froa 7p14-l 5. coa 
plate sequence. //4. 9e- 30:1 9584//AC00 5826 

F-OVARC 1 00043 1 //P I asaodiua falciparua HAL3P2. coaplete sequence.// 
1.3O-05: 651 : 59//AL034558 

F-OVARC 1 000437//Chicken tensin aRNA, coaplete cds.//9.6e-54:296:78 
//M7416S 

F-OVARC I Q00440//Huaan PINCH protein aRNA. coaplete cds.//2. 7e-l9: I 
1 6 : 99//U09284 

F-OVARC 1000442//Huaan DMA sequence froa clone 816KI7 on chroaosoae 
20pl 2. 2-1 3 Contains TGN3 (PROTE I N- GLUT AM I NE GLUTAMYL TRANSFERASE E 
3 PRECURSOR (EC 2.3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3), and ano 
ther aeaber of the Transglutaainase faaily, coaplete sequence.//]. 
Oe-21 : 202 : 79//AL031 678 

F-OVARC 1000443//Hoao sapiens aRNA for XIAA0683 protein, coaplete c 
ds. //I . Oe-1 38 : S66: 99//AB0I4SB3 
F-OVARC 1000461 

F-0VARC100046S//Bos taurus guanine nucleotide-exchange protein (AR 
F-GEP1) aRNA, coaplete cds. //4. 7e-»24:650: 93//AF023451 
F-OVARC 1000466//Hoao sapiens DMA froa chroaosoae 19, cosaid R2914 
4. coaplete sequence.//! . Oe-I 5: 510: 59// AC004221 
F-OVARC1000473//Ciona intestinalis genoaic fragaent. clone 3F4, ge 
noaic survey sequence. //2. 5e-06 : 272: 62//AJ 2271 91 
F-OVARC 1000479//cDNA encoding novel rat protein T 1 PI 20 which is fo 
reed of coaplex aith TBP (TATA binding protein).//!. 1 «— 1 1 7 : 652 : 90/ 
/El 2829 

F-OVARC 1000486//HOSO sapiens DMA sequence froa PAC 262012 on chroa 
osoae 1 q 23. 3-24. 3. Contains a Tenascin (Kexabrachion. Cytotactin, 
Neuronectin, Myotendinous ant igen)-LIKE gene and a aitochondr ial/c 
htoroplast 30S ribosoaal protein S14-L1KE gene proceeded by a CpG 
island. Contains ESTs, genoaic aarker 01S2691 and STSs.//1. 7e-13: 7 
09:607/299297 

F-OVARC 1 0004 96//Huaan DNA sequence »•* SEQUENCING IN PROGRESS M* 
froa clone 455J7, WORKING DRAFT SEQUENCE. //6.0e-23: 31 6 :72//AL03l 73 
3 

F-OVARC 1000 5 2 0//Hoao sapiens superviM in aRNA, coaplete cds.//2. 1 
e-1 13: 539: 99//AF051850 

F-OVARC1 000526//Hoao sapiens clone GS438P06. WORKING ORAFT SEQUENC 
E. 17 unordered pieces.//8. Oe-149: 716: 98//AC0QS024 
F-OVARC I 000S33//Hoao sapiens chroaosoae 19. cosaid R30385, coaplet 
e sequence. //5. 8e-1 37 : 545: 97//AC0045I 0 

F-OVARC1000543//KS_3055_A2_F10_NF CIT Approved Huaan Genoaic Spera 
Librsry D Hoao sapiens genoaic clone Plate=305S Col=20 Row=K. gen 
oaic survey sequence. //0. 19: 104: 71//AQ1 02820 

F-OVARC 1 Q00556//Hoao sapiens DMA sequence froa PAC 168L15 on chroa 
osoae 6q26-27. Contains RSK3 gene, ribosoaal protein S6 kinase. ES 
T. CSS. STS. CpG island, coaplete seQuence.//4.4t-136:670:97//AL02 
2069 

F-OVARC 1 0005 57//Huaan DNA froa chroaosoae 19-specific cosaid R2709 
0. genoaic sequence, coaplete sequence.//!. 3e-1 5:262: 69// AC002985 
F-OVARC 1000564//Nus auscutus clone 0ST7314, genoaic survey sequenc 
e.//t. 9e-41 : 476: 70//AF046733 

F-OVARC 1 000573/ /HS_324 1 _B 1 _H0 3_T7 CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone PUte=3241 Col=5 Row=P, geno 
aic survey sequence. //2. 2e-1 01 : 530: 95// AQ21 1942 - 
F-OVARC 1000S76//Huaan Chroaosoae X, WORKING ORAFT SEQUENCE. 2 unor 
dared pieces. //9. 7e-97:445: 90//AC002414 

F-OVARC 1 000578//Hoao sapiens DNA froa chroaosoae 19. 8AC 33152. co 
■Plate sequence. //9. Ie-27:3S4:72//ACQ03973 



F-OVARC ]000588//Huaan DNA sequence froa clone 497J21 on chroaosoae 
6q26-27. Contains a KOC (KH-doaain containg transcript overexpres 
sed in cancer) pseudogene, genoaic aarker 06S193, ESTs, STSs and G 
SSs. and a ca repeat polyaorphisa, coaplete sequence. //0. 97:276:62 
//AL023775 
F-OVARC1 000605 

F-OVARC 10006 2 2//Hoao sapiens (subclone 2_d8 froa PI H42) DNA seque 
nee. coaplete sequence. //7.2e-60: 457 :82//L81 648 
F-OVARC 1 00 0640/ /Huaan BAC clone RG326K09 froa 7q2l. coaplete seque 
nee. //6. 2e-58 : 499 : 80//AC002069 

F-OVARC 1000649//Huaan squaaous cell carcinaaa of esophagus aRNA fo 
r GRB-7 SH2 doaain protein, coaplete cds.//5. 1e-77 :424: 93//D43772 
F-OVARC 1000661 //Hoao sapiens aRNA for KIAAOS90 protein, coaplete c 
ds. //4. 8e-99 : 536 : 94//AB01 1 1 62 

F-OVARC1000678//cSRL-29c7-u cSRL flow sorted Chroaosoae 11 specif* 
c cosaid Hoao sapiens genoaic clone cSRL-29c7, genoaic survey sequ 
ence. //2. Se-57 : 336 : 91//B04244 

F-OVARC 1000679//Ratt us norvegicus aRNA for ayosin-RhoGAP protein M 
yr 7.//1.6e-81:29!:84//AJ0017t3 

F-OVARC1 000681 //Huaan DNA sequence te* SEQUENCING IN PROGRESS «** 
froe clone 257E24, WORKING DRAFT SEQUENCE. //8. 2e-l 58: 782: 96//AL034 

424 

F-OVARC 1000682//Hoao sapiens alpha I, 2-aannos i base IB aRNA, coaple 
te cds. //I . Se-ISI : 549: 99//AF0271 56 

F-OVARC 1 00068 9//nbxb0003aGO If CUG1 Rice BAC Library Oryza sativa g 
enoaic clone nbxb0003M0l f . genoaic survey sequence. //0. 17:499:60// 
AQ050003 
F-OVARC 1000700 

F-0VARC1000703//0rosophi I a aelanogaster DNA repair protein (aei-4 
1) gene, coaplete cds, and TH1 gene, partial cds.//3.5e-26:42S:6$/ 
/U34925 

F-OVARC 1 0007 22//Hoao sapiens chroaosoae 1q21-1q23 beta-1, 4-galacto 
syl transferase aRNA, coaplete cds. //3. 7e-109:4SI : 91//AF038661 
F-OVARC 10007 30 
F-OVARC 1000746 

F-OVARC 100Q769//HS_2056_B2_G06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2056 Col -12 Row=N. gen 
oaic survey sequence. //8. 8e- 19: 147: 86//AQ24S905 
F-OVARCI0O0771//H. auscutus aRNA for GTP-binding protein. //2. 2e-62; 
305 :78//X 95403 

F-OVARC 1000781//Sequence 5 froa Patent W09722695. //1 . 9e-89: 705: 78/ 
/A63552 

F-OVARC 1 000 787//Hoao sapiens PAC clone DJ430N08 froa 22qt2. I -qter. 

coaplete sequence. //3. 0e-1 31 : 631 : 98//AC004542 
F-OVARC 1000800//Huaan Chroaosoae 11q23 PAC clone pDJ254e13, coaple 
te sequence.//!. 7e-32: 295: 80//AC003691 

F-OVARC 1Q00802//Hobo sapiens chroaosoae Xp22-67-68, WORKING ORAFT 
SEQUENCE. 99 unordered pieces. //3. 2e-SS: 3S6:88//AC004469 
F-OVARC 10008 3 4//Hoao sapiens aRNA for atopy related autoantigen CA 
LC. //9. 5e-27: I63:94//Y17711 

F-OVARC 1 000846//Hoao sapiens aRNA for KIAA0643 protein, partial cd 
s . //6. Oe- 1 50 : 432 : 1 00// AB0 1 4543 

F-OVARC 1 0008 50//Hoao sapiens PB39 aRNA, coaplete cds. //I. Oe-I 35: 63 
2 : 99//AF04S584 

F-OVARC 1 000862//M. auscutus aRNA for FT1.//2. 6e-1 09: 769: 83//Z67963 
F-OVARC1000876//S. cerevisiae chroaosoae IX cosaid 91 50. //7. 4e-21 : 5 
41 : 61//2381 25 

F-OVARC 1 00088 3//Nus doaesticus nuclear binding factor KF2d9 aRNA. 
coaplete cds. //2. 2 e-OS : 98 : 88//UZ0Q86 

F-OVARC 1000885//B. subt i I i s 25 kb genoaic DNA segaent (froa ispE to 
ka tA) . //0. 25:231: 61 //Z82044 

F-OVARC 1 000886/ /C I T-HSP-21 71 H6. TR C1T-HSP Hoao sapiens genoaic do 
na 2171H6. genoaic survey sequence. //0. 00035: 139: 69//B89721 
F-OVARC1 000690 
F-OVARC 1 000891 

F-OVARClOOOS97//Kuaan DMA sequence froa clone 21SF16 on chroaosoae 
22q12. 1-12. 3. Contains part of a Hoaeobox doaain containing gene 
and GSSs, coaplete sequence.//1 . 4e-l8:473:64//AL024494 
F-OVARC 1 0009 12//Bo vine herpesvirus type I ear ly-intereediate trans 
cription control protein (BICP4) gene, coaplete cds. //8. 9e-08: 378 . 
63//L1 4320 

F-0VARC1 00091 5//Hoao sapiens aRNA for KIAA0600 protein, partial cd 
s. //7. 7e-85 : 440 : 95//AB01 1 1 72 

F-OYARC1Q00924//HS_2022_A1_CQ1_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2022 Col=l Row=£, geno 
aic survey sequence. //S. 7e-21 : 122: 99//AQ269493 
F-OVARC 1 00093 6//Huaan PAC clone DJ0093I03 froa Xq 23, coaplete sequ 
ence. //1. 2e-l 13:476: 91 //AC003983 

F-OVARC 1 00093 7//Huaan 0NA sequence *» SEQUENCING IN PROGRESS «» 
froa clone 20208, WORKING ORAFT SEQUENCE. //0. 00066:436: 61 //AL0 3184 
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F-OVARCI D00945//Rat tut norvegicus aRNA for atypical PKC specific b 
inding protein, coaplete cds.//S.0e-89: SS6 : B6//AB0D5S49 
F-OVARCI 000948//P. falciparum complete gene aap of plastid-like DMA 
(IR-B) . //O. 98: ISO : 64//X9S276 

F-OVARCI 000959//C I T-HSP- 7348018. TR Cl T-HSP Hoao sapiens genoaic cl 
one 2348016, genoaic survey sequence. //0. 99: 270: S9//AQ0628S0 
F-OVARC 1 000960/ /Huaan DMA sequence froa PAC 2I2P9 on chroaosoae Ip 
34. 1-lp35. Contains delta opiate receptor, CpG island, CA repeat.. 
//3. 9e-4l : 577: 72//ALO09I8I 

F-OVARC 10009S4//P. f ale i pa rue sal aria antigen (126-32-2) gene, part 
ial cdi.//0. 19:83:73/7163270 

F-0VARCT00097t//Caenorhabditis etegans DMA at* SEQUENCING IN PROCR 
ESS froe clone Y57G11. fORKING ORAFT SEQUENCE. //0. 01 3:670: 57// 
Z9284I 

F-0VARC1 D00984//Le i shaan i a najor chroaosoae 1, coaplete sequence./ 
/0. 80: 345: S8//AE001 274 

F-0VARC1 000996//M025 gene [aice. eabryos, aRNA, 2322 nt].//2.6e-5 
S : 403 82//SS 1858 

F-0VARC1 000999//Sy n the t i c construct galanin receptor type 3 (GALR 
3) gene, coaplete cds.//0. 33: 10S:69//AF042785 

F-OVARCI 00 10OO//NS_2247_A I _H0SJIR CJT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2247 Col=9 Row=0, geno 
aic survey sequence.//3. 1 e-60: 31 5: 96//AQ1S39I0 
F-OVARC 1001 004/ Atoao sapiens froa UlCC:yl8c282 froa 6p2l, coaplete 
sequence. //3. le- 1 24 : 595 : 98//AC0041 90 
F-OVARC 1001 01 0//C1 T-HSP- 203413. TF Cl T-HSP Hoao sapiens genoaic clo 
ne 203413. genoaic survey sequence. //1. 0:1 51 :60//B74290 
F-OVARC100101 1 //Huaan DMA sequence froa cosaid U85A3. between aark 
ers DXS36S and 0XS87 on chroaosoae X contains rad2! and T-cell eye 
lophorin pseudogenes. STS.//3. Oe-08: 149: 79//Z78021 
F-OVARC 1 00 1032//Yeast (S. cerev is iae) ai tochondr ial Tyr-tRNA gene./ 
/3. 2e-1 3 : $67 : 60//M) 2451 

F-0VARC1 001 034//lus ausculus Fn54 aRNA. partial cds. //2. 5e-1 19:73 
7 : 86//AF001 533 

F-OVARC 1 00 1038//Hoao sapiens TRIAD) type I aRNA, coaplete cds.//2. 
7e-1 50: 733: 97//AF099149 

F-OVARC 1 00 1040//Hoao sapiens clone RC2700I3. YORK INC ORAFT SEQUENC 
E, 18 unordered pieces. //9.8e-29: 277: 76//AC005081 
F-OVARC 1 00 1044//Huaan DNA sequence ««e SEQUENCING IN PROGRESS ete 
froa clone 36411. 10RKING ORAFT SEQUENCE.//O.00l7:387:61//AL031319 
F-OVARC 1 00) 05 1//Ratt us norvegicus brain specific cortactin-binding 
protein C8P90 eRNA. partial cds. //0. 012: 11 2: 74//AF053768 
F-OVARC) 00 I 055//Sequence 1 froa patent US SS80754.//3. 3e-45: 381 :81 
//1 30292 

F-OVARC100l062//nbab0026H08r CUGI Rice BAC Library Oryza sativa ge 
noaic clone nbab0026H08r. genoaic survey sequence. //0. 018:344:59// 
AQ271B78 

F-OVARC I 001 06 5//S.poabe chroaosoae I cosaid C29E6.//0. 86 : 338: 59//Z 
66525 

F-OVARC 1 001 06 8//Hoao sapiens Era CTPase A protein (HERA-A) aRNA. p 
art ial cds. //2.0e-1 30:620: 98// AF082657 

F-OVARC 1 00 1072//Hoeo sapiens glypican 3 (CPC3) gene, partial cds a 

nd flanking repeat regions. //9. 3e-24: 285: 6S//AF003529 

F-OVARC 1 00 1074//Huaan DNA sequence froa clone 23K20 on chroaosoae 

Xq25-26.2 Contains EST. STS. GSS. coaplete sequence. //2. 0e-07 :652: 

S9//AL0221S3 

F-OVARC 1001 08 5//Hoao sapiens c-syn protooncogene aRNA. coaplete cd 
s.//5. Oe-35: 187: 99//114333 

F-OVARC 1 00 1092//Hoao sapiens aRNA for JN5 protein, coaplete CDS (c 
lone INAGE 53337, LLNlCl 1 0F1857Q7 (RZPO Berlin) and LLNLc) 1 0GO91 3Q 
7 (RZPO Berl in)).//4.0e-74:289:95//AJ005897 

F-OVARC 1001 1 07//Hoao sapiens SKBIHs aRNA, coaplete cds.//3. 6e-72: 3 
51 :86//AF01S9l3 

F-OVARC 1001 11 3//Hoao sapiens diaphanous I (hffilAI) aRNA, coaplete c 
ds.//6. 4e- 1 50 : 710 : 98//AF0S 1 782 

F-OVARC1 001 1 1 7//Hoao sapiens chroaosoae 5, Pi clone 328E3 (LBN l HS 
3), coaplete sequence. //0. 99: 148: 67//AC0051 78 

F-OVARC 100 11 )8//Huaan Chroaosoae II pac pOJ197h17, fORKINC DRAFT S 
EQUENCE, 11 unordered pieces.//2. 6e-35: 302:74//AC000382 
F-OVARCIOO1 1 29//CIT-HSP-647P20. TP Cl T-HSP Hoao sapiens genoaic clo 
ne 647P20, genoaic survey sequence.//0. 94: 1 06 :66//B790S2 
F-OVARCI 001 1 54//R. norvegicus aRNA for epithet in I and 2.//1.8e-9S: 
462:79//X62322 

F-OVARCI 001 161 //Hoao sapiens chroaosoae 4 clone B711I2 aap 4q2S. c 
oaplete sequence. //2. 9e-90: 496: 84//AC004069 
F-OVARCI 001 162 

F-OVARCI 001 167//HOBO sapiens clone DJ1098J04. fORKING DRAFT SEQUEN 

CE, 2 unordered pieces. //0. 00090: 219: 64//AC004961 

F-OVARC 1001 1 69//Bor ret i a burgdorferi (section 27 of 70) of the coa 
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p I e t e genoae. //1 . 0: 265 : 59//AE001 141 

F-OVARC 1 00 1170//H. sapiens (xs170) aRNA, 350bp. //4. 6e-58: 355:90//Z3 
6823 

F-OVARClOOt 1 7I//CIT-HSP-2285E22. TF Cl T-HSP Hoao sapiens genoaic cl 
one 2285E22, genoaic survey sequence. //I. Se-25: tS2:83//AQ0023t 5 
F-OVARC 1 00 1 173//Huaan DNA sequence froa clone 243E7 on chroaosoae 
22ql2.t. Contains ESTs, STSs and CSSs, coaplete sequence. //0. 0024 : 
94: 80//AL022323 

F-OVARC 1001 1 76//S t rept oayces plicatus B-N-acetylheiosaainidase (he 
0 gene, coaplete cds. //I. 0: 356:60//AF063001 

F-OVARCI 001 180//G. gal I us DNA for pol yubiqui t in gene Ub II.//D.Q06 
2:275:60//! 58 195 

F-OVARC 1 00 1 18B//Hoao sapiens full length insert cDNA clone ZD93F0 
3. //I . Be-32 : 1 80 : 97//AF0B6486 
F-OVARC 100 1 200 

F-0VARC1001232//Caenorhabdi t i s elegans cosaid F10B5. coaplete sequ 
enc e. //0. 0 1 3 : 1 28 : 67//Z48334 

F-OVARCl 001 240//Huaan Chroaosoae 11 pac pOJ360p17. fORKING ORAFT S 
EQUENCE. 44 unordered pieces.//3. 7e-131 :8lt : 87//AC00I235 
F-OVARCI 001 243//Huaan BAC clone GS1 17010 froa 7q21-q22. coaplete s 
equence. //0. 044 : 457 : S9//AC003078 

F-OVARCI 001 244//Huaan hoao log of Drosophila feaale sterile hoaeoti 
c aRNA, coaplete cds. //8. 4e-1B: 1 1 8 : 95//1806 1 3 

F-OVARC 100 126 1 //lus ausculus putative aeabrane-associated guanylal 
e kinase 1 (lagi-1) aRNA. alternatively spliced c fora, partial cd 
s.//l.4e-9S:649:84//AF027505 

F-OVARCI 001 268//Rattus norvegicus ADP-r ibosylation factor-directed 
CTPase activating protein aRNA. coaplete cds. //0. 00051 : 72: 83//U35 
776 

F-OVARC 100 1 2 70 

F-OVARC 100 1271 //Hoao sapiens aRNA for KIAA0643 protein, part al cd 
S.//2. le-142: 644: 96//AB0 14543 

F-OVARCI 001 282//RPC 1 1 1 -60K8. TK RPC Ml Hoao sapiens genoaic done 
R-60K8. genoaic survey sequence. //0. 0089: 285 :58//AQ 195857 
F-OVARCI 0O1296//Hoao sapiens echinodera aicrotubule-associ ated pro 
tein hoaolog HuElAP aRNA. coaplete cds. //3. 0e-20: 263:73//U970l8 
F-OVARCI 001 306// nbxb000211 3r CUCl Rice BAC Library Oryza sativa ge 
noaic clone nbxb00021l3r, genoaic survey sequence.//0. 98: )70:66//A 
Q1S606I 

F-OVARCI 001 3 29//Hoao sipiens BAC clone RG370110 froa 7p1S. coaplet 
e sequence. //I . 3e-05: 432 :61//AC003986 

F-OVARCI 001 330//P I asaodiua falciparua 307 chroaosoae 12 PF VAC 1383 
genoaic sequence, fORKING DRAFT SEQUENCE. 3 unordered pieces. //0. 0 
27 : 444: 59//AC005504 

F-OVARC lOOt 33 9//Hoao sapiens chroaosoae 17, clone hClT. I24_H_2. co 
aplete sequence. //0. 76: 89: 74//AC00607I 

F-OVARC100134I//CITBI -CI-2503J7. TR CITBI-61 Hoao sapiens genoaic c 
lone 2S03J7. genoaic survey sequence. //0. 99:45: 8S//AQ263402 
F-OVARCI 001 342 

F-OVARC 1 001 344//HS-1059~A2-H02-NF.abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 781 Col=4 Row=0, genoaic 
survey sequence. //I. 5e-07: 254: 67//B444S6 
F-OVARC 1001 3 57//Hoao sapiens Xp22-I49 BAC RPCIM-46604 (Roswell Ps 
rk Cancer Institute Huaan BAC Library) cowplete sequence. //0. 83: 37 
6:61//AC00S297 
F-OVARCI 001 360 

F-OVARCI 00 1369//Howo sapiens clone 162B15, coaplete sequence. //0. 0 
066: 99: 76//AC00481 1 

F-OVARCI 001 372//Hoao sapiens I iprin-alpha4 aRNA. partial cds.//2. 7' 
e-)42:6B3: 98//AF034801 

F-OVARCI 001 3 76/Atuaan DNA sequence see SEQUENCING IN PROCRESS »e* 
froa clone 850H21, fORKING DRAFT SEQUENCE. //I. 9e-52: 382: 73//AL03 16 
80 

F-OVARC 100 1381 //Hoao sapiens aRNA for candidate tuwor suppressor i 
nvolved in B-CLL.//1. 2e-147:683:99//AJ224819 
F-OVARC 1001 391 //S. coe I ico I or whiB gene. //0. 01 8:454: S9//X62 287 
F-0VARC1001 399//CIT-HSP-229I 18. TR CIT-HSP Hoao sapiens genoaic clo 
ne 229118, genoaic survey sequence. //I. 7e-1 1 : 104: 87//AQ00761 1 
F-OVARC 1001 4 17//Hoao sapiens EXL11 aRNA. complete cds. //I. 9e-149: 7 
07 : 98//AB00S6SI 

F-OVARC 1001 4 1 97/Hoao sapiens GOX (ST INI) aRNA, coaplete cds.//4. 9 
e-48: 566: 69//U52426 

F-OVARCIOOI 425/ /Huaan DNA sequence froa clone 1048E9 on chroaosoae 
22q1 1.2-12.2 Contains pseudogene similar to ribosoaal protein S3A 
and part of a gene siailar to C. elegant protein CE02118. ESTs. ST 
S. GSS. complete sequence. //0. 0019:96:78//Z99714 
F-OVARCI 001 43S//Caenorhabdi t is elegans aitotic chroaosoae and X-ch 
roaosoae associated NIX-1 protein (aia-1) aRNA, coaplete cds. //O. 7 
7 : S 1 9 : S9//U96387 

F-OVARC 1 00 1442//Huaan DNA sequence »t* SEQUENCING IN PROGRESS **• 
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froa clone 998H6, I0RKING DRAFT SEQUENCE. //I .0:167: 64//AL03 1687 
F-OVARCI 00 I 453//Huaan DMA sequence fro* PAC 4S3DIS on chroaosoae 6 
contains STS. //4. 4e-64: 378: 79//Z84482 
F-OVARC10Q1476//Caenorhabdi t is elegens DMA *«« SEQtCNC I NG IN PROGR 
ESS *« fro* clone T24F12. fORKINC DRAFT SEQUENCE. //O. 20: 107: 71//A 
1022277 

F-OVARCI 001480 

F-OVARCI 001 489//P I asaodi ua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 cenoaic sequence, VORKING DRAFT SEQUENCE, 14 unordered pieces.// 
0. 20:281 :63//AC00S140 

F-OVARCI 001 49S//Hoao sapiens C-terainal binding protein 2 aRNA, co 
aol et e cds. //8. 1 e-8S : 479 : 92//AF01 6S07 

F-OVARCI 001 506//Hoao sapiens Chroaosoae 16 BAC clone Cl T987-SKA-13 
F4 'coaplete genoaic sequence, coaplete sequence. //I. 2e-98:S03:83 
//AC 002039 

F-OVARCIOOI 525//Kuaan beta-hexosaainidase alpha chain (HEXA) gene, 
exon 1.//1. 7e-13:87 : I00//NI6411 

F-OVARCI 001 S42//H. sapiens polyaorphic repeat associated with gluts 
aate dehydrogenase pseudogene 5.//0. 43 : 1 90:68//X692f 9 
F-OVARCIOOl 547//PI asaodi us falciparua 3D7 chroaosoae 12 PFYACB8-42 
0 genoaic sequence. lORKING DRAFT SEQUENCE. 14 unordered pieces.// 
0. 017:533: S6//AC00S140 

F-OVARCI 001 S55//Ho*o sapiens clone NK0469N07. lORKING DRAFT SEQUEN 
CE. 7 unordered pieces. //7. 4e-1 59:41 S:99//AC00S037 
F-OVARCI 001 577//Hoao sapiens SRp46 splicing factor transcribed ret 
ropseudogene. //I. 4e-l 15: S40: 99//AF031 1 65 

F-OVARCI 001 600//Hoao sapiens chroaosoae 21q22. 3 PAC 39C17. coaplet 
e sequence. //5. 5e-1 3 : 529: 62//AF04394S 

F-OVARCI 001 6 10//, collate sequence. //I. 4e-12: 152: 77//AC0OS409 
F-OVARCI 001 611 

F-OVARCI 001 61 5//Huaan ONA sequence froa clone 873P14 on chroaosoae 
20pl2 Contains STS, GSS. coaplete sequence. //0. 022: 1 46 : 70//AL03 J 6 
82 

F-0VARC1001 668//Hobo sapiens aRNA for MCM3 iaport factor, coaplete 
cds.//6. Se- 109:358: 96// AB00S543 

F-OVARCI 001 702//Hoao sapiens aRNA for hS0X20 protein, coaplete cd 
s.//1.8e-47:393:81//AB006S67 

F-OVARC1001703//CIT-HSP-2164L6.TF CIT-HSP Hoao sapiens genoaic do 
ne 216416, genoaic survey sequence. //0. 94:85: 69//B92840 
F-OVARCI 00 171! //Hu nan DMA sequence sea SEQUENCING IN PROCRESS sat 
froa clone 317C6. VORKING DRAFT SEQUENCE.//!. 9e-06: 489: 6I//2976S1 
F-OVARCI 001 71 3//Rattus norvegicus neuroligin 2 aRNA, coaplete cds. 
//I .0:262 : 59//U41 662 

F-OVARCI 001 726//Huaan teloaere associated repeat sequence, coaplet 
e sequence. //7. Se-08 : 283 : 65//N57752 

F-OVARCIOOI 731 //Bus ausculus gene for beta-tropoayosin.//2.6e-83:6 
06: 81//X126S0 

F-OVARC1001745//H5_3007_62_G09_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3Q07 Co I = 1 8 Row=N, gen 
oaic survey sequence. //0. 00020: 269: 60//AQ164522 
F-OVARCI 001 762//S. poabe cnroaosowe III cosaid c338. //3. 0e-l7:624:6 
I//AL023781 

F-OVARCI 001 766//Hoao sapiens eukaryotic translation initiation fac 
tor elF3, p35 subunit aRNA. coaplete cds.//4. 2e-149: 706: 98//U97670 
F-OVARCI 001 767//Hoao sapiens aRNA for KIAA0675 protein, coaplete c 
da . //3. Oe- 1 1 5 : 580 : 96//AB0 1 4S75 
F-OVARCI 001 768 

F-OVARCI 00 1791 //Hoao sapiens BAC clone RG1I8P15 froa 8q21. coaplet 
e sequence. //S. 7e-64:477: 78//AC005066 

F-OVARCI 001 79 5//Hoao sapiens chroaosoae 4 clone B341C20 aap 4q25, 
coaplete sequence. //6. 5e-l 1 : 171 : 76//AC004704 
F-OVARCI 001 802//C I TB I -ET -2502A1 7. TR CITB1-E1 Hoao sapiens genoaic 
clone 2502A17, genoaic survey sequence. //0. 98: 214:6 1//AQ264481 
F-OVARCI 001 805//Huaan DNA sequence froa clone S1 1 El 6 on chroaosoae 
6p24. 3-25. 1. Contains the last coding exon of the gene for P18 co 
■ponent of aainoacy 1-tRNA synthetase coapfax, part of in unknown g 
ene downs treia of a putative CpG island, and an STS with a CA repe 
at polyaorphisa, coaplete sequence. //9. Se-1 51 : 712: 99//AL023694 
F-OVARCIOOI 809//Mus ausculus sphingosina kinase (SPHXIa) aRNA, par 
till cds. //2. 7e- 56 : S22 : 75//AF068748 

F-OVARCI 001 8 12//Hoao sapiens chroaosoae 17, clone HCIT104NI9, coap 
lete sequence.//!. 7e-63:S26: 81 //AC003662 

F-OVARCI 001 81 3//Huatn DNA sequence froa cosaid U144A10, between aa 
rkers DXS366 and DXS87 on chroaosoae X contains STS. //0. 17:214:65/ 
/Z70224 

F-OVARCI 00 1820//Huaan DNA sequence *** SEQUENCING IN PROGRESS »** 
froa done 445N2, lORKING DRAFT SEQUENCE. //3. 2e-S5: 379: 82//AL031 77 
9 

F-OVARC 1001828/ /Hoao sapiens chroaosoae S, BAC done 203o13 (LBNL 
HI 55), coaplete sequence.//2.8e-17:S09:62//AC005609 
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F-OVARCI 001 846//Huaan DNA sequence froa cosaid U73E8. between nark 
ers DXS366 and DXS87 on chroaosoae X.//0. 35:403: S8//Z73361 
F-OVARCI 001861//C1T-HSP-2165N3. TR CIT-HSP Hoao sapiens genoaic clo 
ne 2I6SM3. genoaic survey sequence. //2. 4e-25: 148: 96//B94622 
F-OVARCI 001 873//Hoao sapiens clones 24718 and 24825 aRNA sequence. 
//I. 2e-18: 1 22: 95//AFQ7061 1 

F-OVARCI OOl B79//HS_3026_BI_F09_T7 ClT Approved Huaan Genoaic Spera 
library D Hoao sapiens genoaic done Plate*3D26 Col=17 Row=L, gen 
oaic survey sequence. //4. 9e-29: 204: 87//AQ207748 
F-OVARCI 001 880//Huaan interferon regulatory factor 5 (HuairfS) aRN 
A, coaplete cda.//3. Se-0S:489:60//U5»127 

F-OVARCI 001 88 3//Hoao sapiens clone GS2S9HI3. lORKING DRAFT SEQUENC 
E. 4 unordered pieces. //I . 9e-29:350:74//AC005020 
F-OVARCI 00 1900//Hooo sapiens tuaorous iaaginal discs protein Tid56 
hoao log (TIDI) aRNA, coaplete cds.//8. 6e-56: 300: 96//AF06 1749 
F-OVARCI 001 901 //Huaan DNA sequence froa clone 103N22 on chroaosoae 
6p24. Contains STSs and GSSs, coaplete sequence. //2. 3e-l0: 253:66/ 
/ALQ31904 

F-OVARCI 00191 l//HS_2t 96_B2_H! I JNF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=2196 Co 1=22 Roa=P. gen 
oaic survey sequence. //3. 4e-09 : 123: 78//AQ294069 
F-OVARCIOOI 91 6//MS_3054_BI_C11_NF ClT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic done Plate=30S4 Col-21 Row=F, gen 
oaic survey sequence. //I. 2e-31 : 126: 97//AQ099979 
F-OVARCI 001 928 

F-OVARC 1001 94 2//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one 21d7. forward read cpg21d7. f t1a.//7. 2e-12: 83: 98//Z60390 
F-OVARCI 001 943//Aplysia californica potass tua channel aoduiatory f 
actor aRNA. coaplete cds.//3.5a-50:53S:69//AF059l79 
F-OVARCI 00 1949//Huaan KRAB zinc finger protein (ZNFI77) aRNA. coap 
lete cds. //I . 7e-l6 : 294:67//U37263 

F-OVARCI 00 I950//Hoao sapiens e*e SEQUENCING IN PROGRESS *e*. I0RKI 
NC DRAFT SEQUENCE.//!. Se-20 : 26 1:68//AJ011 929 

F-OVARCI 00 1987//D.ae I anoga ster G6PD gene, exons 2-4. //0. 99:447:57/ 
/Z 19021 

F-OVARCI 001 989//Hoao sapiens clone DJ0042N02. lORKING 0RAFT SEQUEN 
CE. 20 unordered pieces. //2. 9e-19: 1 78: 83//AC005995 
F-OVARCI 002044//P I asaodi ua falciparua NAL3P7, coaplete sequence.// 
0. 1 7 : 232 : 62//AL034559 

F-OVARCI 0020S0//Hoao sapiens aRNA for KIAA0465 protein, partial cd 
S.//2. le-1 58: 739: 98//AB007934 

F-OVARCI 002066/ /Hoao sapiens genoaic DNA, chroaosoae 2tq22.2 (Down 
Syndroae region), segaent 4/15. I0RK INC DRAFT SEQUENCE. //3. Qe-1 7: 
781 : S9//APOOOOI 1 

F-OVARCI 00208 2//Hcao sapiens clone DJ0965K10. lORKING DRAFT SEQUEN 
CE. 6 unordered pieces. //S. 4e-l36:683: 96//AC006QI5 
F-OVARCI 0021 07//Hoao sapiens BAC clone RG276003 froa 7q22-q3l.1, c 
oaplete sequence.//!. 0:220: 61 //AC004668 

F-OVARCI 0021 12//Hoao sapiens histone aacroH2A1.2 aRNA. coaplete cd 
S.//6. l e— 1 15:$S7:98//AF041483 

F-OVARCI 0021 27//Hoao sapiens chroaosoae 9. clone hRPK. 202_H_3. coa 
plete sequence. //0. 01 3:461 : 57//AC006241 

F-OVARCI 0021 38//Caenorhsbdi t is elegans cosaid F3201 . //I . Qe-29: 545: 
64//AF0 16427 

F-OVARCI 0021 43//C I T-HSP-2343H20.TR CIT-HSP Hoao sapiens genoaic cl 
one 2343H20, genoaic survey sequence. //Z. 3e-l 1 : 258: 67// AQ0SS576 
F-OVARC 1 002 156 

F-OVARC1002I58//F1707-T7 IGF Arabidopsis thaliana genoaic clone FI 
707, genoaic survey sequence. //I. 8e-l6:383:66//B1 1616 
F-OVARCI 0021 6 S//H. sapiens BDP1 aRNA for protei n-ty ros ine-phosphata 
se. //0. 0041 : 300 : 64//X79568 

F-OVARCI 0021 8Z//F. rubripes GSS sequence, clone IZ3l23aA7. genoaic 
survey sequence. //1 . 4e-10: 240: 66//AL01 7241 

F-PLACEI 000004//CIT-HSP-2294H1 3. TF CIT-HSP Hoao sapiens genoaic cl 
one 2294H13. genoaic survey sequence. //8. 2e-10: 158: 7S//AQ0038S9 
F-PLACEI 00O00S//Mouse alpha-1 anti trypsin gene, segaent l.//4.8e-1 
S: 89:93//N12585 

F-PLACEI 000007//Hoao sapiens ubiquitin hydrolyzing enzyae I (UBHI) 
aRNA, partial cds.//3. 8e-51 :550:72//AF022T89 
F-PLACEI 000014 

F-PLACEI 00003 1 //Hoao sapiens clone DJ0098022. lORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //0. 91:333:61//AC004821 
F-PLACEI 000040//Hoao sapiens DNA sequence froa PAC 95883 on chroao 
soae Xp22. 1 1-Xp22. 22. Contains ESTs STS and CpG i s land. //2. 6e-20: 2 
79:67//Z93023 

F-PLACEI 00 004 8//Hobo sapiens chroaosoae 17, clone HCIT462L7, coapl 
ete sequence. //3.6e-63: 488: 82//AC00S1 77 

F-PLACEI 00 00 5 0//Nus ausculus chroaosoae 14 aarker ua-a24 GA dinucl 
eotide DNA sequence.//Z. 3e-10: Ml : 7S//U31S08 

F-PLACEI 00006 1//Huaan ribosoaai protein L37a aRNA sequence. //I . 9e- 
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30:1 90:94//L221 54 

F-PLACE 1 00006 S//Hoao sapiens PAC clone DJM06E03 froa 7q31.3-7q3, 
coaplete sequence. //6. Oe-63 : 597: 74//AC00S52I 

F-PLACEI 000078//Hoao sapiens chroaosoae 11 clone CIT987SK-I012F4, 
fORKING DRAFT SEQUENCE. 6 unordered pieces. //S. 2e-09: 143: 73//AC005 

848 

F-PUCEl 00008 !//Huaan DMA fro* chroeosoae 19 specific cosaid R2846 
1, genoaic sequence, coaplete sequence. //0. 52: 390: 60//AC002389 
F-PLACEI 000094 

F-PLACEI 0001 3 3//Huaan ONA sequence froa clone 372K1 on chroaosoae 
fiq24 Contains EST. STS, GSS and CpG Island, coaplete sequence. //4. 
4e-l29:731 : 92//AL023S80 

F-PLACEI 0001 42//H. sapiens AUH aRNA. //6. 4a-09: 328: 62//X798SS 
F- PLACE 10001 84//Hoao sapiens estrogen-related receptor gaaaa aRNA. 
coaplete cds.//7.7e-1SO:737:97//AF058291 

F-PLACEI 0001 8S//Sequence IS froa patent US 5691 147. //5. 7e-106: 558: 
94// 1 762 11 
F-PLACEI 0002 13 

F-PLACEI 0002 14//P I asaodiua falciparua 307 chroaosoae 12 PFYAC1 383 
genoaic sequence. IQRKING DRAFT SEQUENCE. 3 unordered pieces. //I. 8 
e-06 : 644 : S7//AC005S04 

F-PLACEI 0002 36//Huaan DMA sequence *»» SEQUENCING IN PROGRESS «e* 
froa clone 695020. fORKING DRAFT SEQUENCE. //2.6e-39: 191 :83//AL0328 
18 

F-PLACEI 000246//HS_2008_A2_D04_T7 CIT Approved Hue an Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2008 Col~8 Ro*=G, geno 
etc survey sequence. //D. 96: 1 S3: 61// AQ2698 13 

F-PLACEI 000 2 92//Drosophi la aelanogaster Oregon-R ai tochondr ial AFT 
region. //S. la-1 2: S71 : S0//U1 1584 

F-PLACEI 00030B//D. teissieri ai tochondr ia I OMA for tRNA-faet. IRNA- 
lle, tRNA-GIn 8 tRNA-Val.//0.00013:369:59//XS401l 
F-PLACE 100033 2//HS_20 1 6_B2_D08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2€l6 Col=16 Ro*=H, gen 
oaic survey sequence. //7. Se-83:424:96//AQ232106 
F-PLACEI 000347//C1T-HSP-2326A1 6. TV CIT-HSP Hoao sapiens genoaic cl 
one 2326A16. genoaic survey sequence. //0. 13:46: 100//AQ047350 
F-PLACE 1000 3 74//Mus ausculus putative CCAAT binding factor 1 (aCB 
F) aRNA, alternatively spliced transcript aCBFI . coaplete cds.//0. 
00048: 84 :83//U1 9891 

F-PLACEI 000380//F. rubnpes GSS sequence, clone 047P2laA!0, genoaic 
survey sequence. //0. 43:198: 62//Z881 63 
F-PLACEI O00383//Hoao sapiens ayotubularin related protein 1 (MTMR 
I) aRNA. partial cds.//8. 7e-149: 740: 96//US8032 

F-PLACE 100040 I //Pinctada fucata aRNA for insoluble protein, coaple 
te cds.//0. 22:484: 56//D86074 

F-PLACEI 000406//Huaan nuclear aatris protein 55 (natS5) aRNA, coap 
lete cds.//3. 3e-1 9: 372: 65//U898E7 

F-PLACEI 000420//Hoao sapiens chroaosoae 17, clone hRPK. Z27_G_1 5/ 
coaplete sequence. //1. 6e-8S: 421 : 87// AC005899 

F-PUCE 10004 21 //Huaan CT334 protein (GT334) gene, exons 16 and 17. 
//0. 88:145: 68//U6 1515 

F-PLACEI 000424//Hoao sapiens PAC clone DJ0905J08 froa 7pl2-pl4. co 
BDlete sequence. //0. 076: 196: 66//AC0051 89 

F-PLACEI 000435//HS_321 7_A2_A1 2_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate s 3217 Col=24 Roa=A, gen 
oaic survey sequence. //2. 2e-47: 438: 76//AQ1 81 698 
F-PLACEI 000444//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-15 
2E5, coaplete sequencc.//6. 9e-61 :616:71//AC004382 
F-PLACEI 0004S3//Nur ine genoaic OKA: partially digested Sau3A fraga 
ent, cloned into cosaid vector pEMBLcos2, coaplete sequence. //5. 8 
e-18: 314:69// AFOS9S80 

F-PLACEI 000481 //Hoao sapiens Chroaosoae 22q11.2 Coxa id Clone 94a I 
n DGCR Region, coaplete sequence. //1 . 1 e-33: 349: 76//AC002491 
F-PLACEI 00049 2//Rat vacuolar protein sorting hoaoiog r-vps33b aRN 
A. coaplete cds.//1. le-34:256: 83//U3524S 

F-PLACEI 000540//P. falciparua coaplete gene aap of plast id-1 ike DMA 
( I R-B) . //0. 099 : 336 : 58//I95276 

F-PLACEI 000S47//Arabidops is thaiiana GDP-aannose pyrophosphory lase 
(CMP!) aRNA. coaplete cds.//S.4e-11 :279:63//AF076484 
F-PLACEI 000562//, coaplete sequence. //I. 7e-97:559:88//AC005409 
F-PLACEI 000564 

F-PLACEI 000583//Figure 2. Nucleotide and translated protein sequen 
ces of HPF1, -2, and -9.//3. 3e-46: 631 :68//M27877 
F-PLACEI 000 588//Huaan guanylate binding protein isofora I (GBP-2) 
aRNA, coaplete cds.//7. 3e-84:S03:88//N55542 

F-PLACEI 0005 96//Hoao sapiens aRNA for NSI-binding protein (NS1-BP 
) . //3. Be-1 64 : 798 : 97//A J01 2449 

F-PLACE I000599//P. falciparua coaplete gene aap of plast id-1 ike DMA 
( I R-B) . //0. 01 8 : 295 : 61//X95276 

F-PLACEI 00061 0//HS_2O56_A1J)lO_T7 CIT Approved Huaan Genoaic Spera 



Library D Hoao sapiens genoaic clone Plate=20S6 Co 1 = 19 Row=G. gen 
oaic survey sequence. //5. 3e-24: 188 :87//AQ235967 
F-PLACE 1 0006 1 1 //Rat t us norvegicus neural aeabrane protein 35 aRNA, 
coaplete cds.//2.4e-47:687:66//AF04420l 
F-PLACE I 000636 

F-PLACE I 0006 53//Hoao sapiens N-acety Iglucosaaine-phosphate aulase 
aRNA. coaplete cds.//1. 5a-1 52: 747: 96//AF1 02265 
F-PLACEI 0006 56//Hoao sapiens aRNA for JIM protein, coaplete CDS (c 
lone IMAGE 546750 and LLMLd 10FI857Q7 (R2PO Ber I in)) . //2. 3e-l 56 : 77 
5:97//AJ 005896 

F-PLACEI 000706//nu cl ear protein TIF1 twice, aRNA. 3951 nt].//8. Oe- 
60 : 675 : 70//S782 1 9 
F-PLACEI 0007 12 

F-PLACE 1 0007 16//KS-1057-AI -A03-MR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone P1ate=CT 779 Col=5 Ro*=A. genoaic 
survey sequence. //2. 7e-42: 266:82//B43026 
F-PLACEI 000748//C I T-HSP-2372J8.TR CIT-HSP Hoao sapiens genoaic cto 
ne 2372J8. genoaic survey sequence. //0. 023: 157: 68//AQ1 13109 
F-PLACEI000749//Plaiaodiua falciparua MAL3P7. coaplete sequence.// 
0. 099:664 : S7//AL034559 

F- PLACE 1 0007 5 5//H. sapiens DMA 3’ flanking siaple sequence region c 
lone ag2c3.//0. 00068: 206: 62//X76589 

F-PLACEI000769//RPCI1I-3J18. TPB RPCI-11 Hoao sapiens genoaic done 
RPCI-I I-3J1 8. genoaic survey sequence. //6. Se-08: 93 : 89//B6380S 
F-PLACE 10007 85//Hoao sapiens aRNA for KIAA0648 protein, partial cd 
s. //3. 5e- 1 38 : 663 : 98//AB01 4548 

F-PLACE 1000786//Drosophi I a aelanogaster cosaid 80H7. //1 . 4e-43: 589: 
6B//AL031027 

F -PLACE 1000 7 9 3//H. sapiens CpG island ONA genoaic Nsel fragaent. cl 
one I3d12. reverse read cpg13d12. rt1c.//4. 6e-09:7l : I00//Z6456S 
F-PLACEI 000798//Huaan Chroaosoae 16 BAC clone CIT987SK-A-63SH1 2. c 
oaplete sequence. //S. 0e-14:23S:72//ACQ02310 

F-PLACEl 000841 //Hoao sapiens clone NH0441G08. VORKING DRAFT SEQUEN 
CE. 12 unordered pi eces. //0. 01 3 :404:60//AC006158 
F-PLACEI 000849//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one 72alQ. reverse read cpg72a10. r t1a.//3. 3e-09:82: 92//Z6271 2 
F-PLACEI 0008 S6//Hydr a vulgaris HT4 aRNA for col lagen-l ika protein, 
partial cds. //I . 0 : 31 7 : 59//AB008935 
F-PLACEI 000863//H. sap i ens CpG island DNA genoaic Nsel fragaent. cl 
one 53d2, forward read cpg53d2. f tl b.//7. 3e-37: 199: 98//ZS5621 
F-PLACEI 000909//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one I73f8. reverse read cpg!73f8. rt1a.//1. Se-17: 1 28: 92//Z57391 
F-PLACEI 0009 3 I //Huaan DNA sequence froa PAC 212P9 on chroaosoae Ip 
34. 1-lp35. Contains delta opiate receptor, CpG island. CA repeat,. 
//8. le-5S: 647: 72//AL00918I 
F-PLACEI 000948 

F-PLACEI 000972//RPC1 1 1-61BI . TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-6IB1. genoaic survey sequence. //I . Oe-26: 148: 99//AQ1 94348 
F-PLACEI 000977//Hoao sapiens aRNA for KIAA0672 protein, coaplete c 
ds.//6. 1e-08: 41 3:61 //AB01 4572 

F-PLACEI 0009 7 9//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one 76e8, reverse read cpg76eS. rt1a.//2. 7e-l0:84: 94//Z55963 
F-PLACE 1000987//Howo sapiens aRNA for KIAA0724 protein, coaplete c 
d$. //8. Oe- 140: 694 : 96//AB0 18267 

F-PLACEI 00 1000//Herpeto*on as auscarua auscarua kinetoplast I2S rRN 
A gene //0. 0056 443: 58//U010I1 

F-PLACEl 001 007//CIT-HSP-2013LI 5. TF CIT-HSP Hoao sapiens genoaic cl 
one 2013L1S. genoaic survey sequence. //0. 99:277:58//B58681 
F-PLACEI 001 01 0//Huaan cosaid glS72d01. coaplete sequence.//}. 6e-5 
5 : 294 : 88//AC000357 

F- PLACE 1001 015//Ho*o sapiens PAC done OJ0754J1S froa 7p2l, coaple 
ta sequence. //7. 2 e-33 : 333: 73//AC004741 
F-PLACE I 00 10 24 

F-PLACEI001036//CIT-HSP-23731 10. TF CIT-HSP Hoao sapiens genoaic cl 
one 2373110. genoaic survey sequence.//! . le-80: 393: 98// AQ1 0866 2 
F-PLACEI001054//Arabidops i s thaiiana genoaic DNA, chroaosoae 5. TA 
C clone: K9I9, coaplete sequence. //8. 8e-40: 483: 66// AB01 3390 
F-PLACE 1001 06 2//ius ausculus aRNA encoding I ys ine-ketog I utirate re 
ductase/saccharopine dehydrogenase. //I . 2e-23:224:S0//AJ224761 
F-PLACEl 001 076//HS_2l 95_B1_D05_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2195 Co I =9 Row=H. geno 
aic survey sequence. //0. 0014: 168:66//AQ0666S9 
F-PUCE 100 1088 

F-PUCEl 00f092//Hoao sapiens sorting nexin 4 aRNA, coaplete cds.// 
3. 1e-95: 489: 96//AF065485 

F-PUCEl 001 104//Capr ine arthritis-encephalitis virus envelope glyc 

oprotein (env) gene, partial cds. //0. 0073: 2S3:62//U8I400 

F-PUCE 1 001 1 18//Hoao sapiens KRAB doaain zinc finger protein (ZFP3 

7) aRNA. coaplete cds.//2. Se-64:676:71//AF022l58 

F-PLACEI 001 1 36//Huaan aaphiregulin (AR) gene, exon 5, clones laabd 
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a-ARH(6, 1 2) . //3. 8e-26: 174: 93//M30702 
F-PLACE 100 1168 

F-PLACE1 001 171 //Hoao sapiens subteloaeric cosaid 1 1 b— 1 » coaplete s 
equence. //7. 6e-23:245: 68//AC005603 

F-PLACE 1 001 1 8S//Huaan ONA sequence froa clone 889NI5 on chroaosoae 
Xq22. 1-22. 3. Contains part of the gene for a novel protein s i as i la 
r to X. taevis Cortical Thyaocyte Marker CTX. the possibly alterna 
lively spliced gene for 26S Proteasoae subunit p28 (Ankyrin repeat 
protein), a novel gene and exons 36 through 46 of the C0L4A6 for 
Collagen Alpha 6 ( I V) . Contains ESTs, STSs, CSSs and a putative CpG 
island, coaplete sequence.//0. 010: I02:70//AL03I177 
F-PLACE 1 00 1238//Mouse aRNA for RNA polyaerase t associated factor 
(PAFS3) , coaplete cds.//9. 3e-82 : 684 : 77//D 14336 
F-PLACE1001241 

F-PLACE1001257//Caenorhabdi tis elegans cosaid R12E2.//1. 1 e-»6:480: 
60//AF0S7219 

F-PLACE1 001 272//H. sapiens subunit of coatoaer coapl ex. //0. 31 : 50: 96 
//X70476 

F-PLACE 1 001 279//P I aseodiue falciparua 3D7 chroaosoae 12 PFYACB8-62 
8 genoaic sequence, KIRK INC DRAFT SEQUENCE. 9 unordered pieces.// 
0.054: 3S2:60//AC005507 

F-PLACE1001280//Bovine herpesvirus type 1 early-interaediate trans 
cription control protein (BICP4) gene, coaplete cds.//1.0e-!0:620: 
61//LI4320 

F-PLACE1001294//M. ausculus CEC-154 aRNA.//5.0e-107:826:80//I71642 
F-PLACE 1 00 1304//Mouse Zfp-35 aRNA for zinc finger protein ZFP-3S./ 
/I. 2e-67: S10:77//X17617 

F-PLACE100131 1//Hoao sapiens clone DJ0826E18, VORKIRG DRAFT SEQUEN 
CE. 4 unordered pieces. //1 . 6e-47: 491 : 73//AC0052S2 
F-PLACE1001323//HS-1007-A2-B10-MF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 328 Col=20 Row=C. genoai 
c survey sequence.//9. 6e-26: 142: 100//B31 181 
F-PLACE10013S1 

F-PLACE1001366//Hoao sapiens aRNA for KIAA0799 protein, partial cd 
S.//8. 6e-25: 155: 95//AB018342 

F-PLACE1 001 377//H. sapiens MADM gene (exon l).//1.6e-43:393:79//Z48 
614 

F-PLACE1001383//Huaan ONA sequence froa clone 246H3 on chroaosoae 
22qi1. 21-12.2 Contains LRP5 (Lipoprotein Receptor Related Protein) 
pseudogene. EST, CA repeats (D22S414, D22S925. D22S926). STS. GSS 
and CpG island, coaplete sequence. //I. Se-11 9:705: 91//A1022324 
F-PLACE1001384//Hoao sapiens aRNA for aulti PDZ doaain protein.// 
5. 7e-08: 117: 84// AJ001 319 

F-PUCE1001387//Sequence 3 froa patent US 56 1001 8. //I. 7e-Q6: 395:58 
//1 57340 

F-PLACE100139S//Plasaodi ua falciparua circular DMA rpoS and rpoC g 
enes for beta and beta-priae subunits of RNA polyaerase (EC 2.7.7. 
6) . //7. 2e-l 1 : 620 : 60//X521 77 

F-PLACE10Q1 399//Hoao sapiens chroaosoae 17, clone hRPK. 22JM2, I 
0RKING DRAFT SEQUENCE. 2 ordered pieces. //3. Oe-145: 700 : 98//AC00541 
2 

F-PLACE1 00141 2//Hobo sapiens clone 643 unknown aRNA. coaplete sequ 
ence. //2. Oe-69: 365: 96//AF091087 

F-PLACE 1001414/ /Hoao sapiens chroaosoae 9. clone hRPK. 202_H_3, coa 
plate sequence. //8. 2e-121 : 60S : 97//AC006241 

F-PLACE1001440//Huaan Chroaosoae 11 pac pDJ393olS, WORKING DRAFT S 
EQUENCE, 8 unordered pieces.//!. 3e-06: 437: 6I//AC000384 
F-PLACE 1 001 456//H0B0 sapiens Xp22 GS-52411 (Genoae Systeas Huaan B 
AC library), coaplete sequence. //0. 98: 348: 60//AC0031 06 
F-PLACE 1 001 468//Hoao sapiens DNA sequence froa PAC 435A7 on chroao 
soae Xq22. 1-q22. 3. Contains STS. //4. 4e-05: 358:62//AL022148 
F-PLACE 1 00 1 484/ /Huaan DNA sequence tee SEQUENCING IN PROGRESS eee 
froa clone 387E22. WORKING DRAFT SEQUENCE. //5. 7e-3! : 195: 93//AL03 16 
60 

F-PLACE1 00! $02/ /Huaan fibroblast groath factor receptor 3 (FGFR3) 
gene, exon 1 .//0. 0001 5:333 :59//L78720 

F-PLACE1001503//Drosophi la aelanogaster ONA sequence (PI DS05273 
(D80)) . coaplete sequence.//0.00016: 161 : 66//AC004373 
F-PLACE1001 517//Huaan DNA sequence froa PAC 696H22 on chroaosoae X 
q21. 1-21.2. Contains a aouse E25 like gene, a Kinesin like pseudog 
ene and ESTs. //3. 7e-22: 260: 76//AL02 1786 

F-PLACE 1 00 1S34//Hua an DNA sequenca tee SEQUENCING IN PROGRESS eee 
froa clone 620E11. WORKING DRAFT SEQUENCE.//! . le-1 43: 71 3: 97//AL031 
667 

F-PLACE 1 00 1S4S//Hoao sapiens chroaosoae 3, clone hRPK. 165_l_!6, co 
ap I e te sequence. // 2. 7e-l 39 : 482 : 96//AC005669 

F-PLAC£I00I55I//Hobo sapiens chroaosoae 19, CIT-HSP-444n24, coapie 
te sequence. //6. 9©- 1 16: 681 :89//AC0O5261 

F-PLACE100I570//HS_3105_AI_F06_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao saoiens genoaic clone Plat e=31 OS Col=!l Row=K. gen 
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oai c survey sequence.//!. 2e-IO: 137: 79//AQI 39817 
F-PLACE 1 001 602//Hoao sapiens genoaic DNA of 8p2l.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saal I celt lung cancer . s 
egaent 3/1 1. //I. 8e-t02: 217 : 99//AB020860 

F-PLACE 1 00 1 SO 3//Hoao sapiens nitrilase hoao log 1 (NIT1) gene, alts 
r natively spliced product, coaplete cds.//3.7e-104:501 :98//AF06998 
4 

F-PLACE 100 I 608//HS_2189_AI_GQ7_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=21S9 Col=l3 Row=M, gen 
oaic survey sequence. //2. 9e-60: 429: 84// AQ2219S9 
F-PLACE1 001610//Hoao sapiens clone NH04S9N07. VORKING DRAFT SEQCJEN 
CE. 7 unordered pieces.//4.4e-U4:552:98//AC005037 
F-PLACE1 001 61 1 //Huaan DNA. sequence froa clone I039KS on chroaosoae 
22q12. 3-13. 2 Contains gene siailar to PICK! perinuclear binding p 
rotein. gene siailar to aonocarboxylate transporter (MCT3), ESTs. 
STS. GSS and a CpG i aland, coaplete sequence. //0. 93 : 131 71//AL0315 
87 

F-PLACEI00l632//Hoao sapiens aRNA for KIAA0798 protein, coaplete c 
ds.//l. 1 e-74: 702: 75//AB0I 8341 

F-PLACE 100163 4//Huaan p)90-B (p!90-B) aRNA. coaplete cds.//1.2e-1 
8:114: 100//U17032 

F-PLACE 100 1640//Hoao sapiens chroaosoae 17. clone hRPK. 651 _L_9, co 
aplete sequence. //7. 7e-159:788:97//AC005971 

F-PLACE 1 00 1672//Huaan ONA sequence froa clone 71 LI 6 on chroaosoae 
Xpll. Contains a probable Zinc Finger protein (pseudo) gene, an unk 
nown putative gene, a pseudogene with high siailarity to part of a 
ntigen K I —67, a putative Chondroitin 6-Sul fotransferase LIKE gene 
and a KIAA0267 LIKE putative Na(f)/H(F) exchanger protein gene. Co 
ntains a predicted CpG island. ESTs, STSs and CSSs and genoaic aar 
ken DXSI003 and DXS1055, coaplete sequence. //7.8e-36: 365 :73//AL02 
2165 

F-PLACE 1 001 691//Hoao sapiens chroaosoae 17, clone hRPK. 294_J_2Z. c 
oaplete sequence. //9. 1 e- 149: 760: 96//AC00 5921 

F-PLACE 1 001 692//Rat aediua-chain S-acyl fatty acid synthetase thio 
ester hydrolase (NCH) , coaplete cds.//2. 9e-57: 643: 7I//N1 6200 
F-PLACE 1 001 705//Hoao sapiens chroaosoae 17. clone hRPK. 958_E_1 1 . W 
ORKING DRAFT SEQUENCE. 2 ordered pieces. //3. 9e-18: 284: 71//AC006883 
F-PLACE100I716//Huaan aRNA for KIAA0191 gene, partial cds.//6.6e-6 
8:369: 73//D83776 

F-PLACE 1 001 720//Hoao sapiens Chroeosoae 22qtl.2 Cosaid Clone 31 f3 
In IGLC Region, coaplete sequence.//}. 0:274:59//ACQ000S1 
F-PLACE1 001 729//S t reptoayces coeiicolor cosaid 1C2.//0. 22:433:57// 
AL0311Z4 

F-PLACE1001 739//Caenorhabd i tis elegans cosaid C18H7.//0.049: 341 : 61 
//AF067607 

F-PLACE 1 00 1740//Hoao sapiens chroaosoae 5, PI clone I108H7 (LBNL H 
81). coaplete sequence. //4.8e-26: 372 :68//AC005221 
F-PLACE1 001 745 

F-PLACE 1 001 746//P I asaodiua falciparua DNA *** SEQUENCING IN PR0GRE 
SS «* froa MALI PI. WORKING DRAFT SEQUENCE. //0. 01 8:472 :57//AL03 174 
4 

F-PLACE 1 001 748//Hoao sapiens aetal loprotease 1 (NP1) aRNA, coapl et 
e cds.//8. 8e-159:773:97//AF06l243 

F-PLACE 1001756/ /Hoao sapiens chroaosoae 12pI3. 3 clone RPCI11-303E 
5, WORKING DRAFT SEQUENCE, 65 unordered pieces. //1. 9e-S4:274:81//A 
C005842 

F-PLACE 1001761/ /HS_3027_A1 _D02_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3027 Co I -3 Row=G. geno 
aic survey sequence.//0. 095:49: 93//AQ130972 

F-PLACE1001771//Hoao sapiens transient receptor potential protein 
6 aRNA. coaplete cds. //!. 0e-146: 709: 97//AF080394 
F-PLACE1001 781 
1. 3 *-08:238 : 65//AC005637 

F-PLACE I 00 17t9//H$_307SJJ1_HQ3_MR CIT Approved Huaan Genoaic Spera 
Library O Hoao saoiens genoaic clone Pfate=3075 Co1=5 Row=P. geno 
aic survey sequence.//! . 7e-09: 166: 69//AQ1 38474 
F-PLACE1 00181 0//Arabidops is thaiiana genoaic ONA. chroaosoae 3, Pt 
clone: NRC8. coaplete sequence. //0. 00035: 1 96:66// AB020749 
F-PLACEI001817//Moao sapiens ATP-specific succinyl-CoA synthetase 
beta subunit (SCS) aRNA, partial cds. //I . la-108: 546: 96//AF058953 
F-PLACE1001821//RPCM 1 —3501 7. TK RPCI-11 Hoao sapiens genoaic clone 
RPCl- 1 1-35D1 7. genoaic survey sequence. //2. 1e-55: 300: 97//AQ045286 
F-PLACE 1 001 844//Hoao sapiens chroaosoae 17. clone HCIT462L7, coapl 
ete sequence. //2. 8e-67: 443:86//AC005l77 

F-PLACEI001845//Arabidopsis thaiiana chroaosoae I BAC T25624 genoa 
ic sequence, coaplete sequence. //0. 34: 219: 64//AC005850 
F-PLACE 1001 869//K I ebsiel It pneuaoniae ribitol kinase (rbtK) and n 
bitol transporter (rbtT) genes, coaplete cds. //7. le-11 :505:57//AF0 
45244 

F-PLACEI001897//RPC1 1 1-46DI 5. TJ RPCl 1 1 Hoao sapiens genoaic clone 



10 2 4 



ffifl# 2002-3046778 




#2000—118776 



[04 5 8] 



R-46D1S. genoaic survey sequence. //9. 3e-08: 383: 63//AQ1 94408 
F-PLACEI 00 1912 

F-PLACE 1 001 92 0//Hoao sapiens MDC-3.13 isofora 2 aRNA, coeplete cd 
s. //7. 3e- 1 56 : 753 : 98//AF09993S 

F-PLACEI 0Ot928//MS_2220_B2_C04_*R CIT Approved Huain Genoaic Spera 
library 0 Hoeo sapiens genoaic clone Plate-2220 Col=8 Row=N. geno 
aic survey sequence. //2. 8e-43: 233: 97//AQ1S236I 
F- PLACE 1 001 983//Huaan DMA sequence eat SEQUENCING IN PROGRESS ate 
froa clone 745C22. SORKING DRAFT SEQUENCE. //I. 6e-07: 396 :62//AL031 5 
96 

F-PLACEI OOt989//Huaan ONA sequence aaa SEQUENCING IN PROGRESS tee 
froa clone 968022. SORKING DRAFT SEQUENCE. //I. Oe-1 09: 602 :93//AL023 
755 

F-PLACEI 002004//Huaan ONA sequence eat SEQUENCING IN PROGRESS tee 
froa clone 317E23. VORKING DRAFT SEQUENCE.//!. Oe-69: 475 :87//AL0209 
96 

F- PLACE 1 002046/ /Nu s ausculus ligatin (Lgtn) aRNA. partial cds.//7. 
2e-97 : 623 : 8S//US8337 

F-PLACEI 002052//HS_21 78_B2_DQ5_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate a 2178 Col=IO Row=H, gen 
oaic survey sequence. //4. 8e-Z2 : 140: 9S//AQ307908 
F-PLACEI 002066//Apis aellifera NAOH dehydrogenase subunit 2 (N02) 
gene, ai tochondr ial gene encoding at toe bond r ial protein, partial c 
ds. //0. 0063 : 371 : 60//U72284 

F-PLACEI 002072//Hoao sapiens tight junction protein 20 (20-2) gen 
e, alternative splice products, promoter and exon A. //0. 97:248:60/ 
/AF043I9S 

F-PLACEI 002073//Moao sapiens aRNA for KIAA0606 protein, partial cd 
s . //1 . 3e-37 : 635 . 64//AB0 11 1 78 

F-PLACEI 002 0S0//Hoao sapiens toll length insert cDNA clone ZA85C0 
9. //7. Oe-1 22 : 583 : 98//AF0861 31 

F-PLACE10021 1S//nbxb0038A20r CUGI Rice BAC Library Oryza sativa ge 
noaic clone nbxb0038A20r, genoaic survey sequence. //0. 039: 21 0:69// 
AQ291086 

F-PLACEI 002 I 19//Nus ausculus IERS (lerS) aRNA. coeplete cds.//7.1 
e-61 : 540:77//AF079527 

F-PLACEI 0021 40//Hoao sapiens DNA sequence froa PAC 454*7 on chroao 
soae XqZ5-26.3. Contains the OCRL1 gene for Lowe Oculocerebrorenal 
Syndroae protein OCRL-1. Contains ESTs. STSs and GSSs, coeplete s 
equence. //2. le-1 25:491 : 98//AL022162 

F-PLACEI 0021 50//P la saodiua falciparua MAL3P5, coeplete sequence.// 
0. 12:408 :61//AL034S56 

F-PLACEI 0021 57//Hoao sapiens BAC clone NH0335J18 froa 2. coeplete 
sequence.//! . 1 e-44: 515: 71 //AC005539 

F-PLACEI 0021 63//Hoao sapiens T-cel I receptor alpha delta locus fro 
e bases 1000498 to 1071650 (section 5 of 5) of the Coaplete Nucleo 
tide Sequence. //O. 98: 21 0: S5//AE000662 

F-PLACEI 0021 7 0//Hoao sapiens Xp22 bins 16-17 BAC GSW-S31I17 (Geno 
ee Systems Human BAC Library) coeplete s equence. //1. 2e-06: 283: 60// 
AC004805 

F-PLACEI 0021 7I//Nus ausculus interferon ilpha/beta receptor (IFNA 
R) gene, exon II and partial cds.//1.0e-24:3!3: 71//U06244 
F-PLACEI 002205//Drosophi I a eel anogaster : Chromosome 3L: Region 79F 
I-80A2: BAC clone BACR48E05. VORKING DRAFT SEQUENCE. 4 unordered p 
ieces. //I. fie-05: 428:50//AC005720 

F-PLACEI 0022 13//HS_32 38.81 _C03JIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plata=323B Coi°5 Row=N, geno 
aic survey sequence. //2. 2e-74: 371 : 9B//AQ206965 
F-PLACEI 002 227//HS- 1 056 -B I -CO I -NF. ab i CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 778 Col-1 Row=F. genoaic 
survey sequence. //2. le-07:174:71//B42800 
F-PLACEI 0022S6//P I asaodiua falciparua ONA sea SEQUENCING IN PROGRE 
SS 9*9 froa contig 3-72. coaplett sequence. //0. 022:458: S9//AL01014 
2 

F-PLACEI 002 2 59//Huaan DNA sequence froa clono 246H3 on chroaosoae 
22q1 ». 21-12. 2 Contains LRP5 (Lipoprotein Receptor Related Protein) 
pseudogene. EST. CA repeats (D22S4M, D22S925. D22S926). STS. GSS 
and CpG island, coeplete sequence. //3.5e-9t : 637: 84//AL022324 
F-PLACEI 0023 19 

F-PLACEI Q02342//Caenorhabdit is elegans coseid NO 3A1.//0. 47:403:58/ 
/U49956 

F-PLACEI 0023 9S//Hoeo sapiens chroaosoae 19. cosaid RZ8991, coaplet 
e sequence. //I . 9e-l 27 : 487 : 93//AC004623 

F-PLACEI 0023 99//Hoao sapiens chroaosoae 17, clone hRPK. 235.1.10, c 
oaplete sequence. //S. 6e-05:474: 59//ACOOS922 

F-PLACEI 002433//Drosophi la aelanogaster fidipidine gene, exons 1- 
7. //1 . 7e-l 1 : 61 3 : 58//AJ01 1 928 

F-PLACEI 002437//M. ausculus abcl aRNA. //$. 5e-62: 452: 8S//X7S92S 
F-PLACE1Q02438//Dictyostel iua discoideua developmental protein DGT 
098 (DG1098) gene, partial cds. //0. 01 3:372 :59//AF09 1801 
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F-PLACE10024S0//HS.3233_AI_G01_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3233 Co I =1 Row=N. geno 
aic survey sequence. //3. le-07: 449: 59//AQ204769 
F-PLACEI 002465 

F-PLACEI 002474//HUS ausculus aatritin-2 precursor aRNA. coaplete c 
ds.//1. Se-1 10: 720: B5//U69262 

F-PLACEI 002477/Afoao sapiens Xp22-I71-I73 BAC CSHB-31214 (Genome S 
ystees Huaan BAC Library) coaplete sequence. //3. 9e-0S: 195: 71//AC00 
5926 

F-PLACEI 002493//Hoao sapiens 3p22-8 PAC RPCI4-736H12 (Roswell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //0. 020: 30 
1 : 60//AC006060 
F-PLACE 1 002499 

F-PLACEI 002S00//Rattus norvegicus zinc transporter (ZnT-2) aRNA, c 
oaplete cds.//2. le-S8:465: 80//U50927 

F-PLACE 1002514/ /Huaan DNA sequence 999 SEQUENCING IN PROGRESS *** 
froa clone 292EI0. VORKINC DRAFT SEQUENCE. //3. 7e-08 : 139: Z6//Z93930 
F-PLACEI 002S29//Moao sapiens aRNA for KIAA0713 protein, partial cd 
s . //9. Oe- 143:583: 95//ABO 18256 

F-PLACEI 00253 2//Hoao sapiens BAC clone RG300E22 froa 7q2l-q31.l. c 
oaplete sequence. //0. 0001 9: 1 93 : 65//AC004774 

F-PLACEI 002S37//Huaan DNA sequence froa clone 127FI8 on chroaosoae 
Xpl 1.4-Zl. 3. Contains part of a novel gene with soae similarity t 
o parts of chicken Nyosin Light Chain and various species’ I n ter I 
eukin-1 Receptor Type I (IL1-R-1). Contains GSSs. coeplete sequent 
e. //*. 7e-25: 1 98 : 84//AL031 575 

F-PLACEI 002571//Drosophi la aelanogaster act in-related protein eRN 
A. coeplete cds.//2. Oe-I3:400:60//L25314 

F-PLACEI 002578//Hoeo sapiens Xq28 BACs 360 Ft 2. GSHB-S55C1 3. coapl 
ete sequence. //3. 5e-1 1 : 167: 72//AC002523 

F-PLACEI 0025B3//MUS ausculus glutamate receptor subunit (CluR6) ge 
ne. partial cds.//4. 2e-09: 370 : 61 //U3 1443 

F-PLACEI 00259 1 //H. sapiens aRNA for coronin. //7. 2e-26:279:74//X8910 
9 

F-PLACEI 002598/ Atoao sapiens clone CS308H05, VORKING DRAFT SEQUENC 
E. 6 unordered pieces. //0. 001 3: 375: 64//AC005537 
F-PLACEI 002604//Hansenu I a wingei ai tochondr ial DNA, coaplete seque 
nce.//4. 7e-0S: 556: S9//D31 785 
F-PUCE1 002625 

F-PLACE 1 002655/ /Homo sapiens PAC clone DJ0722F20 from 7a31.l-q31. 

3. coaplete sequence. //1. 6e-l 28: 229 : 92//AC005281 

F-PLACEI 002665/ /Mus ausculus enhancer of polycoab (Epcl) aRNA, coa 

p I et e cds. //3. 6e-1 07 : 706: 84//AF079765 

F-PLACE I 002685//Hoao sapiens B cell linker protein BLNK eRNA. alte 
rnatively spliced, coeplete cds.//3. 4e-186:804:97//AF068l80 
F-PLACE 1 0027 14//Mus ausculus cathepsin S (Cats) gene, promoter reg 
ion and exons I and 2.//Z. 3e-16 : 474:64//AF051 726 
F-PLACEI 002722//Sequence I from patent US S686S97.//I. 7e-107:5S2: 9 
5//I 73723 

F-PLACE 1 002 76 8//Huean DNA sequence from clone 726F20 on chroaosoae 
1p36. 11-36. 23. Contains ESTs and a GSS. coeplete sequence. //0. 007 
6:161: 70//AL031273 

F-PLACE I 002772//HS.3058.A 1 .D02.NR CIT Approved Huaan Genoaic Spera 
Library D Homo sapiens genoaic clone Plate=30S8 Col=3 Row=G. geno 
aic survey sequence. //0. 0046: 1 92: 64//AQ1 34567 

F-PLACEI 00277S//Nus ausculus broaodoaain-containing protein BP75 a 
RNA. coaplete cds. //I. 6e-l 4:459 : 62//AF0842S9 

F-PLACEI 002782//Ratt us norvegicus zinc transporter (ZnT-2) aRNA, c 
oaplete cdS.//3.6e-43:385:77//U50927 

F-PLACE 1002794//C I T-HSP-2368AI7.TR CIT-HSP Hoao sapiens genoaic cl 
one 2368AI7. genoaic survey sequence.//!. 3e-7 1 : 368: 96//AQ07S879 
F-PLACE 1002811 //Human aRNA for KIAA0172 gene, partial cds.//1.8e-4 
4:S67:70//D79994 

F-PLACEI 0028 1 S//S«quence 25 froa patent US $747660. //2.6e-07: 150:7 
3//AR00S295 

F-PLACE 10028 1 6 //H 080 sapiens antigen NY-CO-9 (NY-CO-9) aRNA. parti 
a I cds. //1 . 3e-6B: 687 : 73//AF039691 

F-PLACE 1 0028 34//Figu re 2. Nucleotide and translated protein sequen 
ces of HPF1 , -2. and -9.//9. 3e-4l :240:93//M27877 
F-PLACEl 002839//Huaan BAC clone RG205GI3 froa 7q3t. coaplete seque 
nee. //0. 00087:21 3: 63//AC003045 

F-PLACE! 002851 //PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 genoaic sequence, VORKING DRAFT SEQUENCE, 14 unordered pieces.// 
0.0032: 269: 66//AC0051 40 

F-PLACEI 0028$3//Leishaan is tarentolie kinetoplast pre-edited aitoc 
hondrial aaxicircle DNA coaplete transcribed region and flanks.// 
0. 032 : 27S : 62//NI 0126 

F-PLACE 1 002881 //Human DNA sequence «** SEQUENCING IN PROGRESS *** 
froa clone M1B22. VORKING DRAFT SEQUENCE. //4. 7e-38 : 355: 76//Z98200 
F-PLACE 1 002908//Ga I lus gallus beta-1 . 4-ga I actosy I transferase (CKI 
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I) aRNA, complete cdS.//0. 00012: 200: 64//U1 9889 

F- PLACE 1 00 2 94 1 //Huaan SAC clone RG161K23 froa 7q21, coaplete segue 
nee. //1. Ie-I4:241 : 70//AC0001 20 
F-PLACE1 002982 

F-PUCEI Q02958//P I asaod iua falcipirua MAL3P2. coaplete sequence.// 
0. 21:410: S9//AL034S5B 

F-PUCEI 00299 1 //Huaan DNA sequence *e* SEQUENCING IN PROGRESS m 
froa clone 968D22. VORK ING DRAFT SEQUENCE. //$. Be-121 : 605: 93//AL023 
755 

F-PLACE1002993//CIT-HSP-2338I 16. TF C1T-HSP Hoao sapiens genoaic cl 
one 2338116, genoaic survey sequence. //1 . 9e-!3: 100: 9S//AQ0S4760 
F- PLACE 1 002996//Kou s e U6 RNA gene.//2.0e-13:H J:90//X06980 
F-PUCE I Q03025//P I asaod iua falciparua KAL3P6. coaplete sequence.// 
0.84: 374 :S8//29855I 

F-PUCEI 003027//Hoao sapiens aRNA for KIAA0S16 protein, partial cd 
s. //6. 1e~l 30: 632: 97// ABO 1 1088 

F-PUCEI Q03044//cDNA encoding novel rat protein TIPI 20 which is fo 
raed of coaplet with TBP (TATA binding protein). //1. 60-123:687:91/ 
/E12829 

F-PUCEI 003045//H. sapiens CpG island DNA genoaic Kiel fragaent, cl 
one 47gS. forward read cpg47g6. f tla.//0. 0064:52:96//Z61200 
F-PUCE 1003092//C I T-HSP-387P22.TRB CIT-HSP Hoao sapiens genoaic cl 
one 387P22. genoaic survey sequence. //0. 0031 : 249: 63//B601 58 
F-PUCEI 0031 00/ /Huaan Hep27 protein aRNA. coaplete cds.//8. 9e-6S:6 
50:73//U31 87S 
F-PUCEI 0031 08 

' F-PUCEI 003 136//Hoao sapiens chroaosoae 5. PI clone I130f1 (LfiNL H 
40). coaplete sequence. //6. 3e-46: 606: 68//AC0042 19 
F-PUCEI 003145 

F-PUCEI 0031 S3//RPC 1 1 1-1 3P18. TP RPCI-tl Hoao sapiens genoaic clone 
R PCI-1 1-I3P16, genoaic survey sequence. //2.7e-63:478:82//B76206 
F-PUCEI 0031 74//Huaan DNA sequence froa clone 44IJ1 on chroarosoae 
6p24 Contains STS, CSS. coaplete sequence. //0. 61 : 147: 6S//Z9949S 
F-PUCEI 0031 76//HS_2255_A2_B0 1 _NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=225S Co I =2 Row=C, geno 
aic survey sequence. //6. 3e-09: 137: 76// AQ1 31 934 
F-PUCEI 0031 90//Hoao sapiens clone RG332PI2. VOWING DRAFT SEQUENC 
E. 1 unordered pieces. //2.4e-l 38: 791 : 90//AC005095 
F-PUCEI 003200//P. falciparua coaplete gene aap of plastid-l ike DNA 
( I R-B) . //8. 7e-06 : 728 : S7//1 95276 

F-PUCEI 00320S//Huaan BAC clone RG354L07 froa 7q31, coaplete seque 
nee. //7. 5e-05 : 249 : 63//AC002466 

F-PUCEI 003238//HS_3239_A2_C02_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3239 Col=4 Roa=N. geno 
aic survey sequence. //0. 36:64 :87//AQZ099S4 
F-PUCEI 003249 
F-PUCEI 003256 

F-PUCEI003258//HS_3223_AI_GI0_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3223 Col=19 Row=N, gen 
oaic survey sequenc e. //I. 4e-07: 227 :6S//AQ1 903 17 
F-PUCEI003296//CIT-HSP-2337F1 1. TF CIT-HSP Hoao sapiens genoaic cl 
one 2337F1 1, genoaic survey sequence. //I. I e-1 3:97: 95//AQ0S7429 
F-PUCEI 003302//Figu re 2. Nucleotide and translated protein sequen 
ces of HPFI, -2. and -9./Z2. 3e-92:485:95//N27877 
F-PUCEI 003334 
F-PUCEI 003342 

F-PLACEI 003343//Hoao sapiens clone DJI022I14, VORKING DRAFT SEQUEN 
CE. 14 unordered pieces. //1. 0e-20: 179: 84// AC 0049 5 1 
F-PLACEI 0033 S3//Haao sapiens breast cancer antiestrogen resistance 
3 protein (BCAR3) aRNA. coaplete cds. //8. Oe-143: 773: 92//U9271 5 
F-PUCEI 00 3361 //Huaan Cosaid gl248a)43 froa 7q3l.3. coaplete seque 
nee. //1 . 9e-30: 402 : 70//AC004095 
F-PUCEI 003366 

F-PUCEI003369//Plasaod iua falciparua HAL3P2. coaplete sequence.// 
7. 6e-07:378:60//AL034S58 

F-PLACEI 003373//Hoao sapiens PAC clone DJ0740L10 froa 7p13-p14. co 

■plate sequence. //6.0e- 1 8: 471 :61//AC005247 

F-PUCEI003375 

F-PUCEI 003383//Hoao sapiens genoaic DNA of 9q32 anti -oncogene of 
flat cpither iua cancer . segaent I0/10.//2. 3a-157:779:96//AB020878 
F-PUCEI 003 3 94//Spr ague-0 aa ley (clone LRB13) RABI4 aRNA, coaplete 
cds. //1 . 2e-l04: 596 : 91//N83680 

F-PUCEI 003401 //RPC 1 1 1-71 J5. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-71JS. genoaic survey sequence. //0. 85: 1 40: 6S//AQ268588 
F-PUCEI 003420//Caenorhabdi tis elegans DNA ate SEQUENCING IN PROGR 
ESS tee froa clone TIE3. VORKING DRAFT SEQUENCE.//0.0015:286:60//A 
L02I388 

F-PLACEI 003454//Plasaod iua falciparua aicrosatel I i te pe63 sequenc 
e. //0 . 0084 : 2 1 9 : 6 1 //AFO 1 54 70 

F-PLACEI 00 34 78//Hoao sapiens calciua-dependent chloride channel-1 
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(hCLCAl) gene, coaplete cds. //I. 3e-l 1 : 746:60//AF03940l 
F-PUCEI 003493 

F-PUCEI 0035 16//Hoao sapiens chroaosoae 17. clone HRPC987K16. coap 
lete sequence. //8. 2e-41 : 379: 78//AC002994 

F-PLACEI 0035 l 9//Hoao sapiens chroaosoae 2lq22. 3 PAC 141B3, coaplet 
e sequence, containing ribosoaal protein hoaologue pseudogene L23 
a. //6. 2e-21 : 2*7: 76//AF064859 

F-PLACEI 003S21//Huaan DNA sequence froa PAC 257 A7 on chroaosoae 6p 
24. Contains tao unknown genes end ESTs, STSs and a GSS.//4. 4e-68: 
502:79// AL0087 29 

F-PLACEI 003S28//Hoao sapiens DNA sequence froa clone 78F24 on chro 
aosoae 22ql2. 1-12. 3. Contains one eion of an Oaysterol-binding pro 
tein (OSBP) LIKE gene. Contains CSSs and an STS. coaplete sequenc 
e. //!. 0: 323: 58//AL022336 

F-PUCE 1 003537/ /Hoao sapiens aul ti spanning aeabrane protein aRNA. 
coaplete cds. //0. 0054: 322 :59//U94831 

F-PUCEI 003S53//Huaan DNA sequence »»» SEQUENCING IN PROCRESS »*» 
froa clone 97P20, VORKING DRAFT SEQUENCE. //2. 9e-78: 267: 88//AL03I 29 
7 

F-PUCEI 003566//Plasaod iua falciparua MAL3P3, coaplete sequence.// 
0.00026: 514: 58//Z98S47 

F-PUCEI 003S7S//Plasaod iua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence, VORKING DRAFT SEQl£NCE, 4 unordered pieces. //D. 07 
9:755: S4//AC00468B 

F-PUCE 1003583/ /Huaan DNA sequence froa clone 246H3 on chroaosoae 
22q1 1. 21-12.2 Contains LRPS (Lipoprotein Receptor Related Protein) 
pseudogene. EST. CA repeats (D22S414. D22S925, D22S926). STS. CSS 
and CpG island, coaplete sequence. //I. I e-41 : 212: 74//AL022324 
F-PUCEI 003584//PI a saod iua falciparua DNA see SEQUENCING IN PROGRE 
SS »ee froa contig 4-56, coaplete sequence. //0. 0038:465: 57//ALOT02 
30 

F-PUCEI 003S92//Hoao sapiens chroaosoae 17. clone 296K1. VORKING D 
RAFT SEQUENCE, 10 unordered pieces.//0. 72:111 :71//AC002557 
F-PUCEI 003S93//Huaan PAC clone OJ318CIS froa Xq23. coaplete seque 
nee. //0. 096 : 1 62 : 66//AC002476 

F-PLACEI 003596//Vus ausculus integral aeabrane protein 1 ( I teal > aR 
NA. coaplete cdi.//1. 4e-54:685:68//L34260 

F-PUCE 1 003602//Hoao sapiens aRNA expressed in pi scents. //1. 1 e-l 3 
8:679: 97//D83200 

F-PUCE 1003605/ZHoao sapiens chroaosoae 16. cosaid clone RT81 (LAN 
L). coaplete sequence.//0. 0074: 265 :63//AC005356 
F-PUCE 1003611/ /HS_2 1 98_B I _D02_VF CIT Approved Huaan Genoaic Soera 
Library D Hoao sapiens genoaic clone Plate=2l98 Col=3 Row^H. geno 
aic survey sequence. //2. 1e-23: 137: 97//AQ1 84475 
F-PUCE 1 0036 18//Hoao sapiens chroaosoae 4 clone COOt 1 Cl 3 aap 4pl€, 
coapl e t e sequence. //3. Oe-1 22 : 725: 89//AC006226 

F-PLACEI 003625//HS_2238_B2JD1 1_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=2238 Col=22 Row=H. gen 
oaic survey sequence. //4. 8e-12: 92: 94//AQ065662 
F-PLACEI003638//Arabidopsis thatiana genoaic DNA, chroaosoae 5. PI 
clone: NK010, coaplete sequence. //0. 043: 264 :63//AB01 1478 
F-PUCEI 003669 

F-PUCEI 003704//RPC 1 1 1-23H21 . TKBF RPCI-11 Hoao sapiens genoaic clo 
ne RPC I -1 1-23H21 . genoaic survey sequence.//?. 1 e-31 : 199: 91//AQ01 38 

30 

F-PLACEI 003 709//Hoao sapiens aitotic checkpoint kinase Bubl (BU81) 
aRNA. coaplete cds.//4. 3e-132:669:95//AF053305 
F-PUCE 10037 11 //Hoao sapiens DNA sequence froa PAC 163V9 on chroeo 
soae 1p35. l-p36. 21. Contains protein synthesis factor (elF-4C). D1 
F15S1A pseudogene, ESTs, STS. CSS. coaplete sequence.//!. 5e-31 : 16 
6: 99//AL021920 

F-PUCE 1 00372 3//HS_22 3 1 _A2_C07_IIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-2231 Col=l4 Row=E. gen 
oaic survey sequence. //1 . 2e-1 2: 1 14:90//AQ235672 
F-PUCEI 0037 38//Huaan zinc finger protein 42 (VZF-1) aRNA. coaplet 
e cds. //5. 9e-33 : 592 : 67//V5B297 

F-PUCEI 003760//HOBO sapiens tetraspan TIMSF (TSPAN-3) aRNA. coapl 
ete cds. //3. fie-1 1 :92: 93//AF054840 
F-PLACEI 003762 

F-PUCEI 003 76B//Hoao sapiens genoaic DNA, chroaosoae 21 qZ 2. 2 (Down 
Syndroae region), segaent 7/15, VORKING DRAFT SEQUENCE.//*. 8e- 77: 
737 : 76//AP00001 4 

F-PUCE 100377 1 //Hoao sapiens BAC clone GSI64B05 froa 7p2l-p22. coa 
plete sequence.//?. Ie-l64:793:98//AC004160 

F-PUCEI003783//HS_2190_A2_C02_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2190 Col=4 Row=E, geno 
aic survey sequence. //I. le-26: 147: 100//AQ2I8757 
F-PUCE 1 0O3784//Hoao sapiens Xp22-I50 BAC GSHB-309P1 5 (Cenoae Syst 
eai Huaan BAC Library) coaplete sequence.//*. Se-57: 706: 68// AC00621 
0 
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F-PLACEI 00379S//Hoao sapiens Xq2B genoaic ONA in the region of the 
LICAM locus containing the genes for neuraj cell adhesion aolecul 
e LI (LI CAM), arginine-vasopressin receptor (AVPR2) , Cl pII5 (Cl), 
ARD1 R-acety I transferase related protein (TE2), renin-binding pro 
tein (RbP), host cell factor t (HCF1), and interleukin-l receptor- 
associated kinase (IRAK) genes, coaplete cds, and Xq28lu2 gene.// 
0.015: 296: 60//U521 12 

F-PLACEI 003B33//Hoao sapiens DMA sequence froa cosaid N7S83 on chr 
oaosoae 22 Contains EST. exon trap, coaplete sequence. //O. 52:212:6 
4//AL022339 

F-PLACE1 0038S0//P. falciparua histidine-rich protein genes. //0. 39:3 
30:60//MI7028 

F-PLACE1 Q03858//Huaan DMA sequence froa PAC 332011 on chroeosoae I 
q24-!q2S. Contains ESTs and STSs.//4. 8#-07:461 .S9//Z98043 
F-PLACEI003864//PI asaodi ua falciparua 307 chroaosoae 12 PFYAC33S g 
enoaic sequence, VORKING DRAFT SEQUENCE. 5 unordered pieces.//0.Q2 
6 : 538 : 56//AC0051 39 

F-PLACE1 003870//Huaan ONA sequence **# SEQUENCING IN PROGRESS set 
froa clone 54820, NORKING DRAFT SEQUENCE. //6. 5e-06: 175: 69//298304 
F- PLACE 1003885//Mus ausculus poly (A) polyaerase VI aRNA, coaplete 
cds.//9. 4e-75:754: 72//U581 34 

F- PLACE 1 00 38 86//Hoao sapiens clone NH0001P09. NORKING DRAFT SEQUEN 
CE. 1 unordered pieces. //6. 7e-20:432:64//AC006030 
F-PLACE l 003888//Huaan aRNA for phosphol ipase C, coaplete cds.//2.6 
e-53: 702:67//042108 

F-PLACEI003892//RPCI 1 1 -24P1 7. TV RPCI-11 Hobo sapiens genoaic clone 
RPCI-1 1-24P17, genoaic survey sequence. //3. 3e-2D: 245:6 5//B867 59 
F-PLACE I 003900//Huaan ONA sequence tee SEQUENCING IN PROGRESS **$ 
froa clone 328E19, fORKING DRAFT SEQUENCE. //2. Se-1 7: 260:7 1//AL0222 

40 

F-PLACE 1003903//Mus ausculus CTP synthetase hoaolog (CTPsH) aRNA. 
coap I ete cds. //2. 7e-86 : 533 : 87//U49385 

F-PLACE I 0039 1S//Nus ausculus clone OSTI963. genoaic survey sequenc 
e. //6. 4e-29: 251 : 80//AF046591 

F-PLACE I 003 923//Hoao sapiens full length insert cDNA clone ZD4QA0 
5. //2. 8e-25: 316: 70//AF0862SI 

F-PLACE1003932//P I asaodi ua falciparua 3D7 chroaosoae 12 PFYAC181 g 
enoaic sequence. VORKING DRAFT SEQUENCE, 8 unordered pieces. //I. 6 
e-OS: 652: S8//AC00S505 

F-PLACE1003936//C I T-HSP-2387C1 1 . TR. 1 CIT-HSP Hoao sapiens genoaic 
clone 2387C11, genoaic survey sequence.//!. 0:223 : 62// AQ239494 
F-PLACEI003968//Rattus norvegicus 5* -AMP-activated protein kinase, 
gaaaa-l subunit aRNA. coaplete cds.//5. 2e-47:S05:72//U424l3 
F-PLACE1004103//Hooo sapiens chroaosoae 19. cosaid R28784, coaplet 
e sequence. //6.7e-29: 241 : 84//AC005954 

F-PLACE I 0041 04//Ratt us norvegicus rsec5 aRNA. coaplete cds.//3. Oe- 
115:719: 86//AF032666 

F-PLACEI0041 14//Hoao sapiens Chroaosoae 22q11.2 BAC Clone 77h2 in 
CES Region, NORKING DRAFT SEQUENCE, 7 unordered pieces. //1 . 5e-22: 2 
13: 80//AC000052 

F-PLACE10Q41 18//Pseudo rabies virus with upstreaa and dovnsteaa seq 
uences. //0. 87: 209: 64//N34651 

F-PLACE1 0041 28//M. ausculus G protein beta-subunit aRNA, coaplete c 
ds.//2. Se-62 : 437: 84//M6 3658 

F-PLACEI004149//0ryctol agus cuniculus translation initiation facto 

r elFZC aRNA, coaplete cds.//1.4e-l6:342:65//AFOOS3SS 

F-PLACE 1 0041 56//Hoao sapiens ONA sequence froa PAC S7E3 on chroaos 

oae 6pl2. 1-21.1. Contains GSSs and an STS aith a TATC repeat polya 

orphisa, coaplete sequence. //I. 2e-26: 299: 74//AL022099 

F-PLACE 10041 61 

F-PLACE 1 004 183/ Aloao sapiens for TOMI-like protein.//!. 2s- 1 46 : 731 : 
96//AJ01007! 

F-PLACE I 004 197 

F-PLACE I Q04203//Hoao sapiens GPI-anchored aeabrane protein CDwl08 
precursor, aRNA, coaplete cds. //4. 0e-!44:695: 98//AF069493 
F-PLACE 1 004242//Hoao sapiens DNA sequence froa PAC 124C6 on chroao 
soae 6q21. Contains genoaic aarker D6S1603. ESTs. GSSs and a STS a 
ith a CA reoeat polyaorphisa. coaplete sequence. //2.3e-1 51: 772: 95/ 
/ALQ21 326 

F-PLACE 10042 56//HS_201 0_B2_G04_T7 Cl T Approved Huaan Genoaic Spur a 
Library D Hoao sapiens genoaic clone Plate=2010 Col=8 Ro«=N. geno 
aic survey sequence.//!. 5e-44: 372: 79//AQ252434 
F-PLACE 1004257//Hoao sapiens BAC clone NH0342K06 froa 2. coaplete 
sequenc e.//0. 0001 1 : 349: 63//AC005034 

F-PLACE 1 0042 58//Hoao sepiens DNA sequence froa PAC 779BI7 on chroa 
osoae 22q1 3. 1 . Contains exon trap, coaplete sequence. //0. 77:475:59 
//AL021806 

F-PLACE 1004270//Huaan IgA C alpha I switch region (Sal) .//I . 7e-08 : 
622:61 //LI 91 2 V 

F-PLACE1 004 2 74//H. sapiens CpG island DNA genoaic Nsel frsgaent, cl 

[0 7 6 0 ] 



one 18g6, forward read cpg16g6. f 1 1 b. //8. 6»-37: 196: 98//ZS7691 
F-PLACE I O04277//Howo sapiens two pore doaain K+ channel (TASK-2) a 
RNA, coaplete cds. //6. 0e-156:756: 97//AF084830 
F-PLACE1Q04284//Arabidopsis thaliana genoaic DNA, chroaosoae S. PI 
clone: NPI7, coaplete sequence. //0. 0060:635: 57//AB0I 1480 
F-PLACEI 004289//HS_3023_B I _EQ4_T7 CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3023 Col=7 Row=J. geno 
aic survey sequence.//2.4e-12:86: 98//AQ0944S1 

F-PLACE 1004302//St rep toayc as coelicoior cosaid 7H1.//0. 26:297: 64// 
AL0214I1 

F-PLACE 1 0043 16//H. sapiens aRNA for apoptosis specific protein. //2. 
9e-lS0: 797 : 94//T1 1 588 

F-PLACEI 0043 36//Drosoohi la aelenogaster DNA sequence (PI DS07968 

(0117)), coaplete sequence. //0. 87: 206: 59//AC004267 

F-PLACEI 0043S8//Hoao sapiens connector enhancer of KSR-like protei 

n CNK1 aRNA, coaplete cds.//5. 9e-139:688:97//AFlO0l53 

F-PLACE I 004376//Mus ausculus clone 0ST20307, genoaic survey sequen 

ce.//4. le-81 :498:89//AF04663l 

F-PLACEI 004384//Huaan ONA sequence **» SEQUENCING IN PROGRESS **« 
froa clone 1121J18, NORKING DRAFT SEQUENCE. //3. 6e-4 I : 482: 73//AL03 I 
653 

F-PLACEI 004388//Caenorhabdi tis elegans cosaid K08F1 1 . //8. 6e-26 : 61 
5 :62//U708S5 

F-PLACE 100440 5/ Ato bo sapiens clone GSS12I21, NORKING DRAFT SEQUENC 
E. 9 unordered pieces.//9. 2e-1 SO; 749: 96//AC005027 
F-PLACEI 004425//Hobo sapiens PAC clone 0JD733B09 froa 7p14-p13. co 
aplete sequence. //2. 4e-08: 129:76//AC005S32 

F-PLACEI 004428//R. norvegicus bRNA for Pr istanoy 1-CoA Ox idase. //7. 0 
e-1 7 : 549: 61//X95188 

F-PLACEI 004437//Huaan NAD+-speci f ic isocitrate dehydrogenase beta 
subunit precursor. aRNA. nuclear gene encoding aitochondrial prote 
in. coaplete cds.//3. le-129:53S:99//U49283 

F -PLACE 1 0044 5 1 //Huaan ONA sequence froa PAC 214K23, BRCA2 gene reg 
ion chroBOsone 13q12-13 contains BRCA2 exons 1-24. Interferon Indu 
ced 56Kd pseudogene and ESTs. //4. 8e-23: 231 :71//Z74739 
F-PLACE I 004460//Hoao sapiens PAC clone DJI064822 froa 7 q 2I. coaple 
te sequence. //0. 96 : 454 : 56//AC0O4954 

F-PLACEI 004467//HS_20S8_B1_C09_T7 CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2058 Co 1 = 17 Row=F, gen 
oaic survey sequence. //2. 4e-87: 433: 98//AQ242700 
F-PLACE 10044 71 //Figure 2. Nucleotide and translated protein sequen 
ces of HPF1, -2. and -9.//1. 4e-74:665:70//N27B77 
F-PLACEI 0O4473//CI T-HSP-204SA1 S. TF CIT-HSP Hoao sapiens genoaic cl 
one 2045A1S, genoaic survey sequence. //3.3e-20: 140: 92//B80243 
F-PLACEI 00449 1 //P I asaodi ua falciparua 3D7 chroaosoae 12 PFYAC1 122 - 
genoaic sequence, VORKING DRAFT SEQUENCE. 3 unordered pieces. //9. 9 
e-05 : 794 : 57//AC004709 

F-PLACE 1004506//Huaan Gi-alpha gene. //I . De-OS: 231 : 63//D90 150 
F-PLACEI 00451 D//Hobo sapiens TATA binding protein associated facto 
r (TAFI 1150) aRNA. conplete cds. //3. 2e-l46 : 699: 98//AF040701 
F-PLACEI 004 5 16//Huaan ONA sequence froa cosaid SRL9A13, chroaosoae 
region 11p!3. Contains EST. //1 . 4e-33 : 367: 7I//ZB6001 
F-PLACEI 00451 8 

F-PLACEI 004S48//Dictyos tel iua disco ideua MigA (eigA) gene, coaplet 
e cds. //2. 6e-05: 31 8: 62//US6962 

F-PLACE 10045 50//Huaan FMRI gene. 5’ end. //0. 0018: 142: 66//L 19476 
F-PLACE 1 004564//B. taurus bRNA for cleavage and polyadenyl ation spe 
cif icily factor. //I. 7e-114: 513: 85//X7 5931 

F-PLACEI 004629// Anol is carol inensis Brain-1 gene, coaplete cds.// 
0.00013: 188: 67//AB001 868 

F-PLACE1004645//Mycobacteriua tuberculosis H37Rv coaplete genoae: 
segaent 138/162. //0. 66: 337: 60//Z95 120 

F-PLACE 1 004646//Ra 1 1 us norvegicus retinal pigaent epi the I iua-speci 
fic protein (RpefiS) bRNA. coaplete cds.//1 . 1 a- 1 9 : 326 : 63//AF03567 3 
F-PLACEI 0046 SB//H. sapiens CpG island ONA genoaic Vs el fragaent, cl 
one S5h1, forward read cpgSShl. f Ua.//2. 4e-34: 1 88: 98//Z61632 
F-PLACE 1004664//Caenor ha bdi tis elegans coswid N10G6, coaplete sequ 
enc e . // 1 . 0 : 1 48 : 65//Z8 1 1 40 

F-PLACEI 004672//Huaan ABL gene, exon lb and intron 1b, and putativ 
e V8604 Net protein (V8604 Met) gene, coaplete cds. //I. 9e-10l : 18 
2:95//U07S61 

F-PLACEI 004S74//Hobo sapiens calciua binding protein (ALC-2) aRNA, 
coaplete cds.//4. 3e-1 09:625: 91 //AF035606 
F-PLACE 1004681 //Hobo sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaen t 3/1 1 . //1 . 9e-l $2 : 759 : 96//A8020860 

F-PLACEI 004686//HOBO sapiens ONA sequence froa PAC 179N16 on chroa 
osoae 6p21. 1-21. 33. Contains the SAPK4 (NAPK p38de!ta) gene, and t 
he alternatively spliced SAPX2 gene coding for CSaids binding prot 
ein CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs and 



10 2 7 



2002-3046778 




#2000-118776 



im 4 6 1 ] 



two predicted CpG islands, complete sequence. //I. 2e-34: 320: 71//Z9 
$152 

F-PUCE1 0Q4S9I //HS_3044_A1 _G0 1 IF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3044 Co 1=1 Row=N, geno 
aic survey sequence. //O. 018: 191 :63//AQ098323 
F-PUCE1004S93//Huaan ONA sequence froa clone 353HS on chroaosoae 
Xq2S-26. 2. Contains the alternatively spliced SKARCA1 gene for SV1 
/SHF related, aatrix associated, actin dependent regulator of chro 
aatin, subfaaily a, aeaber 1 (SNF2L1) and a 40S Ribosoaal Protein 
526 pseudogene. Contains ESTs, STSs and GSSs, coaplete sequence.// 
0. 28:573 : S7//AL022S77 

F- PUCE 1 0047 16//P I asaodiua falciparua NAL3P6, coaplete sequence.// 
0.00081: 428 : S9//Z98551 

F-PUCE1004722//HS_305Z_BI_C10_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S2 Col-19 Row=F, gen 
oaic survey sequence. //2. 3e-05: 104: 75//AQ1 34959 
F-PUCE1004736//CI T-HSP-23SSJ21 . TF CIT-HSP Hoao sapiens genoaic cl 
one 2365J21. genoaic survey sequence.//!. 3e- 24: 180: 88//AQ080498 
F-PUCE1004740//RPCI 1 1 -58A7. TJ RPCI1I Hoao sapiens genoaic clone 
R-58A7, genoaic survey sequence. //8. 6e-26: 522: 65//AQ1 95766 
F-PUCE 1004743//Nus ausculus ubiqui t in-protein ligase E3-aipha (Ub 
rl) aRNA, coaplete cds. //I. le-l 12: 71 1 :86//AF0C1 555 
F-PLACE 1004751 

F-PLACE1004773//Hoao sapiens inversin protein aRNA. coaplete cds./ 
/5. 4e- 1 7 1 : 828 : 97//AF084367 

F-PLACE10Q4777//Rat tus norvegicus aRNA for ayosin-RhoGAP protein ■ 
yr 7. //4. 2e-l 34: 763: 90//AJ001 71 3 

F-PUCE 1 004793//Huaan DNA sequence froa clone 323P24 on chroaosoae 
Xpll. 21-11. 23 Contains SPIN (spindlin hoaolog (PROTEIN DXF34), hy 
pothetical protein EST, STS, GSS, coaplete sequence. //9. 3e-1 32: 75 
9: 90//AL022I 57 
F-PLACE 1004804 

F-PLACE1 0048 13//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC588 g- 
enoaic sequence. VORKING DRAFT SEQUENCE. 2 unordered pieces. //S. 5 
e-06 : 403 : S8//AC0047 1 0 

F-PLACE 10048 1 4//Hoao sapiens chroaosoae 17, clone hRPK. 294_J_22, c 
oaptete sequence. //9. 8e-39: 207: 99//AC005921 

F-PLACE1 0048 1 5/ /Hoao sapiens PAC clone DJ06S1K02 froa 7p21-p22, co 
■Plate sequence. //8. 1e-15:203: 73//AC004S13 
F-PLACE 1004824//G. gal I us PB1 gene.//1. 1e-103:7S9:80//X9084l 
F-PLACEl 004827//HS_2230_A2_A05_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2230 Col=tO Row=A. gen 
oaic survey sequence. //4. te-38: 330: 81//AQ29931 3 
F-PLACE 1 0048 36//H. sapiens nidogen gene (exon 8).//0. 97:1 16:6B//X84 
825 

F-PLACE 1 0048 38//HS_3 24 1_A2_A04_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3241 Col=8 Row=A, geno 
aic survey sequence. //1. 8e-87:425:98//AQ206740 
F-PLACE! 004840//Sequence 2 froa patent US 5728819. //S. 7e-47:285: 91 
//1 9281 9 
F-PLACE1 004888 

F-PLACE!00468$//Arabidopsis thaliana DNA chroaosoae 4, ESSA I cont 
ig fragaent No. 9.//0. 14: 465:59//Z97344 
F-PLACE 1004900 

F-PLACE 1004902//C I TBI-E1-2510J4.TR C 1TB I -El Hoao sapiens genoaic c 
lone 2510J4, genoaic survey sequence.//3. 6e-06 : 56: I00//AQ25I 1 84 
F-PLACE1 00491 J//Hoao sapiens BAC clone RG054D04 froa 7q31. coaplet 
e sequence. //2. 6«-l 51 :770:91//AC005058 

F- PLACE 1 0049 18//Mus ausculus signaling aolecule (ATTP) aRNA. coapl 
ete eds.//2. 6e-68:459: 84//U97571 

F-PLACE 10Q4930//Hoao sapiens TNF-induced protein GG2-1 aRNA. coapl 
ete cds. //4. 4e-t06 : 545 : 95//AF070671 

F-PLACE I 004934//Huaan ONA sequence froa clone 192P9 on chroaosoae 
Xpll. 23-11.4. Contains a pseudogene siailar to rat Plasaolipin, ES 
Ts and GSSs, coaplete sequence. //3. Se-45: 226: 84//AL020989 
F-PLACE1 004937 
F-PLACE1 004969 

F-PLACEI 004972//Hoao sapiens PAC clone 0J0612F12 froa 7p12-p14, co 
ap I e t e s equence. //0. 0 1 2 : 3 1 6 : 6 1 //AC004843 

F- PLACE 1004979//Huaan ONA sequence froa clone 142F18 on chroaosoae 
Xq26. 3-27. 2 Contains part of a gene siailar to aelanoaa-associate 
d antigen, EST. GSS and an inverted repeat, coaplete sequence. //4. 
7.-39: 394:77//AL03t073 

F-PLACEI 004982//Caenorhabdit is elegans cosaid B0507.//0. 16: 167:65/ 
/U64833 

F-PLACEI 004985//P I asaodiua falciparua chroaosoae 2, section 10 of 
73 of the coaplete sequence. //S.8e-I4: 590: 61//AE001 373 
F-PLACEI 005026 
F-PLACEI 005027 
F-PLACEI 005045 



F-PLACE 1 0Q5052//Hoao sapiens chroaosoae Xp22-I35-136 clone GSHB-56 
711. VORKING DRAFT SEQUENCE. 35 unordered pieces. //2. le-13S:675: 97 
//AC0O5BS7 

F-PLACE 1 0050 55//Hoao sapiens aRNA for KIAA0576 protein, partial cd 
S.//1. 9e-159: 761 :98//AB01 1148 

F-PLACE 1 0050 8 6 //Hoao sapiens actin binding protein NAYVEN aRNA, co 
aplete cds. //9. 2e-l 0: 757 : 56//AF059569 
F-PUCE 1005077 

F-PLACE 1 005085//Hoao sapiens Xp22-132-134 BAC GSW-590J15 (Genoae 
Systeas Huaan BAC library) coaplete sequence. //6. 9e-29: 253: 77// AC0 
04673 

F-PLACEI 00508 6//Hoao sapiens chroaosoae 17, clone HCIT11023. coapl 
ete sequence. //6. Se-52: 446:7B//AC002316 

F-PLACEI 005 1 0 I //Hoao sapiens clone 0J04I4A1S. VORKING DRAFT SEQUEN 
CE. 9 unordered pieces.//2.0e-146:734:96//AC00522S 
F-PLACEI 0051 02//Hoao sapiens chroaosoae 19. cosaid R29388. coaplet 
e sequence. //9. 8e-83: 254:95//AC004476 

F-PLACEI 0051 08//Huatn BAC clone RG009H02 froa 7q31. coaplete seque 
nee. //0. 46:179: 64//AC00308 1 
F-PLACEl 0051 1 1 

F-PLACE1005128//Bovine herpesvirus type 1 ear ly-i nteraed iate trans 
cription control protein (BICP4) gene, coaplete cds. //0. 00051 : 287: 
63//U4320 

F-PLACE 10051 46/ /H$_30 7 1 _A 1 _E0 3_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=307f Col=5 Row=l. geno 
aic survey sequence. //7. 4e- 38: 299: 82// AQ1 0336) 

F-PLACE 1 005 162//Kuaan BAC clone GS306C12 froa 7q21-qZ2, coaplete s 
equence. //2. 6e-44: 346 : 82//AC0024S1 
F-PUCE 1005 176 

F-PUCE1005181//CIT-HSP-234005.TR CIT-HSP Hoao sapiens genoaic clo 
ne 234005. genoaic survey sequence. //0. 99:21 1 :63//AQ054651 
F-PUCE 1 005 187//C I T-HSP-2358N6.TR CIT-HSP Hoao sapiens genoaic clo 
ne 23S8N6, genoaic survey sequence. //2.7e-07: 80 : 90//AQ074445 
F-PUCE 1 00520S//Hue«n BAC clone 133K23 froa 7q3l.2. coaplete seque 
nc e. //0. 98 : 2 1 6 : 6 1 //AC00006 1 

F-PLACEI 005232//Hoao sapiens clone DJ1I06H14. VORKING DRAFT SEQUEN 
CE. 42 unordered pieces.//0. 70:245:63//AC00496S 
F-PUCE 1 005243 

F-PUCE 1 00526 (//Caenorhabditis elegans cosaid TOSHIO. coaplete seq 
uence.//0. 00041 : 2$4:61//Z47612 

F-PUCE 1 005266//H. sapiens aRNA (fetal brain cDNA a4_2g) . //9. 6e-33: 

1 77 : 98//Z70695 

F-PUCE I OOS277//Hoao sapiens aRNA for KIAA0610 protein, partial cd 
s. //1 . 6e-l48 : 706 : 98//AB01 1182 

F-PUCE 1005287//P I asaodiua falciparua (ICSA) aRNA exons 1-2. coapl 
ete cds.//2. 8e-15:737:60//N69183 

F-PUCE1 00S305//Bovine ai tochondr i al GTP : ANP phosphot ransferxse bR 
NA. coaplete cds. //3. 8e-1 1 1 : 728 :84//N2 5757 

F-PUCE 1 005308//C I ethr i onoays glareolus endogenous retroviral sequ 
ence ERV-L pol gene, clone ERV-L Vole Cgl4.//1.0: 128: 67//AJ23362I 
F-PUCE 100531 3//Caenor habdi t is elegans cosaid 02092.//8. 8e-l 1 : 342: 
62//U88I67 

F-PUCE 1 0053 27//HS_3080_B2_A12_NR CIT Approved Huaan Genoaic Spera 
Library D Hoeo sapiens genoaic clone Plate=30S0 Col=24 Ro»=8. gen 
oaic survey sequence. //4. 1 e-25: 147 : 96//AQ1 391 16 
F-PUCE 100 53 31 //Hoao sapiens chroaosoae 19, cosaid F20S69. coaplet 
e sequence. //1 . 4e-1 32 : 399: 94//AC004794 

F-PLACE 1 0053 35//Huaan Chroaosoae 3 pac pOJ70i 1 1 . VORKING DRAFT SEQ 
UENCE, 2 unordered pi eces. //5. Se-1 14:237: 92//AC000380 
F-PUCE 10053 73 

F-PUCE 1 QOS 3 74//Hoao sapiens chroaosoae 7 coaaon fragile site, coa 
plete sequence. //0. 20:305: 58//AF01 7104 

F-PUCE 1 005409//Huaan BAC clone RG167B05 froa 7q21, coaplete seque 
nc e. //2. Se- 1 48 : 760 : 9S//AC00399 1 

F-PUCE »005453//Caenorhabd it is elegans DNA «** SEQUENCING IN PROGR 
ESS *** froa clone Y48A6. VORKING DRAFT SEQUENCE. //0. 00069: 582: 59/ 
/l 92854 

F-PUCEI 0QS467//Ra t aRNA. //0. 0014:131: 70//N59859 

F-PUCE 1 0054 71 //Huaan DNA sequence froa clone 4514 on chroaosoae 6 

q24. 1-24. 3. Contains two putative unknown genes. ESTs, STSs and CS 

Ss. coaplete sequence. //3. 0e-23:53O:67//AL02358l 

F-PLACE 100S477//Huaan DNA sequence froa clone J181N1I. VORKING DRA 

FT SEQUENCE. //3. 3e-13l 814:88//Z8219I 

F-PLACE 10054 80//Hoao sapiens DNA sequence froa PAC 257120 on chroa 
osoae 22ql3. 1-13. 2. Contains cytochroae P4S0 pseudogenes CYP207P. 
CYP208P, CYP206 <D) . TCF20, NADH ubiquinone oxidoreductase BI4 subun 
i t. ESTs. CA repeat. STS, GSS. //7. Oe-34: 246:7 3//AL02 1878 
F-PLACE 1005481 //RPC 1 1 1-74L17. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-74L17, genoaic survey sequence. //0. 37: 403 :S7//AQ266885 
F-PLACE 1 00S494//Hoao sapiens transient receptor potential protein 
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6 aRNA, coaplete cds.//2. le-67:325:99//AF080394 

F- PLACE 1005 SO 2//Hoao sapiens BAC clone NH0161H12 froa 7p14-pl$, co 

■Plate sequence. //0. 01 5: 403 :61//ACOO$S89 

F-PUCE1005S2S//H. sapiens CpG island DNA genoaic Hsel fragaent, cl 
one tfl. reverse read cpg9f 1. rtta.//3. Se-27: 1S9: 96//Z66485 
F-PUCE! Q05S28//Hoao sapiens genoaic DNA. chroaosoae 21q1).l. sega 
ent 9/28. IORK INC DRAFT SEQUENCE. //2. 6e-28: 449: 67// AP000038 
F - PLACE 1 00 SS30//Hoao sapiens clone DJ0691L07. coaplete sequence.// 
6. 5e- 1 8 : 234 : 72//AC0D4860 

F-PLACE1 005S50//Fugu rubripes CSS sequence, clone 048A08bH3, genoa 
ic survey sequence. //I. 2e-14: 123: 7S//AL02592S 
F-PUCE10055S4//Lei shaania tarentolae ai tochondr t a I 12S ribosoaal 
RNA gene.//0. 43: 209:66//X02354 

F-PLACE1 00S5S7//Noao sapiens chroaosoae 17. clone hRPC. 1 1 7_B_I2, c 
oaplete sequence.//9. 3e-1 13:536:97//AC004707 

F-PLACE100SS74//PtasBOdiua falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence. WORKING DRAFT SEQUENCE. 3 unordered pieces. //I. 1 
e-10:S14:S9//ACO0S5O4 

F -PLACE 1 005 584//Hoao sapiens aRNA for KIAA0617 protein, coaplete c 
ds . //0. 00056 : 289 : 63//A801 451 7 

F-PUCE1 005595//Huaan Chroaosoae 11q12.2 PAC clone pDJ606g6. coapl 
ete sequence. //I . 2e-1 1 1 : 262: 89//AC0041 26 
F-PUCE 1005603 

F-PLACE1 00561 1 //FI 605TFC IGF Arabidopsis thaliana genoaic clone Ft 
605. genoaic survey sequence. //2. Oe-IO: 209: 66//B98589 
F-PLACE 1005623 

F-PLACE 100S630//High throughput sequencing of huaan chroaosoae 12. 
WORK ING DRAFT SEQUENCE. 1 ordered pieces.//!. 2e-93: 230: 98//AC0058 

40 

F-PLACE 10056 3 9//HS_309S_Bl_A03_NF CIT Approved Huaan Genoaic Spere 
Library D Hobo sapiens genoaic clone Plate=309S Col=S Ro«=B. geno 
■ ic survey sequence. //1. 2 e-OS : 220: 63//AQI 23022 

F- PLACE 100 56 46//Hoao sapiens RNA hel icase-related protein aRNA. co 
aplete cds.//6.4e-150:721 :98//AF083255 

F-PLACE1005656//H. sapiens RR2 aRNA for saall subunit ribonucleotid 
e reductase. //1 . 3e-51 : 480 : 74//XS9S 1 8 

F- PLACE 1 00 S666//RPC 1 11-78015. TV RPC 1 1 1 Hoao sapiens genoaic clone 
R-78015, genoaic survey sequence.//!. 7e-05: 243: 62//AQ284667 
F-PLACE 1005698//Huaan aeabrane-associated lectin type-C aRNA. //I. 9 
e-63: 374:85//N98457 

F-PLACE 1005727//P I axaodiua falciparua chroaosoae 2. section 59 of 
73 of the coaplete sequence. //0. 69: 633: 57//AEOOI 422 
F-PLACE 1 005730//HS_2026_B 1 _H1 1_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2026 Col =2! Row=P, gen 
oaic survey sequence. //2. Oe-24: 286: 74//AQ231 147 
F-PLACE 100S739//Rus ausculus IFN-gaaaa induced (Ngll) aRNA. coaple 
te cds.//2.8e-55:621:71//U15635 

F-PUCE1005755//HS_2213_A2_HI 1 JW CIT Approved Huaan Genoaic Spera 
Library D Hoao sspiens genoaic clone Plate=22l3 Col-22 Rov=0, gen 
oaic survey sequence.//!. 4e-2S: 290: 7S//AQ1 36844 
F-PLACE 1 00 S763//Rat aediua-chain S-acyl fatty acid synthetase thio 
ester hydrolase (MCH). coaplete cds . //*. Se-40: 297: 70//N1 5200 
F-PLACE1 005799//R. nor vagi cus aRNA for ai tochondr ial isofora of cyt 
ochroae b5.//0.91:287:63/Al2S17 

F-PLACE 1 00580 2//Hoao sapiens PAC clone DJ044L1S froa Iq23. coaplet 
e sequence. //5. Oe- 109: 530 : 98//AC004827 

F- PLACE 100 580 3//HS309 2_B 1 _A 1 0_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3092 Co 1=19 Rovr=B. gen 
oaic survey sequence. //I. 4e-08: 76 : 96//AQ1 03695 
F-PLACE 1 005804//Hoao sapiens alpha 1, 2-aannosidase IB aRNA. coaple 
te cds. //I . 4e-l 26 : 636 : 96//AF0271 56 

F-PLACE 10058 I 3//Hoao sapiens sorting nexin 2 (SNX2) aRNA. coaplete 
cd*. //2. 6e- 1 54 : 739 : 98//AF065482 

F-PLACE 1 00 5828//Hoao sapiens chroaosoae 17. clone hRPC. 971_F_J, 10 
RXING DRAFT SEQUENCE. 1 ordered pieces.//2. 2e-37:355:77//AC004150 
F-PLACE1005834//Ptasaodiua falciparua 0NA set SEQUENCING IN PROCRE 
SS tse froa contig 4-105. coaplete sequence. //0. 00080: 663: S8//ALQ1 
0283 

F-PLACE! 00 S845//P I asaodiua falciparua 307 chroaosoae 12 PFTAC812 g 
enoaic sequence. WRKINC DRAFT SEQUENCE. 8 unordered pieces. //0. 00 
01 5:340 : 58//AC0041 53 

F-PLACE )005850//Huaan DNA sequence froa clone 465N24 on chroaosoae 
1p3S. 1-36. 13. Contains two novel genes. ESTs. CSSs and CpG island 
s, coapleta sequence.//!. Se-46: 278: 85//AL03 1432 
F-PLACE 1005851 

F-PLACE 1005S76//B. taurus aRNA tor cleavage and polyadenylat ion spe 
eif icily factor.//5.0a-l20:701 :89//X75931 

F-PUCE1005884//C I T-HSP-2333012.TR CIT-HSP Hoao sapiens genoaic cl 
one 2333012. genoaic survey sequence. //4. 6e-78: 385: 98//AQ03 9226 
F-PLACE100S89Q//Schizossccharoayces poabe beat/budS suppressor (Be 



«46+) aRNA. partial cds.//9.3e-l6:638:57//U29892 

F-PLACE 1005898//Ratt us norvegicus A-hinise anchoring protein AKAP1 

50 aRNA. coaplete cds. //1 . 0: 178: 65//U671 36 

F-PLACE 1 00592 1//N. ausculus aRNA for iaaunity associated protein 3 
8.//S. 6e-l7:614: S9//Y0S026 

F-PLACE 1005923//RPC 1 1 1-33G19. TJ RPCI-11 Hoao sapiens genoaic done 
RPCI-I I-33G19, genoaic survey sequence. //4. Oe- 10: 535: S7//AQ0461 51 
F-PLACE 1 OOS92S//Huaan DNA sequence tat SEQUENCING IN PROGRESS ttt 
froa clone 537X23. WORKING DRAFT SEQUENCE. //0. 1 7: 1S9:65//AL034405 
F-PUCE I OOS932 

F-PLACE1005934//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one 1*6 5g2. foraard read cpg165g2. ftla.//8. 3e-43:247:93//Z57153 
F-PLACE 1 00S936//F. rubr i pes GSS sequence, clone 069K22aG2. genoaic 
survey sequence. //0. 91 : 1 16 :68//AL0 14719 

F-PLACE1005951//Rhodobacter sphaeroides DNSO/THAO- sensor kinase (d 
orS). DNSO/TNAO- response regulator (dorR), DRSO/TMAO-cy t ochroae c- 
containing subunit (dorC). DMSO-aeabrane protein (dorB). and DMSO/ 
TNAO-reductase (dorA) genes, coaplete cds. //0. 0022: 495: 59//AF0I 623 
6 

F-PLACE 1005953//Hobo sapiens PAC clone DJ0320JIS froa Xq23. coaole 
t e sequence. //2. 9e-05 : 442 : 6 1//AC004081 

F-PLACE 10059$S//Caenorhabd it is elegans cosaid F01F1 .//4. 3e-20:409: 
64//U1 3070 

F-PLACE 1 005966//P. f ale- par ua aarp3 gene. exon. //0. 0083 : 270 :64//Y08 
925 

F-PtACE 1005968 

F-PLACE 100S990//Hoeo sapiens chroaosoae 12pl3.3 clone RPCI11-407C 
6. IORK INC ORAFT SEQUENCE. 51 ordered pieces. //I . 0e-100: 51 3: 96//AC 
005866 

F-PUCE 1 006002//Huean DNA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone 229A8. VORKINC ORAFT SEQUENCE. //2. 5e-54: 444: 77//Z 86090 
F-PUCE 1006 003//HS-1 OS9-A2-GOI-NF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 781 Col=2 Roa=*. genoaic 
survey sequence. //3.4e-05: 2 14 :64//B44442 
F-PUCE! 00601 1//Nus ausculus poly-(ADPribosyl)-transferase hoaolog 
PARP aRNA. coaplete cds. //4. 3e-71 : 580: 79//AF072S21 
F-PUCE 1 00601 7//Hoao sapiens Chroaosoee 16 BAC clone CIT987-SXA-U 
3A6 coaolete genoaic sequence, coaplete sequence. //8. 6e-32: 177:0 
3//AC002299 

F- PUCE 1 00603 7//»us ausculus B6D2F1 clone 2CI1B aRNA.//l. 8e-34:26 
9: 83//U01 139 

F-PUCE! 006040//Hoao sapiens aRNA for alpha endosul f ine. //3. 4e-l4 
7:719:97//X99906 

F-PUCE1 006076//Hoao sapiens DNA sequence froa PAC 79C4 on chroaos 
oae 1q24. Contains the PNXI gene, coding for t«o alternative foras 
of the Paired Nesodera Hoaeobox protein I (PWX-1, PHOX-I). Contai 
ns ESTs, STSs and BAC end sequences (CSSs), coaplete sequence. //0. 
37 : 332 : 62//Z97200 

F-PUCE 1006 11 9//Hoao sapiens Ran-GTP binding protein aRNA. partial 
cds. //!. 3e-14S:679: 99//AF039023 
F-PUCE 1006 129 

F-PLACE 1006 1 39//Saccharoayces cerevisiae chroaosoae Yl cosaid 996 
5. //4. 8e-27 : 693 : 60//D44597 

F-PUCE 1 006 143//Huaan DNA sequence ttt SEQUENCING IN PROGRESS tt* 
froa clone 16915, gORKING ORAFT SEQUENCE. //4. 7e-46: 435: 77//Z930! 5 
F-PUCE 1006 157//Saguinus oedipus aRNA for aeabrane cofactor protei 
n CD46. coaplete cds. clone:B2. //0. 048:290: 60//D85750 
F-PUCE 1006 1 S9//Hoao sapiens chroaosoae 10 clone Cl T987SK-I05402 a 
ap 10q25. coaplete sequence. //3. 2e-1 29:466: 96//AC005661 
F-PUCE 1006 164//HS_3003 - A1_F08_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P!ate=3003 Co I =1 5 Ro«=X. gen 
oaic survey sequence.//!. 4e- 70: 388: 93//AQI 18200 
F-PUCE 10061 6 7//Hoao sapiens chroaosoee 19, cosaid F23149. coaplet 
e sequence. //4. 3e-78: 385:86//AC005239 

F-PUCE 1 006 170//Mouse aRNA for tlpha-adapli n (C) .//3. 5e-9l :630:84/ 
/X14972 

F-PUCE 1 006 1 87/ /Hoao sapiens eye I in E2 aRNA. coaplete cds.//3, 9e-1 
49:694: 99//AF091433 

F-PUCE 1 006 195//Moao sapiens Xp22 BAC GS-607H18 (Genoae Systees Hu 
■an BAC library) coapleta sequence. //2. 5e-1 6: 283: 70//AC0036S8 
F-PUCE 1 006 196//Nouse RNA helicase and RNA-dependen t ATPase froa I 
he DEAD box faaily aRNA, coaplete cds.//2.2e-94:648:84//L2S12& 
F-PLACE I 006205//Huaan Xp22 cosaid U2S0A9, coaplete sequence. //0. I 
5: 533: 58//U7S93I 

F-PLACEI006223//F24L20-T7 IGF Arabidopsis thaliana genoaic clone F 
24L20. genoaic survey sequence. //0. 0068: 1 75: 64//B1 9803 
F-PLACE 1 00622S//C I T-HSP-233S 1 23. TF CIT-HSP Hoeo sapiens genoeic cl 
one 2335123, genoaic survey sequence. //2. le-19: 149: 90//AQ039B80 
F-PUCE 1 006236//Huaan chroaosoae 1 2pl 5 BAC clone Cl T987SX-990B con 
plete sequence. //0. 51: 290: S8//U91 327 
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F-PUCE 1 0062 39//Hoao sapiens BAC clone RG! 18007 froa 7q3l, comp let 
e sequence. //7. 4e-1 58 : 452 : 96//AC004142 

F-PUCE1006246//RPCI1 1 -36123. TK RPCI-11 Hoao sapiens genoaic clone 
RPC I -II -36 1 23, genoaic survey sequence. //2.6e-3! : 176: 97//AQ045400 
F- PLACE 1006 2 48//Ho*o sapiens aRNA for KIAA0648 protein, partial cd 
S.//2. 3e- 166: 791 :I8//AB0 14548 

F-PUCE 1 006 26Z//342E3. TVO CIT978SKAI Hoao sapiens genoaic done A- 
342E03, genoaic survey sequence. //1 . 0:228: 63//BI6447 
F-PLACEI 006288//Huaan DMA sequence *** SEQUENCING IN PROGRESS a** 
froa done 20N2. VORXING DRAFT SEQUENCE. //6. 6e-1 72: 809: 99//AL031 32 
0 

F-PLACEI 0063 18 

F-PLACEI 006 3 2 5//Ho*o sapiens PAC clone DJ0988L12 froa 7qll.23-q21. 
1. coaplete sequence. //0. 079: 396: 59// AC004454 

F-PLACEI 00S335//MOU so Ig third hypervar i able region (HCOR3), nonpr 
oductively rearranged alpha-chain gene VHSB32-0-JH2 region.//! .0:9 
0:67//N55721 

F-PUCE 1 0063 57//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence, VORKING DRAFT SEQUENCE. 3 unordered pieces. //0. 1 
6 : 445 : 56//AC005504 

F-PLACEI 006360//P I asaodiua falciparua NAL3P7, coaplete sequence.// 
6. le-05: 625: S7//AL034559 

F-PLACEI 006368//X. I lev is aRNA for KLP2 protein. //3. Oe-25: 376: 68//X 
94082 

F-PLACE1006371//Hoao sapiens chroaosoae 16. cosaid clone 36QH6 (LA 
NL). coaplete sequence. //2. Oe-1 46: 71 1 : 97// AC004232 
F-PUCE 1006382 

F-PLACEI 006 385//Ho«o sapiens epsin 2a aRNA, coaplete cds. //5. 1 e-1 1 
0:539: 97//AF06208S 

F-PLACEI 0064 12//Hoao sapiens BAC clone CS588G18 froa 7p12-pt4, coa 
p I e t e s equence. //1 . 3e-23 : 46 3 : 68//AC005029 

F-PLACEI 00641 4//Hoao sapiens PCAF associated factor 65 alpha aRNA. 
coaplete cds.//1.3e-l09:S2S:98//AF069735 
F-PLACEI 006438//Hoao sapiens aRNA for KIAA0557 protein, partial cd 
s. //6. 9a-23:531 : 65//AB01 1 129 

F-PLACEI 006445//HS_3071_A1_C1 1_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Ptate=3071 Co I =21 Row=E. gen 
oaic survey sequence. //4. 7e-74: 392: 95// AQ1 03347 
F-PLACEI 00646 9//Rhodobac ter capsulatus strain SSI 003, partial geno 
B6.//1. 1 e-40 : 686 : 65//AF01 0496 

F-PLACEI 006470//T. brucei kinetoplast aaxicircle variable region DN 
A. //0. 19: 250: S9//2IS1 18 

F-PLACEI 006482//Huaan DMA sequence #*e SEQUENCING IN PROGRESS »«« 
froa clone 447C4. VORKING DRAFT SEQUENCE. //4. 3e- 120: 328: 98//AL02 1 9 
77 

F-PLACEI 006488//Canine aRNA for 66kDA subunit of signal recognitio 
n particle (SRP68) .//6. 5e-86:478:91//XS3744 
F-PLACEI 006492 
F-PLACEI 006506 

F-PLACE 1 00652 1 / /Hoao sapiens BAC clone RG281G05 froa 7p1S-p21. coa 
plete sequence. //0. 0010: 547 :58//AC005083 

F-PLACE 1006531 //Or yc to I *gus cuniculus translation initiation facto 
r elF2C aRNA, coaplete cds. //2. 6e-84:625:80//AF005355 
F-PLACE1006534//Caenorhabdi tis elegans cosaid Y40H7A, coaplete seq 
uence. //0. 00031 : 671 : 58//AL033S1 0 
F-PLACEI 006540 

F-PLACE1006552//P. fate iparua glutaaic acid-rich protein gnen, coap 
I et e cds. //6. Oe- 1 0 : 636 : S9//J03998 

F-PLACEI 006 598//Hoao sapiens BAC clone NH0539B24 froa 7p1S. 1-p14. 
coaplete sequence. //9. 8e-25: 1 70 : 77//AC006044 

F-PLACE 1 0066 15//Hoao sapiens eukaryotic translation initiation fac 
tor elF3, p35 subunit aRNA. coaplete cds.//6.7e-167:78l:99//U97670 
F-PUCE 10066 17//Hoao sapiens Xp22 BAC GSH8-433024 (Cenoae Systeas 
Huaan BAC library) coaplete sequence. //0. 98: 514: S9//AC004470 
F-PUCE 1006626//H. sapiens DNA 3’ flanking staple sequence region c 
I one wg2c3. //0. 00079 : 206 : 62//X76S89 

F-PUCE 1006629//Huaan BAC done RG333F24 froa 7q11.2-q21, coaplete 
sequence. // 0. 0012:576: S7//AC0040 1 5 
F-PUCE 1006640//P. falciparua coaplete gene aap of plastid-like DNA 
( I R-B) . //0. 001 8 : 588 : 59//X952 76 

F-PLACEI 006673//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence. VORKING DRAFT SEQUENCE. 4 unordered pieces. //0. 002 
8:469: S8//AC0046 88 

F-PLACE 1006678//Ius ausculus UDP-Cal : betaGIcNAc beta 1. 3-galactosy 
I tranferase-l (b3GT1) gene, coaplete cds. //0. 00011 ; 184: 64//AF02979 
0 

F-PUCE 1006704//Mus ausculus dentin s ialophosphoprotein precursor 
(DSPP) aRNA. coaplete cds.//0. 001 3: 380: 62//U67916 
F-PUCE 1 00673 1//Hua«n DNA sequence froa PAC 408N23 on chroaosoae 2 
2q1 3. Contains HIP. HSC70- INTERACTING PROTEIN (PROGESTERONE RECEPT 
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OR-ASSOCIATED P48 PROTEIN). ESTs and STS.//1.5e-78:S20:86//Z98048 
F-PLACEI 0067 54//Hoao sapiens chroaosoae 19. cosaid R29I24. couplet 
e sequence. f/\ . 9e- 1 35 : 378: 99//AC005626 

F-PUCE1006760//CIT-HSP-2336013. TR CIT-HSP Hoao sapiens genoaic cl 
one 2336013, genoaic survey sequence. //0. 01 8:1 47: 66//AQ039246 
F-PLACEI 006779//PI asaodiua falciparua chroaosoae 2. section 63 of 
73 of the coaplete sequence.//2.6e-08:823:58//AE00l426 
F-PUCE 1006782//Hoao sapiens clone NHOOOSN18, VORKING DRAFT SEQUEN 
CE. 2 unordered pieces.//0. 043: 252 :65//AC005487 

F-PUCE10Q6792//HS_316S_BI_HOI_IIR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic done Plate=3165 Col = 1 Row=P. geno 
aic survey sequence.//!. 4e-11: 249 :67//AQ1 49559 
F-PUCE10Q6795//Mouse eph-related receptor tyrosine kinase (Nek4) 
aRNA. coaplete cds.//1. 3e-!2: 15S:80//N68S13 

F-PUCE 1006800//P I asaodiua falciparua DNA see SEQUENCING IN PROCRE 
SS ess froa contig 4-92. coaplete sequence. //6.7e-0S: 391 :62//AL010 
272 

F-PUCE 1006805//partaeciua species 1.168 at dna diaer: replication 
i nit. region. //9. 1 8-09 369: 62//K0091 5 
F-PLACE! 0068 15//Huaan DNA sequence S«* SEQUENCING IN PROGRESS SS* 
froa done 321D2. VORKING DRAFT SEQUENCE. //0. 89:465: 58//AL03 1033 
F-PUCE 10068 1 9//Hoao sapiens done DJ1163L11. coaplete sequence.// 
1 . 5e-l21 :6I8: 91//AC00S230 

F-PUCE 1Q06829//Brn-3a=cl ass V POU transcript ion factor [aice, CO/ 

CD, eabryo fibroblast cells, Genoaic. 2160 nt].//O.OI1 : 145:68//S69 
350 

F-PUCE 1 006860//P I asaodiua falciparua NAL3P7, coaplete sequence.// 
2. 2e-07 : 691 : 58//AL034559 

F-PLACEI 00686 7//Huain DNA sequence see SEQUENCING IN PROGRESS •** 
froa done 323M4, VORKING DRAFT SEQUENCE. //I . Se-1 32: 643: 98//AL0333 

78 

F-PLACE 1 006878 

F-PLACE1006883//Nycobacter iua tuberculosis H37Rv coaplete genoae: 
segment 1 38/162. // 1.0: 236 : 62//Z9S1 20 

F-PUCE 1 00690 1//Nus ausculus t complex testis-specific protein (Tc 
tex2) gene, t haplotype. proaoter sequence. //2. 7e-!9: 171 :81//U2167 
2 

F-PUCE 1006904 

F-PLACE 1 0069 17//H. sapiens CpG island DNA genoaic Nsel fragment, cl 
one 79gl0, forward read cpg79g!0. ftla.//1.3e-21 :131 :98//Z63l75 
F-PLACE 1006932//Nus ausculus FKBP65 binding protein aRNA. complete 
cds. //0. 99 : 248: 61//L07063 

F-PUCE 100693S//Hoao sapiens chroaosoae 9 duplication of the T cel 
I receptor beta locus and trypsinogen gene faai I ies. //0. 85: 161 :63/ 
/AF029308 

F-PLACE 1006956//Hy I obates lar involucrin gene, coaplete cds.//0.07 
7 : 355 :S1//N3 5447 

F-PUCE 1006958//Nus ausculus osaotic stress protein 94 (0sp94) aRN 
A. coaplete cds. //2. 9e-89: 483: 86//U23921 

F-PLACE 1006961//Saccharoayces cerevi s iae ai tochondr i al tRNA-Tyr. t 
RNA-Asn, A tRNA-Vet genes. //I 6e~06:6S1 : 58//AJ223323 
F-PLACE 1006962//H. sapiens i r IB aRNA. //7. 1 e-l 5: 202 : 71//X63417 
F-PLACE 1 006966//Caenor habd i t i s elegans DNA «* SEQUENCING IN PROGfl 
ESS *** from done Y10SEB, VORKING DRAFT SEQUENCE. //1 . 7e- 26: 451 : 61 
//AL022594 

F-PUCE 1006989//cSRL-1 72A4-u cSRL floa sorted Chroaosoae 11 specif 
ic cosaid Hoao sapiens genoaic clone cSRL-172A4. genoaic survey se 
quence. //1 . 0: 97 : 67//B031 88 

F-PLACEI007014//Rattus norvegicus equilbrative ni trobenzy I thioinos 
ine-insensi tive nucleoside transporter aRNA, coaplete cds.//4. 2e-0 
7 : 592: 58//AF01 5305 

F-PUCE 1 007021 //Homo sapiens chroaosoae 19. cosaid FI6403. coaplet 
e sequence. //S. 1 e-1 7:285 : 70//AC0O5777 

F-PLACEI 00704S//Huaan DNA sequence froa PAC 1B1NI on chroaosoae X 
contains ESTs. STS polyaorphic CA repeat*. //6. 2e-131 :775:89//Z8289 
9 

F-PLACE 1 007 053/ /Homo sapiens clone DJ0810E06. VORKING ORAFT SEQUEN 

CE. 8 unordered pieces.//!. 7e-1 43: 675: 99//AC004895 

F-PUCE 1 007 068//Hoao sapiens chroaosoae 17. done hRPK. 214_0_1 . co 
apt ete sequence. //I. 3e-l 31 :652: 97//AC005224 

F-PUCE 1 007097//Hoao sapiens DNA sequence from BAC S5C20 on chroao 
some 6. Contains a Spinal Nuscular Atrophy (SMA3) LIKE gene overla 
pping with a beti-giucoronidasa LIKE pseudogene. Contains a aeabra 
ne protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydroge 
nase (GAPDH) LIKE pseudogene, five predicted tRNA genes. Contains 
ESTs. GSSs (BAC end sequences) and a CA repeat polymorphism, coap t 
ete sequence. // 8. 3e-l 58: 768 : 97//AL021 368 

F-PUCE 1 007 10S//Mus ausculus auskelin aRNA, coaplete cds. //4. 1 e-1 2 
4:687 : 9I//U72194 

F-PUCEI007111//P1 asaodiua falciparua 3D7 chroaosoae 12 PFYAC336 s 
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enoaic sequence. VORKING DRAFT SEQUENCE, 5 unordered pieces. //4. 7 
e-OS: S86:56//AC00S 139 

F-PLACE10071 12//HS_2234_B2_G1Q_MF C IT Approved Huaan Genoa ic Spera 
Library D Hobo sapiens genoaic clone Plate-2234 Col-20 Row=N, gen 
oaic survey sequence. //O. 26: 200: 62// AQ087801 

F-PLACEI0071 32//CI T978SK-A-21 ICS. TVB CIT978SK Hoao sapiens genoaic 
clone A— 21 ICS. genoaic survey sequence. //I. 3e-40: 255: 92//B721 12 
F-PIACE1007140//QN1 orf (Coturnix coturnia. japonica, K2 neuroreti 
nal cells, aRNA Partial. 3884 nt].//4. 9e-IS:386:62//S68IS1 
F-PLACEI007178//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 genoaic sequence, IORKIIIG DRAFT SEQUENCE. M unordered pieces.// 
0. Oil : 329:61// ACOOS! 40 

F-PLACE 1 007226//Huaan lipocortin (IIP) 2 gene, upstreaa region.// 
0.0036:1 80 :63//M62899 

F-PLACE1 007238//FMR1 (CGG repeats) (huaan. Fragile I syndroae pati 
ent. Genoaic. 429 nt].//2.8e-0B:269:63//S74494 
F-PLACE1007239//Hoao sapiens aRNA for transcription elongation fac 
tor S-ll, hS-ll-TI, coapiete cds.//6. 3e-S7:405:87//D50495 
F-PUCE1007242//H5_3006_A1_B1 1_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=30Q6 Col=21 Row=C. gen 
oaic survey sequence. //0. 088: 1 91 : S9//AQ089443 

F-PLACE 1007243//Huaan transporter protein (g17) aRNA. coapiete cd 
s . //7. 9e- 1 2 : 24S : 66//U4 9082 

F-PUCE1007257//Hoao sapiens aRNA for dia-!2c protein. //5. 2e-144:6 
77: 98//Y 15908 

F-PLACE 1007 2 74//HS_3003_A1_D08_IF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plste=3003 Col =1 5 Row=C. gen 
oaic survey sequence. //7. 4e-49: 345: 8S//AQ2941S4 
F-PlAC£10O7276//Fugu rubripes CSS sequence, clone 0140lOaC11, geno 
aic survey sequence. //0. 0052: 228: 62//AL024982 
F-PLACE I 007282//F. rubripes GSS sequence, clone Q19007aB3, genoaic 
survey sequence. //0. 024: 289: 58// AL01 1743 

F-PLACE! 007 286//Huaan Chroaosoae 16 BAC clone CIT987SK-A-2S6A9. co 
aplete sequence. //0. 0048: 185: 69//AC002492 

F-PLACE)007301//Dictyostel iua discoideua gene for TRFA, coapiete c 
ds. //0. 069:761: 57//AB009080 
F-PLACE 1007 31 7 
F-PLACE 1007342 

F-PLACE1007346//Hoao sapiens estrogen-responsive B box protein (EB 

BP) aRNA, coapiete cds. //5. 4e-120: 567:98//AF096870 

F-PLACE 1007 36 7//Hoao sapiens clone RG228017, VORKING DRAFT SEQUENC 

E. 2 unordered pieces.//!. 2e-S9:6l3:7S//AC00S077 

F-PLACE1007375//Caenorhabditis elegans cosaid D2092.//1.8e-12:193: 

70//U88167 

F-PtACE 1007386 

F-PLACE 1 007402//HS_2 1 70_A2_D1 2_IF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2170 Col=24 Roa=G, gen 
oaic survey sequence.//5. 6e-06: 162: 67//AQI25590 
F-PLACE 1 007409//Hoao sapiens aitoxantrone resistance protein 2 aRN 
A, coapiete sequence.//1 . Se-25: 165: 93//AF093772 
F-PUCE 100741 6 

F-PLACE I 0074S0//Hoao sapiens 0NA froa chroaosoae 19. BAC 33152, co 
aplete sequence. //4. 9e-34: 764:62//AC0O3973 

F-PLACE I007452//MUS ausculut bet3 (Be 4 3) aRNA. coapiete cds.//4. 1 
e-17: 374:64//AF041433 

F-PLACE 1 0074 54//Hoao sapiens (clone s1S3) aRNA f ragaent.//8. Ie-S2: 
317: 93//L4039 1 

F- PLACE 1 007460//Huaan DNA sequence froa clone 914PI4 on chroaosoae 
Iq23 Contains calpain- 1 ike protease gene. DCX (doublecortin) EST 
s. CA repeet. GSS, coapiete sequence. //0. 001 9:280: 64//AL031 117 
F- PLACE 100 74 78//Koao sapiens Chroaosoae 16 BAC clone CIT987-SKA-34 
5C4 'coapiete genoaic sequence, coapiete sequence. //2. 5e-24: 362:7 
1//AC002302 
F-PLACE 1007484 

F-PLACEI007488//Danio rerio faciogenitai dysplasia protein (fgd) a 
RNA, coapiete cds. //3. 8e-1 4:293 :63//AF01 7370 

F-PLACE I 007 507//Huaan DNA sequence froa clone I0S016 on chroaosoae 
Xpl 1 . 3-11. 4 Contains pseudogene siailar to laainin-binding protei 
n. CA repeat, STS, coapiete sequence. //4. 6e-10: 152: 75//AL03 131 1 
F-PLACE 1007511 //Hoao sapiens chroaosoae 17, clone hRPC. 1 1 10_E_20, 
coapiete sequence.//}. 6e-!39:477:98//AC004231 

F- PLACE I 007 S24//P1 asaodiua falciparua aicrosatel I i te 14C sequence. 
//0. 0055 : 395 : 59//AF0 1 546 1 

F-PLACE 1007525//Trypanop I asaa boreili ai tochondr ion cytochroae oxi 
daae subunit 1 (coil), cytochroae oxidase subunit 2 (cox2). and ap 
ocytochroae b (cytb) genes, coapiete cda, and coapiete 9S rRNA gen 
e and partial 12S rRNA gene. //0. 0013:550: 58//U1 1682 
F-PLACEI 007 537//H. sapiens CpG island DNA genoaic Nsei fragaent, cl 
one I98g6. reverse read cpgl98g6. rtla.//0. 98: 121 :67//Z602B0 
F-PLACEI 007 544//Vus ausculus chroaosoae 14 Barker ua-a24 GA dinucl 
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eotide DNA sequence. //2. 3e-10: 141 :7S//U31508 

F-PLACE 1007547//Hoao sapiens aRNA for KIAA0661 protein, coapiete c 
ds.//3. 1e-69: 733 : 7I//AB01456I 

F-PLACE1007557//Drosophi I a yakuba ai tochondr i al DNA aol ecule.//0. 0 
22: 393 : 61//KQ3240 

F-PUCE 1007583//Huaan ONA sequence >*e SEQUENCING IN PROGRESS tt# 
froa clone S45LI7, VORKING ORAFT SEQUENCE. //J. 6e-l 14:565: 97//AL031 
665 

F-PUCE1007598//CIT-HSP-237IG14.TF CIT-HSP Hoao sapiens genoaic cl 
one 2371 Cl 4. genoaic survey sequence. //Z. Oe-22:304:70//AQ11I183 
F-PLACEI 0076 I8//Hoao sapiens chroaosoae 17. clone hRPK. 642_C_21, c 
oaplete sequence. //I. 0: 386 :59//AC00524S 
F-PUCE 1007621 

F-PUCE 1007632//Hoao sapiens 1 2p 1 3 . 3 PAC RPCIS-940J5 (Rosaell Park 
Cancer Institute Huaan PAC Library) coapiete sequence.//) . Oe-88: 2 
76: 96//AC006064 

F-PUCE1007645//Bovine elastin aRNA. partial cds. //2. te-07 : 1 10:79/ 
/V26I32 

F-PUCE1 007649 

F-PUCE1007677//Huaan ONA sequence eee SEQUENCING IN PROCRESS see 
froa clone 968D22, VORKING DRAFT SEQUENCE.//!. 2e-21 : 567: 64//AL0237 
55 

F-PUCE1007686//Pseudorabies virus iaaedi ate-earl y gene.//2. 2e-05: 
287 : 6S//X1 51 20 

F-PLACEI 0076 S0//Caenor ha bd i t i s elegans cosaid R07G3.//0. 40:122:70/ 
/U23452 

F-PUCE 1007697//Nus ausculus Lli/hoaeobox (Lhx3) gene fragaent.// 
0. 85: 1 1 7 : 71//L40483 

F-PUCE 1007705//Huaan ONA sequence tee SEQUENCING IN PROGRESS *e« 
froa clone 460J8. VORKING ORAFT SEQUENCE. //0. 0035: 75:88//AL031 662 
F-PUCE 1 007706//Hoao sapiens aetal loprotease 1 (NPI) aRNA, coaplet 
e cds. //1 . 3e- 1 47 : 709: 97//AF06 1 243 

F-PUCE 1 00772 5//Arabidops is thaliana genoaic DNA. chroaosoae 5. PI 
clone: HB818, coapiete sequence. //1. 0:510: SB//AB005231 
F-PUCE 1 00772 9//Huaan endogenous retrovirus HKL6 proviral clone HN 
L6p, putative leader region, gag. pro and pol pseudogenes. //4. 8e-l 
36:516: 89//U86698 

F-PUCE 1 0077 30//Hoao sapiens aRNA for KIAA0685 protein, coapiete c 
ds. //7. 9e-l 55 : 728: 98//AB01458S 

F-PUCE 100 77 37//Hoao sapiens clone DJ0847008. VORKING DRAFT SEQUEN 
CE. 3 unordered pi eces. //5. 8e-22 :806: 60//AC005484 
F-PUCE 1007743//P I asaodiua falciparua 3D7 chroaosoae 12 PFTAC1 383 
genoaic sequence. VORKING DRAFT SEQUENCE. 3 unordered pieces. //l.l 
e-06: 510: S6//AC005504 

F-PLACEI 007746//HS_2268_Bl _C1 0_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2268 Col=l9 Rov=N. gen 
oaic survey sequence. //0. 1 0: 1 71 : 63// AQ1 24780 

F-PLACE 1007 791 //PI asaodiua falciparua DNA *M SEQUENCING IN PROCRE 
SS *M froa MALI P6. VORKING ORAFT SEQUENCE. //0. 63: 241 : 58//AL031 749 
F-PUCE 1 007807//Hoao sapiens chroaosoae 17, clone hRPK. 879_D_6. co 
aplete sequence. // 1 . Oe- 1 20 : 743 : 87//AC00S273 

F- PUCE 1 00781 0//HO1O sapiens Xp22 BAC GS-607H18 (Genoae Systeas Hu 
aan BAC library) coapiete sequence.//!. 0e-1 13: 739: 86//AC003658 
F-PUCE 1 0O7829//C I T-HSP-2383 J22. TR ClT-HSP Hoao sapiens genoaic cl 
one 2383J22, genoaic survey sequence.//1.0e-47:254:97//AQl96438 
F-PLACE 1007843//F. rubripes GSS sequence, clone 162K02bCI2. genoaic 
survey sequence. //I . 6e-10: 148:72//AL006903 
F-PUCE 1007846//Hoao sapiens genoaic DNA. chroaosoae Z1qZ2.2 (Down 
Syndroae region), segaent 3/15, VORKING DRAFT SEQUENCE. //3. 4e-1 7 
7 : 844 : 98//AP0000 1 0 

F-PUCE 1007852//Mouse perlecan aRNA, coapiete cds. //8. 5e-39: 243 : 90 
//N77174 

F-PUCE 10078S8//Hoao sapiens aRNA for KIAA0766 protein, coapiete c 
ds . //3. 9e-1 89 : 894 : 98//AB0! 8309 

F-PUCE1007B66//CIT-HSP-2353D11.TF. 1 CIT-HSP Hoao sapiens genoaic 
clone 235301 1 . genoaic survey sequence. //O.OIS:279:61//AQ263271 
F-PUCE1007877 
F-PUCE 1 007 897 

F-PLACEI 007 908//Hcbo sapiens aRNA. chroaosoae 1 specific transcrip 
t KIAA0487.//2. 3e-154:755:97//AB007956 

F-PUCE 1 007946//Huaan chroaosoae T cosaid S6B5 genoaic sequence. V 
ORKING DRAFT SEQUENCE.//! . M-S9: 310: 81//AC003097 
F-PUCE 1 007 954//Hoao sapiens BAC clone NH04I4C23 froa Y, coapiete 
sequence. //2. Ie-6I : 522: 79//AC006I57 

F-PLACE 1007 9 5 5//Hoao sapiens cyctin-D binding Nyb-like protein aRN 
A, coapiete cds. //2. Te-171 :813:98//AF084530 

F-PLACE 1 0079 58//Hoao sapiens cAMP-spec i f ic phosphodiesterase 8B (P 
DE8B) aRNA, partial cds.//2. 5e-l S3: 730: 9S//AF079529 
F-PLACE I 00796 9//Mus ausculut ayelin gene expression factor (KEF-2) 
•RNA. partial cds.//3. 4e-32: 383 :74//U! 3262 
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F-PUCE1007990//H. sapiens genoaic DMA fragment (cion* J31A212R).// 
6.6e-35: 1 98: 96//Z94758 

F-PLACE1 OOSOOO//Mus ausculus veil 3 bRNA, coaplete cds. //I. 5e-118: 
706 : 88//AF087695 

F-PUCE 1 00800 1/Aiomo sapiens clone DJ0613C23. WORKING DRAFT SEQUEN 

CE. 4 unordered pieces.//6. 4e-»63:786:98//AC00S628 

F-PLACE1 008044//Ra t tus norvegicut nuclear pore coeplea protein MUP 

107 bRNA, complete cds.//l. 2e-95:625:84//L3l 840 

F-PUCE1 008045//Caenorhabd i t i s elegans cosaid FI7C8, coaplete secju 

ence. //0. 016:165: 6S//Z3571 9 

F-PUCE 1008080//Huaan DMA sequence froa cosaid L1 1 SGI 0. Huntington 
*s Disease Region, chroaosoae 4p16. 3.//4. 0e-07: 251 :64//Z68883 
F-PUCE1008095//RPCI 1 1-21F19. TP RPC 1-11 Hoao sapiens genoaic clone 
RPCI-11-21F19, genoaic survey sequence. //I. Se-30: 166: 99//B85883 
F-PLACE! 0081 ) (//Aphidius picipes MADH dehydrogenase 1 gene, aitoch 
ondrial gene encoding ai tochondrial protein, partial cds.//7.Se-0 
6:4I4:60//AF069163 

F-PLACE1008122//S. cerevisiae chroaosoae XV reading fraae ORF Y0LI2 
5w. //0. 046 : 477 : S9//Z74867 

F-PLACE1 0081 29//Huaan Chroaosoae 15q26. 1 PAC clone pOJ290i21 conta 
ining fur. fes. and alpha aannosidase I lx genes. WORK INC DRAFT SEQ 
UEMCE. 9 unordered pieces. //0. 0068:446: 57// AC004S86 
F-PLACE 1 0081 32//Huaan DMA sequence *ee SEQUENCING IN PROGRESS see 
froa clone 316D5. VORKIMC DRAFT SEQUENCE. //3. 6e-20: 1 1 1 : 93//Z82 199 
F-PLACE 1 008 177//Nouse aRNA for aeiosis-speci f ic nuclear structural 
protein 1 (MNSt). coaplete cds.//2. Se-88: 866: 73//Dt4849 
F-PLACE1008181//Huaan DMA sequence **» SEQUENCING IN PROGRESS eee 
froa clone 159AI. WORKING DRAFT SEQUENCE. //0. 0033: 727: S6//AL034397 
F-PLACE 10081 98//HS_3073_A1_C06_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3073 Col-11 Ro»=E. gen 
oaic survey sequence. //2. 3e-12: 94: 92//AQ171450 

F- PUCE 1008201 //Hoao sapiens clone RC14QBM. WORKING DRAFT SEQUENC 
E. 1 unordered pieces.//?. 5e-162:791 :97//ACO0SO69 
F-PLACE 1008209 

F-PUCE 100823 (//Mouse testis-specific protein aRMA. coaplete cds./ 
/0. 65:174: 66//N26332 

F-PUCE 1 008244//C I T-HSP-2337B4.TR CIT-HSP Hobo sapiens genoaic clo 
ne 2337B4. genoaic survey sequence. //6. 7e— 28 : 1 6S: 95//AQ0393 1 7 
F-PUCE1008273//B. priaigenius aRNA for coat protein gaaaa-cop.//2. 
8e-71 : 709: 71//X92987 

F-PUCE100827S//D. discoideua actin A-13 gene. S' f lank. //0. 12: 131 : 
64//H29123 

F-PUCE 1 0082 80//Hoao sapiens Xp22-175-17S BAC CSHB-464017 (Genoae 
Systeas Huaan BAC Library) coaplete sequence. //0. Oil . 96: 73//AC00S9 
13 

F-PUCE1008309//Rattus norvegicus putative four repeat ion channel 
bRNA. coaplete cds.//8.2e-86:672:77//AF078779 
F-PUCE 1 0083 29//HS_20 27 JU_C06_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2027 Co I =1 1 Roa=E. gen 
oaic survey sequence. //8. 7e-09: 116: 81// AQ244432 
F-PUCE 1008330//Hoao sapiens chroaosoae 19. cosaid F21431. coaplet 
a s equ enc e. //2 . 2e- 1 41 : 6 70 : 98//AC00S 1 76 

F-PUCE 10083 31 //Hoao sapiens clone OJ241P17. WORKING ORAFT SEQUENC 
E. 7 unordered pieees.//2. Ie-27:I57: 78//AC005000 
F-PUCEI0083S6//Hoao sapiens aRNA for KIAA0679 protein, partial cd 
s. //I . 1 e-1 37 : 659 : 98//AB01 4579 

F-PUCE 1 0083 68//C I T-HSP-23llC9.TR CIT-HSP Hoao sapiens genoaic clo 
ne 23IIC9. genoaic survey sequence. //7. 1 e-08: 398 :60//AQ0 16352 
F-PUCE I008369//H5_2251_B1_A02_IF ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plat a=22ST Col =3 Ro*=8. geno 
aic survey sequence. //2. Ie-3S:217:93//AQ0665I2 

F-PUCE 1008392//Hoao sapiens chroaosoae 17, clone hRPK. 1 36 H 1 9. c 

oapl ete sequence. //1 . 4e-1 1 : 403: 64//ACOO 5856 

F-PUCE 1 008398//Huaan DMA sequence *** SEQUENCING IN PROGRESS tea 
froa clone 2I5D11, WORKING DRAFT SEQUENCE. //3. 7e-l 44: 681 :99//AL034 
417 

F-PUCE 1 00840 1//»ee SEQUENCING IN PROGRESS ete Hoao sapiens chroao 
soao 4. BAC clone C0366H07: HTGS phase 1. tORKING DRAFT SEQUENCE, 
28 unorderad pieces. //2.8e-4S: 257 : 96//AC004604 
F-PUCE 1 008402//Hoao sapiens aRNA for pllS, coaplete cds.//4. 3e-14 
8:711 :98//086326 

F-PUCE 1008405//P I aseodiua falciparua 3D7 chroaosoae I? PFYAC69 ge 
noaic sequence. WORKING DRAFT SEQUENCE, 4 unordered pieces. //0. 08 
9:672: 56//AC004688 
F-PUCE 1008424 

F-PLACE 10084 26//Hoao sapiens genoaic DNA of 8p2l.3-p22 anti-oncoge 
na of hepatocellular colorectal and non-satll cell lung cancer . s 
egaen t 7/11. //I . Oe-88 : 331 : 84//AB020864 

F-PUC£1008429//Chroaosoae 22ql3 BAC Clone CIT987SK-384D8 coaplete 
sequence. //0. 55:530: 58//U623 1 7 
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F-PUCE 1 008437//CI T-HSP-2376H4.TR CIT-HSP Hoao sapitns genoaic do 
ne 2376H4, genoaic survey sequence. //3. 3e-78: 349: 94// AQ11 2479 
F-PLACE 1008455//HS_2064_BJ_E09_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2064 Co I = 1 7 Row=J. gen 
oaic survey sequence. //4. 7e-S9: 471 :8I//AQ246S89 
F-PUCE 1 008457//Hoao sapiens chroaosoae 17. Neurof ibroaatosis 1 I 
oeus. coaplete sequence. //8.9e-43: 307 : 73//AC004526 
F-PUCE100846S//CIT-HSP-2163F24. TR CIT-HSP Hoao sapiens genoaic cl 
one 2163F24. genoaic survey sequence.//8. 9e-41 : 210: 99//B90014 
F-PUCE 1 008488//Mus ausculus aRNA for testis-specific protein kina 
se 1, coaplete cds. //0. 00013: 51 6:58// AB003494 
F-PUCE 1008524//Hiuaan ONA sequence »#e SEQUENCING IN PROGRESS te* 
froa clone 34821. WORKING DRAFT SEQUENCE.//!. 3e- 161 : 778: 98//AL031 7 
78 

F-PLACE 1 008531 //Hoao sapiens abscrl (WBSCR1) and replication facto 
r C subunit 2 (RFC2) genes, complete cds. //I. le-78: 191 : IOO//AF0455 
55 

F-PLACE I 008532//Huaan DNA sequence ttt SEQUENCING IN PROGRESS tt* 
froa clone 92N15, WORKING DRAFT SEQUENCE. //3.8e-24: 257: 70//Z93097 
F-PLACE 1 008S33//Hoao sapiens PAC clone DJ130HI6 from 22q1Z. l-qter. 

coap I e te sequence. //I . Oe- 1 3 : 21 5: 71//AC004997 
F-PLACE 1 008 56 8//Kuaan ONA sequence froa PAC 388Nt5 on chroaosoae X 
q21. 1.//0.66:263:64//Z99S71 

F-PUCE 1008584//Hoao sapiens cosaid clone U3933 froa Xp22.1-22.2. 
coaplete sequence. //1 . 1e-19:31S:68//U73023 

F-PUCE 1008603//Hoao sapiens aRNA for KIAA079I protein, coaplete c 
d!.//1. 2e-173: 81 2: 98//AB0I8334 

F-PLACE 1008621 //Hoao sapiens clone RG228D17. WORKING ORAFT SEQUENC 
E. 2 unordered pieces. //3. 9e-09: 1 98: 71//AC005077 
F-PUCE 1008625//Hoao sapiens chroaosoae 5, PAC done 4SL14 (LBNL H 
91). coaplete sequence. //0. 68: 568: 59//AC005373 
F-PLACE 10O8626//HS_3 22 1_A2_F03_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=322l Col=6 Rov=K. geno 
aic survey sequence. //I. 7e-l3: 147 : B2//AQ180967 
F-PLACE 1 008627//Cr icetulus griseus aRNA for Zn finger factor. //9. 7 
e-98 : 586 : 88//Y I 2836 

F-PUCE 1008629//CI T-H5P-201ZI4.TR CIT-HSP Hoao sapiens genoaic clo 
ne 201214. genoaic survey sequence. //0. 0008$: 203 :66//BS3732 
F-PUCE 1 008630//Sequence 26 froa Patent W09517S22. //9. 7e-0S: 97 : 80/ 
/A453S6 

F- PUCE 1 008643/ /Huaan aRNA for inter-alpha-trypsin inhibitor faai I 
y heavy chain-related protein (IHRP). coaplete cds.//1.4e-23:299:6 
4//D38595 

F-PUCE 10086 S0//Hoao sapiens pleiotropic regulator I (PLRG1) aRNA. 

coaplete cds. //I. te-1 33:622:99//AF044333 
F-PUCE 1008693//CI T-HSP-234SF2. TF CIT-HSP Hoao sapiens genoaic do 
ne 2346F2. genoaic survey sequence. //0. 24:89:76//AQ060732 
F-PUCE 1 0086 96//Hoso sapiens KADH dehydrogenase-ubiquinone Fe-S pr 
otein 8 23 kDa subunit (MXJFS8) gene, nuclear gene encoding aitoch 
ondriel protein, coaplete cds.//1.4e-94:4?0:97//AF038406 
F-PUCE1 00871 5//CI T-HSP-2294K20.TR CIT-HSP Hoao sapiens genoaic c 
one 2294K20, genoaic survey sequence. //2. 1 e-70: 349: 98//AQ007 1 99 
F-PUCE 1 008 748//Arabidops is thaliana chroaosoae I BAC T14N5 genoa> 
c sequence, coaplete sequence. //0. 14: 347: 59//AC004260 
F-PUCE 1 008 757//Hoao sapiens Xp22 BAC GSKB 526021 (Genoae Systeas 
Huaan BAC library) coaplete sequence. //7. 9e-2S: 244: 71//AC003037 
F-PUCE 1008 7 90//Hono sapiens iaportin alpha 7 subunit aRNA. coapie 
te cds. //4. 5e-120: 503:97//AF060S43 

F-PUCE 1008798//Huaan Chroaosoae 16 BAC done CIT987SK-A-270G1 . co 
■Pi ete sequence. //0. 0002 S: 370: 61// AF001 549 

F-PUCE 1008807//C I T-HSP-2334B19. TF CIT-HSP Homo sapiens genoaic c> 
one 2334819. genoaic survey sequence. //3. 3e-08: 220 :65//AQ036643 
F-PUCE 1008808//Hoao sapiens esonuclease hoao I Of RAD! (RADI) aRNA, 
coaplete cds. //I. 7e-120:470:97//AF030933 
F-PUCE1 00881 3//Rat tus norvegicus rsecIS aRNA, coaplete cds.//2.8 
e-87 : 504: 89//AF032668 

F-PUCE 10088 5 1 //Hoao sapiens ONA sequence froa PAC 163K9 on chroao 
soae 1p3S. 1-p36. 21. Contains protein synthesis factor (e!F-4C), Di 
FI5S1A pseudogene. ESTs, STS. GSS, coaplete sequence. //4. Oe-2! : 21 
2: 74//AL021 920 
F-PLACE 1008854 

F-PUCE 1 00886 7//Huaan DNA sequence froa clone J428A131. WORKING DR 
AFT SEQUENCE. //4. 7e- 77 477 :84//Z82209 

F-PUCE 1 00888 7//Hoao sapiens BAC clone NH0335J18 froa 2, coaplete 
sequence. //3. 4e-53 : 699 70//AC005539 

F-PLACE I 008902//Mouse G-alpha-13 protein aRNA, coaplete cds.//2. I 
e-06 : 1 64 : 68//H63660 

F-PUCE 1 008920//Hoao sapiens aRNA for KIAA076S protein, partial cd 
s . //6 . 4e- 1 58 : 7 5 3 : 98// AB0 18308 

F-PLACE 1 00892 S//Ho»o sapiens chroaosoae 16p11.2 BAC clone CIT987S 
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K-A-I80C2. KIRK INC DRAFT SEQUENCE. $ unordered pi eces.//0. 00013:40 
0: 63//AC002042 

F-PLACE1 008934//Huaan ONA sequence »*• SEQUENCING IN PROGRESS tee 
fro* clone 1104E1S, VORKING DRAFT SEQUENCE. //7.4e-0S: 145:7 1//AL022 
312 

F-PUCEI 008941//Huaan zinc finger protein (ZNF14!) •RNA. coaplete 
cds.//4. 3e-41 : 282: 87//L1S309 

F-PUCEI 00894 7//Pseudorabies virus with upstreaa end downsteaa seq 
uences.//S. 9e-l5:710:60//N34651 

F-PLACEI 009020//HS_3051_Bl_H01_NR CIT Approved Huaao Genoaic Sper* 
Library 0 Howo sapiens genowic clone Plate=3051 Co 1 = 1 Row=P, geno 
■ ic survey sequence. //I. 9e-2 1 : 1ST: 86//AQ253727 
F-PUCEI 009027//Huaan ONA sequence froa clone 914P14 on chroaosoae 
Xq23 Contains calpain-like protease gene. DCX (doublecort in) EST 
s. CA repeat, GSS, coaplete sequence. //4. le-lS2:763:97//AL031 117 
F-PUCEI 009039//HS_2034_A2_F08_T7 CIT Approved Hunan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2034 Co 1 = 16 Row=K, gen 
onic survey sequence. //0. 17: 2S2:59//AQ2301 37 

F-PUCEI 009045//HS_31 85_B2_B03_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone P1ate=3l85 Col=6 Row=0. geno 
aic survey sequence. //1 . 9e-34: 2S0: 86//AQ1 72881 
F-PUCEI 009048//P i g pituitary glycoprotein horaone alpha subunit g 
ene, S' flank and exon I.//4. 7e-70: 483: 80//D00786 
F-PLACE! 0090S0//Hoao sapiens !2ql3. I PAC RPCI3-197B17 (Roswell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //Q. 63 : 28 
0:6I//AC00424I 

F-PLACEI 009060//Nus ausculus aRNA for Alix (ALG-2-interact ing prot 

ein X). coaplete C0S.//S.9e-ll3:72S:85//AJ00S073 

F-PUCEI 0090 90//Huaan DNA sequence ttt SEQUENCING IN PROGRESS te* 

froa clone I045J2I. WORK INC DRAFT SEQUENCE. //9. le-27: 222:84//AL02l 

919 

F-PLACE 100 90 91 //Hoao sapiens clone DJ0968II6, coaplete sequence.// 
0. 027 : 630 : S8//AC00601 6 
F-PLACE I 009094 

F-PLACE! 009099//Nouse zinc finger protein (akr4) aRNA, partial cd 
s. //2. le-8S:72S: 76//M36515 
F-PLACE! 0091 10 

F-PLACE 1 0091 ! 1//Huaan DNA sequence tt* SEQUENCING IN PROGRESS ttt 
froa clone 138B7, VORKING DRAFT SEQUENCE. //6. Oe-1 2: 362: 64//Z 987 52 
F-PLACE! 0091 1 3//Hoao sapiens X-ray repair cross-coup I eaent ing prot 
ein 3 (XRCC3) aRNA, coaplete cds.//3. 4e-l38:671 : 97//AF035S86 
F-PLACE 1 009 130//Huaan aRNA for KIAA0032 gene, coaplete cds.//3.6e- 
23:718:59//D25215 

F-PLACE 1 0091 50//Hoao sapiens ttt SEQUENCING IN PROGRESS ttt, WORK I 
NG DRAFT SEQUENCE. //6. 1 e- 142: 684: 98//AJ01 1929 

F-PLACE 1009 1 55//Hoao sapiens genoaic DNA, chroaosoae 21 q 1 1 . 1 . sega 
ent 2/28, VORKING DRAFT SEQUENCE. //4. 3e-36: 227: 77// AP000031 
F-PLACE 1 0091 58//H. sapiens genoaic sequence for ERCC2 gene 3' region 
involved in DNA excision repair. //I. 0: 173: 60//X52222 
F-PLACE 1 009 166 

F-PLACE 1 0091 72//Huaan BAC clone 7EI7 froa 12q, coaplete sequence./ 
/4. Oe-35: 2S7 : 85//AC002070 

F-PLACE 1 0091 74//Hoao sapiens Xp22 bins 16-17 BAC GSHB-531117 (Geno 
ae Systeas Huaan BAC Library) coaplete sequence. //2. 9e-1 9: 288: 72// 
AC004805 

F-PLACE 1 009 183//Arabidops is thaliana genoaic ONA. chroaosoae 5, PI 
clone: HHJ24, coaplete sequence. //0. 053 : 388: 60//AB008266 
F-PLACE 1 009 186//Ratt us norvegicus fracture callus 1 (FxCI) aRNA, c 
oap I e te cds. //1 . 8e-50 : 3 1 7 : 89//AF06 1 242 

F-PLACE 1009 1 90//RPC 1 1 1 —8 INS. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-81N5, genoaic survey sequence. //0. 91 : 1 14:67//AQ281881 
F-PLACE1 009200//CITBI-EI -2S09J 1 6. TF CITBI-E1 Hoao sapiens genoaic 
clone 2S09J16, genoaic survey sequence. //2. 8e-44: 175: 83//AQ262 198 
F-PLACE 1009230//H. sapiens gene for pregnancy specific beta-1 glyco 
prot e i n. //I . I e-l 06: 495 : 88//X63203 

F-PLACE1009246//HS_3058_B1_A06_NF CIT Approved Huaan Cenoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=>3058 Co 1 = 11 Row=B, gen 
oaic survey sequence. //Q. 10: 175: 68// AQ18594S 

F-PLACE 1009298//Nus ausculus aaterna l-eabryon i c 3 (Nea3) aRNA. coa 
piete cds. //I . 8e-94 : 575 : 89//U47024 

F-PLACE I 009308//Huaan clone acag32 chroaosoae 7 CTG repeat region. 
// 0. 0017: 350: 62//U23862 

F-PLACE1 00931 f//Hoao sapiens post-synaptic density protein 95 (PSD 
95) aRNA. coaplete cds.//3. 0e-06:4l1 :59//U83192 
F-PLACE 1009328//Huaan ONA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone 191P20, VORKING DRAFT SEQUENCE. //S. 7e-1 38:830: 86//AL034 
399 

F-PLACE! 00933S//Huaan (laabda) ONA for iaaunoglobin light chain.// 
0. 071 : 253 : 62//D8701 5 

F-PLACE 1 0093 38//RPC 111 -74N24. TV RPC 1 1 1 Hoao sapiens genoaic clone 
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R-74N24, genoaic survey sequence. //2. 4e-34: 180: 100//AQ26881 1 
•F-PUCEI 009368 
F-PLACEI 009375 

F-PUCEI 009388//Huasn ONA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone 1014013. VORKING DRAFT SEQUENCE. //2. Oe-37: 288: 84//AL022 
311 

F-PUCEI 009398//Huaan DNA binding protein (HPF2) aRNA, coaplete cd 
s . //4. 3e-78 : 730 : 74//127878 

F-PUCEI 009404//SaD hoao log [nice, liver, aRNA Partial. 199 nt].// 
0. 16:95: 7I//S71494 

F-PUCEI 0094 10//Hoao sapiens chroaosoae 17. clone hRPK. 142_H_19, c 
oaplete sequence. //I. 6e-l SO: 701 : 99//AC00591 9 

F-PUCE 1 009434/ /Nu s ausculus clone 0ST43I, genoaic survey sequertc 
e. i/1. 9e-73 :442 : 88//AF046700 

F-PLACEI 009443//Mycobac ter iua tuberculosis H37Rv coaplete genoae: 
s egaen t 1 48/1 62 . //0. 0 1 2 : 582 : 56//AL022022 

F-PUCEI 009444//Hoao sapiens phosphat idyl inosi tol 4-kinase 230 (pi 
4KZ30) aRNA. coaplete cds.//4. 6e-2l : 146: 93//AF012872 
F-PUCEI 0094 59//Nus ausculus clone OST9217, genoaic survey sequenc 
e. HI. 9e-31 : 264 : 81//AF046660 

F-PLACEI 009468//Sequence 1 froa patent US 5580968. //I . 9e-83 : 567 84 
// 130536 

F-PUCEI 009476//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-67 
At. coaplete sequence.//!. 9e-1 42: 704: 97//AC00453! 

F-PUCEI 009477//Huaan Mpl4. 3 PAC clone pDJ939al6, coaplete sequen 
c e. // 2 . 2 e-0 9 : 2 3 5 : 68//AC00460 1 

F-PLACEI 009493//Huaan Chroaosoae If BAC clone CIT987SK-A-363E6. co 
aplete sequence. //2. 9e-83: 171 : 92//U91 321 

F-PUCE 1 009524//Hoao sapiens DNA sequence froa PAC 63G5 on chroaos 
oae 22q12. 3-13. 1. Contains part of a gene for a huaan SEC7 hoaolog 
B2-1 (cytohesin-2, Arno, ARF exchange factor) LIKE protein, an un 
known gene and a gene coding for a Leucine rich protein. Contains 
ESTs. STSs and GSSs. coaplete sequence.//3. 8e-69: 175: 92//Z94160 
F-PUCEI 009539//Nus ausculus synaptojanin 2 isofora alpha aRNA, co 
aplete cds.//7. Oe-26:237:78//AF041862 

F-PUCEI 009 S42//Huaan DNA sequence froa clone 1039KS on chroaosoae 
22q 12.3-13.2 Contains gene siailar to PICXI perinuclear binding p 
rotein. gene siailar to aonocarboxylate transporter (HCT3), ESTs, 
STS. GSS and a CpG island, coaplete sequence. //3. 1 e-l 0: 126: 79// ALO 
31587 

F-PUCEI 009571 //RPC 1 1 1-60K1 2. TK RPCI11 Hoao sapiens genoaic done 
R-60K12, genoaic survey sequence.//! . 4e-05: 68: 9I//AQ1 95869 
F-PUCEI 009581 

F-PUCEI 00 959S//Hoao sapiens chroaosoae 5. PI clone 1029A7 (LBNL H 
15), coaplete sequence. //6. 6e-1 9: 309: 70//AC003959 
F-PUCE 1009596//Ratt us norvegicus platelet-activating factor acety 
Ihydrolase beta subunit (PAF-AH beta) gene, coaplete cds.//9 Oe-O 
9:48S:59//AF016049 

F-PUCEI 00 9607//Huaan ONA sequence >** SEQUENCING IN PROGRESS »** 
froa clone 409J21, VORKING DRAFT SEQUENCE. //4. 9«-43: 714: 66//Z83824 
F-PUCEI 00961 3//Plasaod iua falciparua 307 chroaosoae 12 PFYAC293 g 
enoaic sequence. VORKING ORAFT SEQUENCE, 9 unordered pi eces. //0. 01 
7:655: S7//AC0041 57 
F-PUCEI 009621 

F-PUCEI 009622//HS-10I6-B2-E08-NF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 791 Col=16 Row=J. genoai 
c survey sequence. //2. 7e-1 5: 100: 98//B33248 

F-PUCEI 009637//Plasaod iua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence, VORKING DRAFT SEQUENCE. 5 unordered pieces. //0. 6 
3 : 130: 67//AC005308 

F-PUCEI C09639//S. poabe chroaosoae II cosaid C24E9.//0. 86: 509:58// 
AL021816 

F-PUCE 1 009659//Howo sapiens aRNA far KIAA0587 protein, coaplete c 
ds.//1.4e-t71 : 816: 98//A801 1159 

F-PUCE 1009665//Hoao sapiens chroaosoae 17, clone HCIT462L7, coapl 
ete sequence. //3. 4e-67 437:87//AC0051 77 

F-PUCEI 009670//Hoao sapiens genethonin 1 aRNA, cowplete cds.//2. 5 
e-147:701 : 98//AF062534 

F-PLACE I 009708//Hoao sapiens clone DJ093SK16, coaplete sequence.// 
l.5e-98:228: I00//AC00601 1 

F-PUCEl 009721 //Huaan Cosaid g077la222 froa 7q3l.3. coaplete seque 
nee. //I. 2 e-l 30: 736 : 91//AC000 109 

F-PUCEI 009731//N. ausculus wRNA for iaaunity associated protein 3 
8.//1. le-t 3:311 :64//Y08026 

F-PUCEI 00 976 3//Hoao sapiens UBA3 (U8A3) aRNA, coaplete eds.//4.2 
e-l 25: 602: 98//AF046024 
F-PUCEI 009794 

F-PUCEI 0Q9798//Huaan ONA sequence froa done 1I89B24 on chroaosoa 
e Xq25-26.3. Contains NADH-Ubiquinone Ox i doreductase HLRQ subunit 
(EC 1.6. 5.3, EC 1.6.99.3, Cl -HLRQ), Tubulin Beta and Proto-oncogen 
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e Tyrosine-protein Kinsse PER (EC 2.7.1.112. P94-FER, C-FER. TYK3) 
pseudogenes, and part of a novel gene similar to hypothetical pro 
teins S. poabe C22F3. UC and C. elegans C16A3.8. Contains ESTs. an 
STS and CSSs, coaplete sequence.//!. 3e-73: 271 : 84//AL030996 
F-PLACE 1009845 

F-PLACE I 00986 l //8. tauris cathepsin B aRNA, 3’ end. //0. 00023: 147:65 
//N64620 

F-PLACE1 009879//Huaan DMA sequence *«* SEQUENCING IN PROGRESS tea 
froa clone IS9A1, WORKINC DRAFT SEQUENCE. //4. 9e-27: 725: 63//AL03439 
7 

F-PLACE 1Q09886//Huean DNA sequence »*• SEQUENCING IN PROGRESS ate 
from clone 167A19, WORKING ORAFT SEQUENCE. //8. 2e-l2 : 1 35: 82//AL031 4 
27 

F-PLACE1009888//F14C3-T7 IGF Arabidopsis thaliana genoaic clone Fl 

4G3. genoaic survey sequence. //0. 0044:232:60//AQ2SI431 

F-PLACE 1 009908//S. poabe chroaosoae I cosaid C3F10.//1. 5e-1 9: 559:59 

//Z69369 

F-PLACE 1 009921 //Hobo sapiens cosaid clone HOAB <1 SI 49) insert DNA, 
coaplete cosaid. //S. 9e-48: 304: 87//M6 3005 
F- PLACE 1 00992 4//Hoao sapiens chroaosoae 16pl1.2 BAC clone CIT987S 
K-201104. WORKING DRAFT SEQUENCE. 4 unordered pi«ces.//2. 4e-51 :48 
I :78//AC004529 

F-PLACE 1009925//nbxbQQ27C22r CUGI Rice BAC Library Oryza sativa ge 
noaic clone nbxb0027C22r. genoaic survey sequence. //0. 98:220:67//A 
Q2720S6 

F-PLACE 1009935//Sequence It froa patent US 5552281 .//0. 030: 152:67/ 
/1 25655 

F-PLACE I 009947//Hoao sapiens clone GS096J14. WORKING DRAFT SEQUENC 
E. 3 unordered pieces. //2. 6e-l2: 322 : 67//AC006026 
F-PLACE 1009971 

F-PLACE 1009 992//HS_3! 78_B1_F04_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3178 Col=7 Row=L, geno 
aic survey sequence. //4. 9e-23: 142: 95//AQ1 5031 1 

F-PLACE 1 00999$//Caeno rhabdi tis elegans cosaid C01A2, coaplete sequ 
ence. //0. 0001 9: 231 : 64//281 029 

F-PLACE 1009997//Rattus norvegicus A-kinase anchoring protein AXAP 

220 aRNA. coaplete cds.//7.9e-87:552:80//U48288 

F-PLACE10I0023 

F-PLACE10I003I//Huaan DNA sequence froa clone 3 OH 3 on chroaosoae 6 
p22. 1-22.3. Contains three novel genes, one similar to C. elegans 
Y63D3A.4 and one siailir to (predicted) plant, aora. yeast and arc 
haea bacterial genes, and the first exon of the KIAA0319 gene. Con 
tains ESTs, CSSs and putative CpG islands, coaplete sequence. //6. 9 
e-101 : 181 :98//AL031775 

F-PLACE 101 0053//N. bus cut us Spnr aRNA for RMA binding protein.//2. 3 
•-136:689: 95//X846I2 

F-PLACE 1 01 0069//Huaan DNA sequence *«* SEQUENCING IN PROGRESS «*« 
froa clone 212A2. WORKING DRAFT SEQUENCE. //0. 0090: 383: 60//Z951 14 
F-PLACE I 01 0074//Hoao sapiens sorting neain 2 (SNX2) aRNA, coaplete 
cds. //I . Se-1 66 : 792 : 98//AF065482 . 

F-PLACE 101 0076//Mouse aRNA for TGF-beta type I receptor, coaplete 
cds.//7. 5e-1 3 : 203 : 77//D25540 

F-PLACE1010083//Hoao sapiens aRNA for KIAA0456 protein, partial cd 
s. //3. Oe-1 52 : 727 : 98//AB00792S 

F-PLACE1010089//HS_31 11_A1_E08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3111 Col*15 Row=l, gen 
oaic survey sequence. //4. 8e-07: 124; 78// AQ1 01 268 
F-PLACEI010096//R. norvegicus aRNA for 100 kDa protein. //I. 2e-108:7 
00:85//X6441 1 

F-PLACE1010102//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC357 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 7 unordered pieces. //2. 1 
e-07 : 476 : 60//AC005506 

F-PLACE1010I05//Hoao sapiens actin binding protein NAYVEN aRNA, co 
■pi ete cds.//3. 8e-25: 728 : 60//AF059S69 

F-PLACE1010106//Huaan DNA sequence froa PAC 127B14 on chroaosoae X 
022.//6. Se-25:488: 63//Z93928 

F-PLACEJ010I34//S. poabe chroaosoae I cosaid C29B12.//1. 9e- 13:238:6 
7//Z99164 

F-PLACE10101 48//Hoao sapiens partial huaan cONA (660 bp).//4.8e-8 
3 : 409 : 98//A J222636 

F-PLACE1010152//CIT-HSP-2381F24.TF CIT-HSP Hoao sapiens genoaic cl 
one 2381F24. genoaic survey sequence. //1 . 5e-28 : 163 : 98//AQ1 96757 
F-PLACE10101 81 //Hoao sapiens PAC clone DJ1 139101 froa Xq23, coaple 
te sequence. //2. 4e-1 5:197: 72//AC004973 

F-PLACE1010194//Ictalurus punctatus tuaor supressor pS3 aRNA, coap 
late cds.//3. Oe-14: 181 : 74//AF074967 

F-PLACE 101 020 2//Hoao sapiens aRNA for NBNL protein. //I . 2e-27:509:6 
6//Y1 3829 

F-PLACE 1010231/ /Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 287G14. WORKING DRAFT SEQUENCE. //2. 3e— 101 : 1 94: 95//AL033 
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377 

F-PLACE 1010261 //Hoao sapiens aRNA for KIAA0448 protein, coaplete c 
ds.//5. 8e-MS:693:97//AB007917 

F-PLACE 1 01 0270//P1 asaodiua falciparua 3D7 chroaosoae 12 PFYAC588 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 2 unordered pieces. //2.1 
e-05 : 347 : 60//AC00471 0 

F-PLACE1 01 0274//Caenorhabd i t i s elegans cosaid C01A2. coaplete sequ 
ence. //0. 00040: 231 :64//ZI1029 

F-PLACE1010293//Hoao sapiens chroaosoae 2 PAC RPCI3-417E16 (Roseel 
I Park Cancer Institute Huaan PAC library) complete sequence. //6. 5 
e-25 : 344 : 70//AC004464 

F-PLACE 101 03 10//Hoao sapiens ONA sequence froa PAC 329E20 on chroa 
osoae 1p34. 4-36. 13. Contains endothel in-convert ing-enzyae 1 (ECE- 
1), EST. STS. CA repeat, coaplete sequence. //3. Se-10: 1 85: 67//AL031 
005 

F-PLACE1 01 0321 //Huaan DNA sequence froa clone 299D3 on chroaosoae 
22qt3. 3. coaplete sequence. //0. 010: 524: 58//Z844S8 
F-PLACE 10 1 0324//C IT-HSP-233SJ21.TR CIT-HSP Hoao sapiens genoaic cl 
one 2335J21 , genoaic survey sequence.//9. 1e-90:448:97//AQ041837 
F-PLACE 101 03 2 9// Ap i s aellifera ligustica coaplete ai tochondnal ge 
noae. //2. 8#-08: 384 64//L061 78 

F-PLACE1Q1034I//HS-1047-A2-C04-WR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 830 Col=8 Row-E. genoaic 
survey sequence. //4. !e-2l : 141 :92//B38252 
F-PLACE10I0362//Nycobacteriua tuberculosis H37Rv coaplete genoae: 
segaenl 1 55/1 62. //0. 94: 398: 57//AL022121 

F-PLACE 101 0364//Caenorhabdi tis elegans DNA see SEQUENCING IN PROCR 
ESS *** froa clone Y102G3. WORKING DRAFT SEQUENCE. //0. 11 : 404: S6//A 
L02098S 

F-PLACEI0IQ383//Hoao sapiens chroaosoae 17. clone hCIT. I 86_H_2, co 
apl e t e sequence. //0. 066 : 88 : 76//AC004675 

F-PLACE1 01 0401/ZCt T-HSP-2367K17.TR CIT-HSP Hoao sapiens genoaic cl 
one 2367KW, genoaic survey sequence. //2. 4e~71 : 454: B8//AQ076825 
F-PLACE 1 01 048 l//Boj taurus CS-glucurony I epiaerase aRNA. partial c 
ds.//7. 5e-134: 722: 93//AF003927 

F-PLACE1 01 0491 //Hoao sapiens Cre binding protein-like 2 aRNA. coap 
I ete cds . /n. 2e-t SO: 702 : 99//AF03908 1 
F-PLACE 1 010492 

F-PLACE 1 010S22//Hoao sapiens cosaid UI1937 froa Xq28. //0. 022 :405 : 6 
0//U82695 

F-PIACE I OlOS29//Sequence 1 froa patent US 5776717. //2. 9e- 1 45: 684: 9 
8//AR016417 

F-PLACE 1 0 1 0547/ /Huaan DNA sequence froa clone 79086 on chroaosoae 
20pll.22-12.2. Contains STSs and GSSs. coaplete sequence. //! . 0:28 
3:61//AL031677 

F-PLACE1010562//RPC1 11-651 16. TK RPCI11 Hoao sapiens genoaic clone 
R-65116. genoaic survey sequence.//0.017:216:67//AQ200831 
F-PLACE101 0579//Hoao sapiens full length insert cDNA YI23D12. //3. 9 
e-19: 147: 89//AF07S0I4 

F-PLACElOl 0580//Nouse RNA he I i case and RNA-dependent ATPase froa t 
he DEAD box family aRNA. coaplete cds.//6. 4e-96: S59 : S9//L2SI 25 
F- PLACEI 0105 99//Hoao sapiens peroxisoaal aeebrane anchor protein H 
sPeiMp (PEX14) aRNA. coaplete cds.//3. 1e-146 : 707: 97//AF0451 86 
F-PLACE 101 061 6//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence, WORKING DRAFT SEOlENCE. 5 unordered pieces. //0. 04 
5:454: 59//AC005308 

F-PLACE 1 01 0622//P I asaodiua falciparua MAL3P2, coaplete sequence.// 
9. 1e-07 : 378: 60//AL034S58 

F-PLACE 1 01 0S24//Streptoayces coel icolor cosaid SA7.//1.4e-05:518:6 
1//AL031 107 

F-PLACE 1 0 1 0628/ /Hoao sapiens clone DJ0647C14. WORKING ORAFT SEQUEN 
CE. 21 unordered pieces. //S. Oe-1 37: 675: 97//AC004846 
F-PLACE1010629//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-2S 
9HI0, coaplete sequence.//2. Se-17: 1 87 : 80//AC004682 
F-PLAC£10I0630//Arabidopsis thaliana genoaic DNA, chroaosoae 5, TA 
C clone: K21P3, coaplete sequence. //0. 21 : 159:64//AB016872 
F-PLACE 10 1063! //Hoao sapiens clone RG140B11, WORKING ORAFT SEQUENC 
E. 1 unordered pieces. //I. 2e-144:720:97//AC005069 
F-PLACE 1010661 

F-PLACE1010662//Arabidopsi s thaliana DNA chroaosoae 4. BAC clone 
F7J7 (ESSA project) . //0. 90: 257 :61//AL021960 

F-PLACE1010702//Huaan repressor transcriptional factor (ZNF6S) aRN 
A, coaplete cds.//3. 3e-73:697: 74//U3S376 

F-PLACE 101 071 4//Huaan Chroaosoae 1 Sql 1 -ql 3 PAC clone pOJ778a2, con 
plete sequence. //0. 010: 447: 59//AC004583 

F-PLACE 1 01 0720//Mouse TPA-induced TIS1I aRNA. //2. Oe-86: 535: 88//X14 
678 

F - PLACE 1010739/ /K$_20 1 J_B2_B 1 0 _NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=20l3 Col=2Q Row=0. gen 
oaic survey sequence. //5. 7e-87: 435: 97//AQ235064 



10 3 4 



2002-3046778 




#2000—118776 



[fS 4 6 8] 



F-PLACEI010743//R. norvegicus aRNA for ayr$.//l. 7e-87:582:85//X7760 
9 

F-PLACE10l076l//Hoao sapiens chroeosoae 17, clone hRPK. 294_J_22. c 
oaplele sequence. //4. 7e-45:235: 99//ACQQ5921 
F-PLACE 101077 1 //M. auscu I us HCNGP aRMA. //1 . 6e-1 35: 801 : S8//X6S061 
F-PLACE1 01 078E//P I asaod i ua falciparua DMA ttt SEQUENCING IN PROGRE 
SS tee froa contig 4-15, coaplete sequence. //0. 35: 334: 60//AL0 10221 
F-PLACE1010800//RPCI1I-79HJ7. TV RPC 1 11 Hoao sapiens genoaic clone 
R-79HI7. genoaic survey sequence. //S. 8e-1 8: 158: 82// AQ2842S2 
F-PLACE 1 0 3 0802//Huaan Chroaosoae X clone bWXD531. coaplete sequenc 
e. //I . 6e-30: 693 : 63//AC004384 

F-PLACEI01081 1//RPCI11-5IN5. IK RPC 1 1 1 Hoao sapiens genoaic clone 
R-51N5, genoaic survey sequence. //8. 3e-l 1:142 : 78//AQOS2380 
F- PLACE 1010833/ /Huaa n DNA sequence see SEQUENCING IN PROGRESS eee 
froa clone 467K16, WORKING DRAFT SEQUENCE. //7. 3e-40: 147: 88//AL031 2 

83 

F-PLACE1010856//N. auscu I us afiNA for utrophin.//7. 3e-17: 1S0:86/A12 
229 

F-PLAC£1010857//Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer , s 
egaent 1 1/11. //I. 4e-94:422:95//AB020868 

F-PLACE1 01 0870//M. ausculus aRNA for 2T3 zinc finger factor. //I . 3e- 
93: 530:90//Z67747 

F-PLACE1 01 0877//Hoao sapiens aRNA for KIAA0610 protein, partial cd 

s. //1 . 1 e- 1 47 : 694 : 98//A80 1 1 1 82 

F-PLACE1010891 

F-PLACE1 01 0896//Nouse BAC abac 20 froa 14DI-D2 (T-Cel I Receptor Alp 
ha Locus), coaplete sequence. //3. 9e-2i: 394: 68//AC003997 
F-PLACE1 010900 

F-PLACE10I0916//HS_2242_A1_C04JF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate~2242 Col=7 Ro*=E, geno 
aic survey sequence. //I. 0e-7B: 391 :97//AQ1 46687 
F-PLACE1010917 

F-PLACE10I0925//PI asaod i ua falciparua 3D7 chroaosoae 12 PFYAC69 ge. 
noaic sequence. WORKING DRAFT SEQUENCE. 4 unordered pieces. //0. 11 : 
629: 5S//AC004S88 

F-PLACE1010926//Hoao sapiens aRNA for KIAA05S4 protein, partial cd 
s . //9. Se- 1 38 : 653 : 98//AB0 11126 

F-PLAC£I010942//Hoao sapiens intersect in short fora aRNA, coaplete 
cds. //5. 6e-90 : 437 : 98//AF064243 

F-PLACE 1 0 1 0944//Ho»o sapiens full length insert cDNA clone Z038E1 

2. //I . 4e-09 : 208 : 68//AF086247 

F-PLACE1010947 

F-PLACE10109S4//CIT-HSP-2283D9.TR C1T-HSP Hoao sapiens genoaic clo 
ne 2283D9. genoaic survey sequence. //2. I e-29: 190: 91//B98965 
F-PLACE1 010960//PI asaod iua falciparua DMA ttt SEQUENCING IN PR0CRE 
SS sea froa contig 4-52, coaplete sequence. //0. 00074:421 :60//AL010 
226 

F-PLACE1010965//CIT-HSP-2386K24.TF. 1 CIT-HSP Hoao sapiens genoaic 
clone 2386K24, genoaic survey sequence. //1 . 8e-84:41 2: 99//AQ240696 
F-PLACE1 01 1 026//P I asaod i ua falciparua DNA as* SEQUENCING IN PROGRE 
SS tee froa contig 3-20, coaplete sequence. //0. 00037: 257 :64//AL008 
972 

F-PLACE101 1032//Hoao sapiens chroaosoae 5. BAC clone 1I8L13 (LBNL 
HI 76), coaplete sequence. //3.8e-06: 31 5: 65//AC005348 
F-PLACE101 1 041 //Huaan Fas-ligand associated factor 3 aRNA, partial 
cds. //1 . 5e-56 : 286: 98//U70669 

F-PLACE I 01 1046//Rat phospholipase C-l aRNA. coaplete cds.//1.3e-2 
4: 278: 76//N20636 

F-PLACE I 01 1 0S4//Huaan DNA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone 981 L23. WORKING DRAFT SEQUENCE. //3. 8e-27: 1 96: 84//AL0316 
86 

F-PLACE10I 1056//0vi s tries bactinecin 11 (Bacll) gene, eaon 4, and 
coaplete cda. //5. 4e-06 : 1 82 : 67//U77049 
F-PLACEI0110S7//protein kinase PRK2 [huaan, 0X3 B-ceM ayeloaa cel 
I line, aRNA, 3255 nt].//3. 2e-3! : 169: I00//S75548 
F-PLACE101 1090//Huaan DNA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone 998K6, WORKING DRAFT SEQUENCE. //S. 1 e-80: 479: 89//AL03168 
7 

F-PLACEI01 1 109//Rat tus norvegicus nuc I ear-encoded ai tochondrial el 
ongation factor G aRNA. coaplete cds.//2. 3e-24: 1 92: 84//LI4684 
F-PLACE101 I 114//S. cerevi s i ae chroaosoae XI reading fraae ORF YKR02 
4c.//1.4e-l4: 346: 60//228249 

F-PLACE10II 133//T7E9-T7. I TAMU Arabidopsia thaliana genoaic clone 
T7E9, genoaic survey sequence. //0. 010: 345: 60//B19698 
F-PLACE101 1 143//CIT-HSP-2375J10. TR CIT-HSP Hoao sapiens genoaic cl 
one 2375J10. genoaic survey sequence. //0. 0001 3:95: 76//AQ1 09305 
F-PIACE1 01 1 1 60//Hoao sapiens PAC clone DJ0808A01 froa 7q21.1-q31. 

I. coaplete sequence. //3.7e-11 1 : 692 : 87//AC004893 

F-PLACE1 01 1 165//H. sapiens galactokinase (GK2) aRNA. coaplete cds./ 
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/8. 4e-3t : 1 94 : 92//M84443 

F-PLACE1011 185//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-24 
9B10, coaplete sequenc e. //3. 1e-43: 447; 72//AC002288 
F-PLACE 1 01 1203//Hoao sapiens chroaosoae 18q11 beta-1, 4-galactosyl t 
nnsf erase aRNA. coaplete cds.//3. 3e-124:584:99//AF038664 
F-PLACE 1011 2 I 4//HS_2046_A2_801_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2046 Col=2 Row=C, geno 
aic survey sequence. //2. Oe-39: 346: 81//AQ30S96S 
F-PLACE1011219 

F-PLACE1011221//CITBI-E1-251 3F18.TR CITBI-E1 Hoao sapiens genoaic 
clone 2513F18, genoaic survey sequence. //2. 4e-20: 1 19: 1 00//AQ279801 
F-PLACE1Q1 1229//Hoao sapiens aRNA for KIAA052S protein, partial cd 
s. //4. 4e- 146:675: 99//AB01 1 1 01 

F-PLACE I 01 1263//Hoao sapiens BAC clone GS166A23 froa 7p2l, coaplet 
e sequence. //1 . 7e-42 : 21 2 : 84//AC005014 

F-PLACEI01 l273//Caenorhebdi t is elegans DNA ttt SEQUENCING IN PROGR 
ESS ttt froa clone Y37D8, WORKING DRAFT SEQUENCE.// 1. 0:214:60//Z 9 2 
819 

F-PLACE1011291//RPCI11-16P9. TP RPC I -11 Hoao sapiens genoaic clone 
RPCI-11-I6P9, genoaic survey sequence. //8.0e-08: 66. 98//B8I 770 
F-PLACE 1 01 1296//Hoao sapiens chroaosoae 16, cosaid clone 443G8 (LA 
NL), coaplete sequence. //0. 027:1 35 : 67//AC004647 
F-PLACE101 1 31 0//H. sapiens CpG island DNA genoaic Use) fragaent. cl 
one 53c10, reverse read cpgS3c10. rt1b.//1.4e-05:57: 10O//261496 
F-PLACE1 01 1 32S//Huaan iaaunodef iciency virus type 1 (D9) proviral 
structural capsid protein (gag) gene, partial cds. //0. 077: 193:60// 
L02290 

F-PLACE1011332//Hoao sapiens N-acety Iglucosaai ne-phosphate autase 
aRNA. coaplete cds.//3. le-1SQ:699: 99//AF102265 

F-PLACE 101 1340//Hoao sapiens chroaosoae 17, clone hRPK. 388_F_14, c 
oapl ete sequence. //2. 4e-38 : 1 86 : 83//AC005375 

F-PLACE101 I371//Nus ausculus PK-120 precursor (itih-4) aRNA. coapl 
ete cds. //6. 0e-35:689: 63//AF023919 

F-PLACE1 01 1 375//lus ausculus Xv3.4 gene, eion 4.//6. Oe-88: S84:86// 
AJ010310 

F-PLACE101 !399//paraaec iua species 7,325 at dna diaer: replication 
i n i t. region. //0. 000 1 1 : 255: 63//KO091 9 
F-PLACE101 141 9/ /Hoao sapiens chroaosoae 21 PAC LLNLP704G1 1 50QI 3. // 
0.067: 337 :62//AJ006996 

F-PLACE 101 1433//Hoao sapiens aRNA for KIAA0530 protein, partial cd 
S.//4. 6e-157: 743: 98//AB01 1102 

F-PLACE 101 145 2//Hoao sapiens ttt SEQUENCING IN PROGRESS ttt. WORK I 
KG DRAFT SEQUENCE. //I. 1 e-53: 557 : 73//AJ01 1 929 

F-PLACE 101 146 5/ /Hoao sapiens Chroaosoae 16 BAC clone CIT987SX-A-24 
8F7, coaplete sequence. //3. 5e-7 1 : 498: 80//AC004605 
F-PLACE 1 01 1472//Hoao sapiens aRNA for KIAA0712 protein, coaplete c 
ds.//4. 8e-l5l : 703: 99//AB0I825S 

F-PLACE 1 01 1477//Hcao sapiens sorting nexin 2 (SNX2) aRNA, coaplete 
cds. //5. 2e-145 : 675 : 99//AF06 5482 

F-PLACE101 1492//Rsy (T. cal ifornica) acetylcholine receptor beta-su 
bunit aRNA. //I. 0 : 448: 5 9// J 00964 
F-PLACE101 1 503 

F-PLACE1011 S20//Hoao sapiens clone DJ1I1SN05, coaplete sequence.// 
3. 8e-1 47:692: 99//AC004968 

F-PLACE101 I 563//R. norvegicus aRNA for leucocyte coaaon antigen-rel 
ated protein (3941 bp) .//0. 00036: 296: 61//X83546 
F-PLACE 1011 56 7//Hoao sapiens PAC clone 0 J 1 164X10 froa 7p21-p22. co 
apl ete sequence. //I . 1e-38: 315: 82//AC004984 

F-PLACE 101 1576 //Hoao sapiens heaatopoietic cell derived zinc tinge 
r protein aRNA, coaplete cds. //I. 3e-6S: 268: 86//AF0541 80 
F-PLACE10)1586//Hoao sapiens chroaosoae 17, clone HRPC890E16. coap 
lata sequence. //2. Oe-82 : 1 88 : 96//AC004477 

F-PLACE 1 01 1635//Hoao sapiens chroaosoae 17, clone hRPK. 214_0J . co 
aplete sequence. //1. 8e- 153: 752 : 97//AC005224 

F-PLACE 101 1641 //Hoao sapiens T-cel I receptor alpha delta locus fro 
a bases 501613 to 752736 (section 3 of 5) of the Coaplete Nucleoti 
de Sequence. //4. 8e-05 : 1 90 : 67//AE000660 

F-PLACE 101 1 643//A leal i genes eutrophus phiP gene. //0. 1 6:466 : 59//X85 
729 

F-PLACE 1 01 1 646//Huaan DNA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone I0I3A10, WORKINC DRAFT SEQUENCE. //9. le-19: 1 56 : 76//AL0 3 3 
383 

F-PLACE10H649 

F-PLACE101 1650//Hoao sapiens retinol dehydrogenase gene, coaplete 
cds. //6. 4e-09: 172:74//AF037062 

F-PLACE101 1 664//D. ael anogaster ern aRNA. //1 . 1 e-52 : 6S0: 68//X58374 
F-PLACE10! 1 675//PI ssaodi ua falciparua 307 chroaosoae 12 PFYAC88-62 
8 genoaic sequence. WORKING DRAFT SEQUENCE. 9 unordered pieces.// 
0. 11:443:S8//AC00S5Q7 

F-PLACE 1011 682//Huaan DNA sequence froa clone 342B1I on chroaosoee 
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22q 12- 1-12-3. Contains ESTs and a CSS. complete sequence. //O. 31 : 1 
27:71//AL0087I9 

F-PLACElOl 171 9//Huaan BAC clone RG369X23 fro* 7q3t, coaplete seque 

nee. //4.6e-52:461 : 77//AC002487 

F-PLACEI0I172S 

F-PLACE) Oil 729//Huaan Chroaosoae 1 5q1 l-Ql 3 clone pOJ276c!2 fro* th 
e Prader-Vi 1 1 i/Angelaan syndroae region. VORKING DRAFT SEQUENCE. 3 
unordered piece$.//0. Oil : 320: 62//AC004737 
F-PLACElOl 1749//Plasaodtua falciparua 3D7 chroaosoae 12 PFYAC293 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 9 unordered pieces. //O. 00 
03 1 : 544 : 59//AC904 1 57 

F-PLACElOl 1762//Hoao sapiens BAC clone RG437L1S fro* 8q2t. couplet 
e sequence. //2. 4e-l 15: 682 : 90//AC004003 

F-PLACE101 1 778//RPC 1 1 1 -22D1 7. TVB RPCI-11 Homo sapiens genoaic cion 
e RPCI-11-22D17. genoaic survey sequence. //2. 7e-l 14: 81 1 : 93//AQ0089 

44 

F-PUCEI0I1783//CIT-HSP-2317NI.TF CIT-HSP Hoao sapiens genoaic clo 
ne 231 7N1, genoaic survey sequence. //2. 3e-l 7: 120:94//AQ042330 
F-PLACElOl 18S8//Gal ius doaesticus filaain aRNA, coaplete cdS.//4. 1 
e-24 : 585 : 64//UOO 1 47 

F-PLACElOl 1874/ Afoao Sapiens Chroaosoae X clone bVXD3!2. coaplete 
sequence. //2. 5e-14l :678: 98//AC004478 

F-PLACElOl 1875//Hoao sapiens aRNA for KIAA0S80 protein, partial cd 
s. //I . Se-1 08 : 526 : 98//AB01 1 1 52 

F-PLACElOl I89l//Huaan ONA sequence 99* SEQUENCING IN PROGRESS *** 
froa clone 439F8. VORKING DRAFT SEQUENCE. //0. 001 4:330 :62//AL02 1392 
F-PLACElOl 1896//Mus ausculus VntlOa aRNA. coaplete cds.//l . 4e-89:6 
78:82//U6l 969 

F-PLACE101 1 922//Capr ine ar thr i ti s-encepha litis virus envelope glye 
aprotein (env) gene, partial cds.//0. 069: 246:61//U81400 
F-PLACElOl !923//Hoao sapiens serua- inducible kinase eRNA. coaplete 
cds.//1. 2e-l 38:664: 98//AF05 96 17 

F-PLACE101 I962//HS_3212_B2_G12_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3212 Col =24 Row=N. gen 
oaic survey sequence.//2.4e-07:IS4:74//AQl75369 
F-PLACEIO1 1 964//Huaan ONA sequence **« SEQUENCING IN PROGRESS «»* 
froa clone 322P7. VORKING DRAFT SEQUENCE. //3. 7e-22: 369: 69//AL02379 
9 

F-PLACElOl 1 982//HS-1041 -A1 -801 -NR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate-CT 823 Co I =1 Row=C. genoaic 
survey sequence. //0. 44: 309: 58//B36S29 
F-PLACElOl 1995//Hoao sapiens Xq28 BAC RPCI11-382P7 (Rosaell Park C 
ancer Inst i tute Huaan BAC Library) coaplete sequence. //8. 8e-53 : 68 
7:7I//AC0060S4 

F-PLACE1 01 203 l//Hoao sapiens aRNA for KIAA0713 protein, partial cd 
S.//1. 2e-146:690: 98//AB018256 

F-PLACE2 00000 3//Hoao sapiens chroaosoae 17. clone hRPK. 318_A_I5. c 
oaplete sequence. //1 . 7e-62 : 293 :88//AC0O5837 

F -PLACE2 000006/ /Hoa o sapiens chroaosoae 12pl3.3 clone RPCI1-96H9. 
VORKING DRAFT SEQUENCE. 66 unordered pi eces.//l . 4e-1 16: 261 :9I//AC0 
060S7 

F-PLACE 2000007 

F-PLACE20000I 1//Hoao sapiens chroaosoae 19, cosaid F20887. coaplet 
e sequence. //S. 2e-l 02 : 489 : 99//AC005S78 

F-PLACE20000 1 4/ /Huaan ONA sequence *** SEQUENCING IN PROGRESS 99* 
froa clone I1I1N9. VORKING DRAFT SEQUENCE. //0. 0095: 307: 62//AL022 57 

4 

F-PUCE20000I S//Hoao sapiens clone RGI40BI1, WORKING DRAFT SEQUENC 
E. I unordered pieces. //2. Oe-36: 3I6:8I//AC005069 
F-PLACE 20000! 7//HS_3042 Jk I _F08_VR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3042 Co I = 1 S Roa=K. gen 
oaic survey sequence. //1 . 0: 184:61//AQ098074 

F-PLACE200002l//Hoao sapiens TRF1 - interact ing ankyr in-related ADP- 
ribose poiyaerase aRNA, coaplete cds. //4. 6e-84: 844: 72//AF082556 
F-PLACE2000030/ /Huaan Chroaosoae II Cosaid cSRL18b6, coaplete sequ 
ence. //2. 3e-22 : 233: 77//U73638 

F-PLACE2000033//C. capi tata aRNA for chorion protein si 8. //0. 0019:3 
42:62/A089l3 

F-PLACE2000034//Rattus norvegicus transaeabrane receptor Robol aRN 
A. coaplete cds. //2. 8e-1 3:335: 63//AF041082 

F-PLACE2000039//Rattus norvegicus cytoplasaic dynetn heavy chain 
(MAP 1C). aRNA. coaplete cds.//7.7e-84:489:90//L08505 
F-PLACE2000047//Hoao sapiens ccr2b (ccr2). ccr2a (ccr2), ccrS (ccr 
5) and ccr6 (ccr6) genes, coaplete cds, and lactoferrin (lactoferr 
in) gene, partial cds, coaplete sequence. //5. 0e-28: 327: 76//U95626 
F-PLACE2000050//Hoao sapiens chroaosoae 17. clone KRPC41C23, coapl 
ete sequence.//!. 1e-32:527:68//AC003101 

F-PLACE2000061//CIT-HSP-2346L20.TF CIT-HSP Hoao sapiens genoaic cl 
one 2346L20, genoaic survey sequence.//!, le-05: 89: 83//AQ059010 
F-PLACE200D062//Huaan aeobrane-assoc i a ted lectin type-C aRNA.//9.0 
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e-1 1 3 : 662 : 86//M9B4S7 

F-PLACE200007 2//Hoao sapiens ZNF202 beta (ZNF202) aRNA, coaplete c 
da. //2 . 2e- 1 33 : 63 1 : 98//AF02721 9 

F-PLACE2Q00097//Hoao sapiens chroaosoae 12pl3. 3 clone RRCI11-1B9M2 
0, VORKING DRAFT SEQUENCE, 39 unordered pieces. //1. 6e-16: 119: 93//A 
C005910 

F- PLACE2000 1 00/ /HS_3 1 84_A 1 _D06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3184 Co 1=11 Row=G, gen 
oaic survey sequence.//!. 5e-80: 409: 97//AQ1 50004 
F-PLACE2000I03//Huaan DNA sequence *** SEQUENCING IN PROGRESS *»* 
froa clone 20208. VORKING DRAFT SEQUENCE. //I . Oe-172: 830: 98//AL031 8 

48 

F-PLACE2000m//HosM> sapiens ONA, trinucleotide repeats region.// 

1. 0: 200: 64//AB01 8491 
F-PLACE 2000 11 5 

F-PLACE 2000 124//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-67 
A1 , coaplete sequence. //6. 2e-43: 362: 80//AC004S3I 
F-PLACE20001 32//RPC 1 1 1 -79F1 5. TV RPC 11 1 Hoao sapiens genoaic clone 
R-79F15. genoaic survey sequence. //S. 4e-3S: 206: 94// AQ2841 66 
F-PLACE20Q0136//Huaan BAC clone 7E17 froa 12q, coaplete sequence./ 
/2. 7e-1 2: 814: 59//AC002070 

F-PLACE20001 40//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 11703. WORKING DRAFT SEQUENCE. //3. 6e-16S:799:97//AL0209 
95 

F-PLACE2000164//Canine histaaine H2 receptor gene, coaplete cds.// 

0. 10: 392: 56//N32701 

F-PLACE2000I70 

F -PLACE 200017 2//Hoao sapiens PAC clone DJ0811017 froa 7o21-22. coa 
plate sequence. //3. 9e-91 : 552 : 88//AC00600S 

F-PLACE2000 1 76//Hoao sapiens Chroaosoae 22q11.2 BAC Clone b437g10 
In BCRL2-GCT Region, coaplete sequence. //0. 98:201 :64//AC004032 
F-PLACE 2000 187 
F-PLACE200021 6 

F-PLACE20B0223//RPC1 1 1-12L17. TP RPCI-11 Hoao sapiens genoaic clone 
R PCI-1 1-12L17, genoaic survey sequence. //0. 00039: 325 :58//B75888 
F-PLACE2000235/ /Huaan Chroaosoae 16 BAC clone CIT987SK-2S4P9. coao 
lete sequence. //7.5e-S5: 237 : 78//AC003003 

F-PLACE20002 46//Hoao sapiens chroaosoae 3p clone RPCI4-544D1 0, VOR 
KING DRAFT SEQUENCE. 58 unordered pieces. //2. 4e-92: 236: 94//AC00590 
2 

F-PLACE2000264//Huaan DNA sequence froa clone 391022 on chroaosoae 
6p21. 2-21.31 Contains pseudogenes siailar to ribosoaal protein, E 
STs, GSSs, coaplete sequence. //I. 4e-32: 331 :78//AL031 577 
F-PLACE2000274//Anthocidar is crassispina aRNA for B2HC. partial cd 
S.//8. 5e-48: 765 :66//AB0 12308 

F-PLACEZ000302/Aaposi* s sarcoaa-assoc iated herpes-like virus 0RF7 
3 hoao log gene, coaplete cds.//8. 3e-08:662:58//US2064 
F-PLACE2000305//Hoao sapiens clone DJ1129L24. WORKING DRAFT SEQUE N 
CE. 5 unordered pieces. //2.4e-08:95:81//AC006021 
F -PLACE 200031 7//HS_3 1 8 3_B2_F0 5 JIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3183 Col=10 Row=L, gen 
oaic survey sequence. //2. 5e-71 : 346: 99//AQ1 72747 
F-PLACE200033 S//Hobo sapiens clone DJ1032D07. VORKING DRAFT SEQUEN 
CE. 3 unordered pieces. //3. 7e-14:402:65//AC004952 
F-PLACE200034I//Rat tus norvegicus sod iua-dependent au I t i-vi taam t 
ransporter (SMVT) aRNA. coaplete cda. //4. 5e-77 : 555 : 82//AF026554 
F- PLACE 2000 342//Su id herpesvirus 1 UL5 gene, partial cds, U16 and 
UL7 genes, coaplete cds, UL8 gene, partial cds.//1. 8e-14: 259:7l//U 
66829 

F-PLACEZ000347//Huaan DNA froa overlapping chroaosoae 19- specific 
cosaids R32543, . and F15613 containing ZNF gene faaily aeaber. ge 
noaic sequence, coaplete sequence. //6. Oe- 34: 376: 74//AC003 006 
F-PLACE2000359//RPCI 1 1-23 J20. TKBR RPCI-11 Hoao sapiens genoaic clo 
ne RPCI-11-23J20. genoaic survey sequence. //8. 4e-2t : 288: 69// AQOt 38 

49 

F-PLACE2000366//Huaan Tiggerl transposable eleaent. coaplete conse 
nsus sequence. //5. Oe-1 14:692: 80//U49973 

F-PLACE200037I//Hoao sapiens !2p13.3 PAC RPC! 1-29K1 1 (Roswell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //0. 38: 356 
S8//AC005I82 

F-PLACE2000373//RPC1 1 1-49C18. TJ RPC Ml Hobo sapiens genoaic clone 
R-49C18, genoaic survey sequence. //0. 064: 132: 68//AQ0S 1776 
F-PLACE2000379//Hoao sapiens Xp22 BAC GS-607H18 (Genoae Sy steal Hu 
aan BAC library) coaplete sequence. //I. 6e-130: 776: 88//AC003658 
F-PLACE2000394//Hoao sapiens chroaosoae 18 BAC RPCI1I-128D14 (Rosa 
ell Park Cancer Institute Huaan BAC Library) coaplete sequence.// 
5. 4e- 1 1 3 : 808 : 83//ACQ0S909 

F-PLACE2000398//Nouse hexaaer repeat sequence (117) hoaologous to 

Drosophila 'period' gene. //0. 87: 286 : 63//X06967 

F-PLACE2000399 
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F-PLACE20C0404//Caenorhabditis elegana cosaid R74, coaplete sequen 
co. //2. 90-59 : 532 : 68//Z36238 

F-PLACE200041 1//Acanthaaoebe castollaoii transforaat ion-sens i t ive 
protein hoaolog oft HA. coaplete cda.//0. 44:SS3:56//U89984 
F-PLACE20C04 I 9//Huaan adenosine deaainase (ADA) gene, coaplete cd 
s. //I . 4e-56 : 303 : 86//W1 3792 

F-PLACE200Q42S//H$_3Q47_A!_H05_1R CIT Approved Huaan Genoa ic Spera 
Library 0 Hoao sapiens genoaic done Plate=3047 Col=t Rov=0. geno 
aic survey sequence. //2. 8e-42: 224: 97// AQ1 2694$ 

F-PLACE2000427 

F-PLACE2O00433//Hoao sapiens chroaosoae 17. clone hRPK. I56_L_14, c 
oapleto sequence. //1. 1 1 9 : 363 : C7//AC00S82 1 

F-PLAC£2000435//HS_3036_B1_FI1_M CIT Approved Huain Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=303€ Co I =>21 Row=L. gen 
oaic survey sequence. //3. le-06: 184: 66//AQ096999 
F-PLACE2000438//Caenorhabd i t is elegans cosaid Y45FIOO. coaplete se 
quence. //4. 6e-23 : 550 : 62//AL021 492 

F- PLACE 2 0004 50//Hoao sapiens PAC clone 0J118SN21 froa 7q11.23-q2t. 
1, coaplete sequence. //I. Oe-78: 604: 80// AC00602S 
F-PLACE20004S5//Hoao sapiens Chroaosoae 16 SAC clone CIT987SK-A-27 
9B10. coaplete sequence. //B. 2e-0S: 330: 63//AC002300 
F-PLACE20004S8//Hoao sapiens chroaosoae Sp. BAC clone 50g21 (LBNL 
HI 54), coaplete sequence. //5. 7e-168: 816: 97//AC005740 
F-PLACE2000465//Huaan Chroaosoae II Overlapping Cosaids cSRL72g7 a 
nd cSRLUObS, coaplete sequence. //4. 3e-33: 296: 79//AC002037 
F-PLACE 2000477//Hoao sapiens clone RG0S2H06, WORKING DRAFT SEQUENC 
E. II unordered pieces. //3. 4e-59:598: 74//AC005057 
F-PLACE3000004//Huaan EYA3 hoaolog (EYA3) aRNA. coaplete cds.//7.6 
e-49: 361 : 84//U81 602 

F-PLACE3000009//Huaan placenta (0 i f 748) aRNA. coaplete cds. //3. Oe- 
58:71 3: 69//U49187 

F-PLACE3000020//R. norvegicus type Ml adenylyl cyclase aRNA. coapl 
•te cds. //S. 1 *-103:600: 89//N5507S 
F-PLACE 3000029 

F-PLACE3000059//Nus ausculus aRNA for ubiquitin conjugating enzya 
e. //4. 4e-M5:718: 86//Y 1 7267 

F-PLACE 3000070//Hoao sapiens chroaosoae S. BAC clone 1 94 j 18 (LBNL 
HI 58) . coaplete sequence. //1. 8e-1 7 :2SO:74//ACOQ5368 
F-PLACE3000I03//Caenorhabdi tis elegans cosaid CI3F10.//4. 6e-07:40 
8: 61//U97006 

F-PLACE 30001 19//* »* SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
soae 4. BAC clone C0190L06: HTGS phase 1. WORKING DRAFT SEQUENCE. 

21 unordered pi eces.//1 . Se-58: 291 : 86//AC004670 

F-PLACE3000 1 2 1 //Ra 1 1 us norvegicus rsecIS aRNA, coaplete cds.//8. 1 

e— SI : 837 : 71 //AF032668 

F-PLACE30001 24//Hoao sapiens chroaosoae 17, clone hRPK. 8S_B_7, co 

aplete sequence. //1. 8e-48: 330: 79//AC005695 

F-PLACE3000136 

F-PLACE3 000142/ /Huaa n DNA sequence *•* SEQUENCING IN PROGRESS *** 
froa clone 349A12. WORKING DRAFT SEQUENCE. //0. 01 1 : 294: 62//AL03 3520 
F-PLACE3000145//Cal I us gallus tens in aRNA. 3' end.//6.9e-52:659:68 
//LOSS 62 

F-PLACE3000I47//Huaan DNA sequence froa clone 267N20 on chroaosoae 
Xq22. 2-22. 3. Contains part of the DIAPH2 gene and a pseudogene. E 
STs. STS* and CSSs, coaplete sequence. //5. 1 e-37: 305: 81//AL031 053 
F-PLACE30OO 1 48/ /Hoao sapiens chroaosoae Y, clone 47511, coaplete s 
equence. //4. 7e-32 : 766 : 63//AC0O4474 

F-PLACE3000I55//Hoao sapiens chroaosoae 17, clone hRPK. S97JM 2. c 
oapleto sequence. //7. 4e-l 73: 822: 98//AC005277 

F-PLACE3000156//Hoao sapiens chroaosoae 19, overlapping cosaids FI 
8547, FI II 33. R2794S, R28830 and R32804, coaplete sequence. //2. 2e- 
81 : 783: 74//AC003682 
F-PLACE 3000 1 57 

F-PLACE3000 1 58//, coaplete sequence. //I . Oe- 180: 845: 97// AC005S00 
F-PLACE3000160//CIT978SK-152K7. TV CIT978SX Hoao sapiens genoaic cl 
one 1S2K7. genoaic survey sequence. //0. 080:2S9:S9//850878 
F-PLACE 3000 169//Hoao sapiens chroaosoae 19, 8AC CIT-B-l91n6, coapl 
ete sequence. //9. Se-15B:749: 98//AC006130 
F-PLACE 3000 194 

F-PLACE3000197//F. rubripes GSS sequence, clone 075NO4bB7, genoaic 
survey sequence. //1. 4e-08: 164: 68//AL003352 

F-PLACE3000I99//Huaan DNA sequence »** SEQUENCING IN PROGRESS *** 
froa clone 424J12. WORKING DRAFT SEQUENCE. //0. 0019: 277: 58//Z82207 
F-PLACE3000207//HOOO sapiens BAC clone GS165LIS froa 7pl5. coaplet 
e sequence. //6. 6e-21 : 312: 67//AC00501 3 

F-PLACE3000208//Hoao sapiens (clones: CWS2-2. CW27-6, CWtS-2, CW2 
6-5, M-67) collagen type VII intergenic region and (C0L7A1) gene, 
coaplete cd*.//l . 0:279:61//L23982 

F-PLACE3 000 2 1 8//Hoao sapiens. WORKING DRAFT SEQUENCE. 52 unordered 
pieces. //9. 3<-43 : 383 : 79//AC004086 
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F-PLACE3000220//RPCI 11-5484. TV RPC 1 1 1 Hoao sapiens genoaic done 
R-54B4. genoaic survey sequence. //2.4e-36: 381: 76//AQ082056 
F-PLACE 3000 22 1 //Hoao sapiens done DJ1186P10. WORKING DRAFT SEQUEH 
CE. 6 unordered pi eces. //7. 2e-l35: 721 : 91//AC005231 
F-PLACE3000226 

F-PLACE 3 0002 3 0//Hoao sapiens ccr2b (ccr2), ccr2a (ccr2). ccrS (ccr 
5) and ccr6 (ccr6) genes, coaplete cds. and lactoferrin (lactoferr 
in) gene, partial cds. coaplete sequence. //3. 3e-80: 498: 78//U95626 
F-PLACE 3 000242//Huasn DNA sequence froa done 1409 on chroaosoae X 
pl I . 1-11.4. Contains a Inter-Alpha-Trypsin Inhibitor Heavy Chain L 
IKE gene, a alternatively spliced Nelanoaa-Associated Antigen MACE 
LIKE gene and a 6-Phosphof ructo-2-kinase (Fructose-2. 6-bisphospha 
tase) LIKE pseudogene. Contains ESTs. STSs and genoaic Barker DXS8 
032. coaplete sequence. //2. Se-S4:2S4: 92//Z98046 
F-PLACE 3 000244//M. ausculus aRNA for 200 kD protein. //I. 4e-l39:850: 
86//X80169 

F-PLACE3000254//Atel ine herpesvirus 3 coaplete genoae.//1 . 3e-l0: 39 
9: 61//AF083424 

F-PLACE3000271 //Huaan Chroaosoae 16 BAC done CIT987SK-A-8tSA9. co 
aplete sequence. //I. 8e-21 : 350: 68//AF001 548 

F-PLACE3000276//HS_2026_BI_H11_TT CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2026 Co 1=21 Row=P, gen 
oaic survey sequence. //5.7e-4S: 376: 81//AQ231 147 
F-PLACE3000304//Hoao sapiens chroaosoae 19. cosaid R26660, coaplet 
e sequence. //I . 6e- 138: 650: 99//AC005328 
F-PLACE3000310 

F-PLACE3000320//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 423B22. WORKING DRAFT SEQUENCE. //I. 9e-41 : 379: 77//AL0343 
79 

F-PLACE3000322//Hoao sapiens chroaosoae 17, done hRPK. Z09_J_20. c 
oap I ete sequence. //3. 3e-35 : 41 9 : 68//AC005822 

F-PLACE3000331//CIT-HSP-2347D24.TR CIT-HSP Hoao sapiens genoaic cl 
one 2347D24, genoaic survey sequence. //2. 7e-20: 1 19: 99//AQ061 543 
F-PLACE30Q0339//Rhodobac ter sphaeroides aagnesiua chelatase subuni 
ts Bchl (bch I ) and BchD (bchO) genes, coaplete cds: and BchO (bch 
0) gene, partial cds.//0. 99: 310: 58//AF017642 

F-PLACE3000 341 //Hoao sapiens 3p22 Contig 7 PAC RPCI4-672N11 (Rosae 
II Park Cancer Institute Huaan PAC Library) coaplete sequence. //7. 
5e-l 59 : 752: 98//AC006055 

F-PLACE3GQO3S0//Rattus norvegicus ser ine/threonine protein kinase 

TAOI aRNA. coaplete cds. //2. 3e-107: 592: 92//AF084205 

F-PLACE 3000 3 5 2//Huaan DNA sequence froa PAC 293L6 on chroaosoae 2 

2, coaplete sequence. //2. 1 e-37: 480: 70//Z83732 

F-PLACE3000353 

F-PLACE 3000 36 2//Hoao sapiens chroaosoae 17. clone hRPK. 2I5_P_I8. c 

oap I ete sequence. //0. 0001 1 : 373: 60//AC00S969 

F-PLACE3000363 

F-PLACE3000365//Huaan DNA sequence froa PAC 227P17, between aarker 
s DXS6791 and DXS8038 on chroaosoae X contains CpG island. EST.// 
0.074: 279: 61//Z81007 

F-PLACE3000373//Huaan DNA sequence froa PAC 50AI3 on chroaosoae Xp 
11. Contains ATP SYNTHASE LI PI 0 BINDING PROTEIN PI (P2. P3) precur 
sor (ATPSG1. ATP5G2. ATPSC3) like pseudogene. ESTs and STSs. Conta 
ins polyaorphic CA repeat. //2. 8e-1 18:6S3:92//Z9254S 
F-PLACE3000388/ /Hoao sapiens PAC done DJ0777023 froa 7p14-pl5, co 
aplete sequence. //2. 2e-25: 288: 7I//ACQ05154 

F-PLAC£3000399//Huaan DNA sequence *«• SEQUENCING IN PROGRESS *** 
froa clone 466N1. WORKING DRAFT SEQUENCE. //2. 3e-69: 303: 86//Z976 30 
F-PLACE3000400//Caenorhabdi t is elegans cosaid H03A11, coaplete seq 
uence. //0. 0063 : 43S : S8//Z93239 

F-PLACE3 00040 I //Hoao sapiens clone DJ1147A01, WORKING DRAFT SEQUEN 
CE. 25 unordered pi eces. //5. 8e-25: 292 : 73//AC006023 
F-PLACE3000402//RPCI 1 1-ZOD6. TVB RPCI-11 Hoao sapiens genoaic done 
RPC I - 1 1-2006. genoaic survey sequence. //I. le-10: 1 54: 74//AQ008761 
F-PLACE 3 0004 0S//Hoao sapiens chroaosoae 17, clone hRPK. 6Z8_E_I 2. c 
oap I ete sequence. //2. 9e-41 :S1S:72//AC005701 

F-PLACE3000406//cSRL-1 79E1 1-u cSRL flow sorted Chroaosoae II spec, 
fic cosaid Hoao sapiens genoaic done cSRL-179E1t. genoaic survey 
sequence. //2. 8e-91: 54089//B03443 
F-PLACE 3 0004 13 

F-PLACE3000416//F1 9L8-Sp6 IGF Arsbidopsis thslisna genoaic done F 
19L8, genoaic survey sequence. //0. 001 8: 664: 55//B1 1 305 
F-PLACE3000425//Huaan DNA sequence froa clone 231 L4 on chroaosoae 
Xq27.1-27. 3 Contains GSS, STS, coaplete sequence.//!. 1e-16:284:70/ 
/AL0227I 9 

F-PLACE 30004 55//Huaan DNA sequence *** SEQUENCING IN PROGRESS •** 
froa clone 469D22. WORKING DRAFT SEQUENCE. //3. 6e-1 46 : 732 : 96//AL031 

284 

F- PLACE 30004 7 5//HS_2 1 64_A2_HI 0_8F CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic done Plate=2164 Col-20 Row=0. gen 
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ob i c survey sequence. //I . Se-07 : 1 59: 7 1//AQI 32983 
F-PLACE3000477//Hunan DMA sequence froB PAC 368A4 on chroaosoae X. 
Contains ESTs. CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP) like 
gene and STSs.//2. 9e-1 1 : 2 1 3 : 70//Z83843 

F-PLACE40000Q9//Sequence 93 froB patent US S61SS00. //9. 9e-08:692:6 
0// 1 39845 

F-PLACE4000014//Hobo sapiens aRNA for XIAA0609 protein, partial cd 
S.//1. 1 e-llfi:331: 100//A801 8352 

F-PLACE4000034//Hobo sapiens Chroaosoae 16 BAC clone CIT987SK-A-69 
Cl 2, coBplete sequence. //S.0e-05: 244 :63//AC0041 31 
F-PLACE4000049//Hono sapiens Xp22-I 71-173 BAC GSHB-31214 (Cenoae S 
ysteas Hunan BAC library) conplete sequence. //1 . 2e-37: 385 :74//ACOO 
5926 

F-PLACE4000052//1. buscu lus abcl bRNA. //I. S e-1 10:671 .88//X75926 
F-PLACE400Q063 

F-PLACE4000089//M. ausculus BOX DNA for regulatory eleaent and proa 
oter region related to EC cell differentiation. //3.7e-12: 1I4:85//X 
74311 

F-PLACE4000093//C1T-HSP-2380K5. TF CIT-HSP Hobo sapiens genonic clo 
ne 2380X5, genonic survey sequence. //O. II : 245 : 60// AQ1 08342 
F-PLACE4000 1 00//Hu«an DNA sequence *** SEQUENCING IN PROGRESS *«» 
froa clone 20208. VORKING DRAFT SEQUENCE. //I. 9e-1 9:384: 65//AL03 184 

8 

F-PLACE40OO I 06//Hobo sapiens bRNA for KIAA0462 protein, partial cd 
s. //1 . 2e-145: 684: 99//AB007931 

F-PLACE40001 28//Mus ausculus putative transcr iption factor aRNA, c 
oaplete cds. //3. 7e-62: 541 : 78//AF091 234 
F-PLACE40001 29 

F-PLACE40001 3I//HS_31 39_B2_F1 2_T7 CIT Approved Hunan Genonic Spera 
Library D Hoao sapiens genonic clone Plate=3139 Col-24 Roe=L. gen 
oaic survey sequence. //2. 3e-14: 221 : 70//AQI83207 
F-PLACE4000147//Huaan DNA sequence froa clone 740A11 on chroaosoae 
Xq22. 2-23. Contains part of the C0L4AS gene for Collagen Alpha 5 
(IV) Chain Precursor. Contains GSSs. conplete sequence. //0. 28:412: 
S8//AL031622 

F-PLACE40Q01 56//Hunan zinc finger protein ZNF1 36. //7. 2e-88: 764:76/ 

/U09367 

F-PLACE40001 92 

F-PLACE400021 1 

F-PLACE4000222//344JI.TVB CIT978SKA1 Hoao sapiens genonic clone A- 
344J01, genoaic survey sequence. //I. 2e-14: 177:76//B17158 
F-PLACE4000230//Rus ausculus seaaphorin Via aRNA, coaplete cds.// 
9. 8e-1 16 : 662 : 89//AF030430 

F-PLACE4000233//Hoao sapiens DNA froa chroaosoae 19. BAC 33152, co 

aplete sequence. //S. 2e-54: 363: 70//AC003973 

F-PLACE4000247 

F-PLACE4Q00250//Hoao sapiens Xp22-132-134 BAC GSHB-590J15 (Cenoae 
Systeas Huaan BAC library) coaplete sequence. //0. 0053: 229: 65//ACOO 
4673 

F-PLACE40Q0252 

F-PLACE4000259//H. sapiens gene for US snRNP-specif ic 200kD protei 
n. //2. Oe-25: 191 :87//Z70200 

F-PLACE4Q0026 1 //Bus ausculus broaodoaa in-containing protein BP75 a 
RNA. coaplete cds.//2. 6e-23 : 314: 71//AF0842S9 

F-PLACE4000269//Ra t tus norvegicus rexo70 aRNA. coaplete cds.//5. 5 

e- 1 22 : 734: 88//AF032667 

F-PLACE40Q0270 

F-PLACE4000300 

F-PLACE4000320//Huaan FKBP-rapaayc in associated protein (FRAP) aRN 
A. coaplete cds.//1.4e-2I : 135:96//L34075 

F-PUCE40Q0323//HS_2165_B1_B02JIF CIT Approved Huaan Genoa! c Spera 
Library D Hoao sapiens genonic clone Plate-2165 Col-3 Row=D, geno 
aic survey sequence. //4. 3e-08: 170: 71//AQ1 25036 
F-PLACE4000326//Mouse DNA vith hoao logy to EBV IRS repeat, segment 
1. clone Nu2.//2.8e-06:311 :63//ll10296 
F-PLACE4000344//Plasaodiua falciparua chroaosoae 2. section 38 of 
73 of the coaplete sequence.//0.014:252:60//AE001401 
F-PLACE4000367 
F-PLACE4C00369 

F-PLACE4000379//CIT-HSP-235099. TF CIT-HSP Hoao sapiens genonic clo 
ne 2350B9. genoaic survey sequence.//9. 2e-46:282:86//AQ06266l 
F-PLACE4000387//CIT-HSP-2382F! 1. TR CIT-HSP Hoao sapiens genoaic cl 
one 2382F11, genoaic survey sequence. //0. 96: 102:70//AQ080649 
F-PLACE4000392//Rat tus norvegicus polymorphic Barker 020UIA1 seque 
nee. //1 . 2e-05 : 222 : 68//AF054088 

F-PLACE4000401//Hoao sapiens aRNA for KIAA0640 protein, partial cd 
S. //9. 6e-46 : 605 : 71 //ABO 14540 

F-PLACE40004 11 //Human DNA sequence «» SEQUENCING IN PROGRESS »*» 
froa done 17301, VORKING ORAFT SEQUENCE. //3. 2e-29: 179: 79//AL03 1 98 

4 
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F-PLACE400043I//H. sapiens gene for US snRNP-spec i f ic 200kD protei 
n. //4. Oe-44 : 263: 92//Z70200 

F-PLACE4000445//HS- I053-B1 -002-NF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic done Plate=CT 775 Col = 3 Row=H, genoaic 
survey sequence. //0. 070:47: 100//B41 346 
F-PLACE4000450 

F-PLACE400046 5/ /Hoao sapiens BAC clone RG114BI9 froa 7q3l.l, coapl 
ete sequence. //2.3e-07: 273: 65//AC005065 

F-PLACE4000487//Hoao sapiens chroaosoae 17, clone hRPK. 156_L_I4. c 
oaplete sequence. //4. 1e-34: 351 : 70//AC005821 

F-PLACE4000489//H$_30I2_B1_G05_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Ptate=3012 Col=9 Ro«=N, geno 
aic survey sequence. //2.0e-36: 220 : 92//AQ0 95537 
F-PLAC£4000494//Hoao sapiens 12p13.3 PAC RPCI5-1063N23 (Roswell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //2. 3e-S 
7 : 395 : 79//AC005865 

F- PLACE 4000 52 1 / /Hoao sapiens *«* SEQUENCING IN PROGRESS ***. VORKI 
NC DRAFT SEQUENCE. // I. 6e- 163: 770 :9B//AJ 01 1929 

F-PLACE4000S22//Fel ine leukemia virus Notclt2 gene, clone FeLV/Note 

h2-C. partial cd$.//4. Oe-124: 686: 90//U47645 

F-PLACE4000548 

F- PLACE40005 58/ /Bo t h r ops itroa batroxobin gene (EC 3. 4. 21 . 29) . //0. 
049:435:59//! 12747 
F- PLACE 4000581 

F-PLACE4000590/ /Hoao sapiens chroaosoae Y, clone 47511, complete s 
equence. //3. 6e-20 : 747 : 59//AC004474 

F-PLACE4000593//Caenorhabdi tis elegans cosaid F25D7. coaplete seau 
ence. //5. 6e- 1 6 : 326 : 65//Z784 18 

F-PLACE4000612//Hoao sapiens PAC clone DJ0722F20 froa 7q31.1-q31. 

3, coaplete sequence. //I. 7e-l 63: 785: 97//AC00S281 

F- PLACE 40006 38//Hoao sapiens done NH0319F03. VORKING ORAFT SEQUEN 

CE, 3 unordered pieces.//8. 7e-74:707:74//AC006039 

F-PLACE 40006 50 

F-PLACE4000654//Nus ausculus aRNA for ubiquitin conjugating enzya 
e.//1. Ie-I45: 840: 89//Y 17267 

F-PLACE4000670//S eq uen c e 13 froa patent US 5712381. //1. 0: 31 1 : 59//I 
82816 

F-SKNMC 10000 11 //Gal lus gal lus bone sialoprotein II aRNA, complete 
cds. //0. 014: 92 : 73//U10577 

F-SKKNC1 00001 3//0rang-ut an involucrin gene, coaplete cds. //0. 021 :4 
17: 59//M2531 2 

F-SKNMC 1 000046//Hoao sapiens aRNA for KIAA0654 protein, partial cd 
s. //7. 6e- 1 47 : 706 : 98//ABO 1 4554 

F-SKNMC1 0000S0//Sequence 5 froa patent US 5789181 .//l. 6e-52:330: 90 
//AR0206I6 

F-SKNMC 1000091 //Huaan NK hoaeobox protein (Nkx6. 1) gene, exon 1.// 
0.0018 375: 60//U66797 

F-THYR01 00001 7//Rat tus norvegicus pyridoxine S’ -phosphate oxidase 
■RNA, coaplete cds. //6. 6e-97 : 542: 84//U91 561 

F-THYROt 000026/ /Human DNA sequence froa done 833B7 on chroaosoae 
22ql2. 3-13.2 Contains genes for NCF4 (P40PH0X) protein. cytokine re 
ceptor coaaon beta chain precursor CSF2RB (partial). ESTs, CA repe 
at. STS, GSS. coaplete sequence. //3. Se-46 : 353: 82//AL008637 
F-THYROI 000034//Huaan DNA sequence »** SEQUENCING IN PROCRESS «** 
froa clone 90L6, VORKING DRAFT SEQUENCE. //0. 83: 227: 6 I//Z97353 
F-THYROI 0000 35//Huaan Chroaosoae X clone bVXD!87, coaplete sequenc 
e. //I . 2e-39 : 303 : 83//AC0Q4383 
F-THYROI 000040 

F-THYROI 000070//Hoao sapiens chroaosoae 10 clone CIT987SK-I144G6 a 
ap 1 0q25. 1 , coaplete sequence. //1 . 3e-05:613:58//AC005383 
F-THYROI 00007 2//Hoao sapiens aRNA for KIAA06S7 protein, partial cd 
s . //2. 7e-84 : 72 2 : 77//AB0 1 4557 
F-THYRO 1000085 

F-THYRQ1000092//CIT-H5P-201 3L16. TFB CIT-HSP Hoao sapiens genoaic c 
lone 2013L16. genoaic survey sequence. //0. 31 : 186: 61//B60606 
F-THYRO 1 000 107 

F-THYROI 0001 1 1//Huaan genoaic DNA sequence froa clone 30801 on chr 
oaosoae Xpl 1.3-11.4. Contains EST, CA repeat. STS, GSS. CpG islan 
d.//6.4e-l 10:690: 87//Z93403 

F-THYROI 000 1 21 //Rat tus norvegicus CTD-binding SR-like protein rA8 
aRNA. coaplete cds. //1 . 4e-127:816: 85//U49055 

F-THYR010001 24//H. sapiens CpG island DNA genoaic Us el fragment, cl 
one 72a7, forward read cpg72a7. ft1a.//9. Se-26: 169: 94//Z62724 
F-THYROI 0001 29//Howo sapiens TED protein (TED) aRNA, coaplete cds. 
// 8. Se- 154:732: 98//AF087 1 42 

F-THYR0 1000 1 32//Hoao sapiens chroaosoae 9q34, clone 63C 1 0. coaplet 
e sequence.//). 7e-39. 31 5: 82//AC002096 

F-THYRO 10001 56//Huaan DNA sequence froa done 113J7 on chroaosoae 
Xpl 1 . 22-1 1 . 4. Contains part of a putative Hoaeobox (pseudo?) gene, 
ESTs and an STS, coaplete sequence. //1 . 2e-21 : 335: 7I//AL023574 
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F-THYROI 0001 6 3//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-A- 
Z18C7. coaptete sequence. //8.4«-S2: 301 :88//AC00233t 
F-THYR01000173//House clathr in-associated protein (AP47) aRMA. cob 
plete cds. //4. Oe-89: 821 : 74//M6Z41 9 

F- THY R01 0001 86//Huaan DNA sequence *»» SEQUENCING IN PROGRESS »«* 
froa clone 424J12, fORKING ORAFT SEQUENCE. //7. 2e-39: 293: 8S//Z82207 
F-THYROI 00Q187//C I os tr idiua tetani gene for tetanus toxin.//Q.041 : 
473:57//X06214 

F-THYROt 000 1 S0//Hoao sapiens chroaosoae 17, clone hRPK. 332_H_18, c 
oaplete sequence. //0. 38 : 1 84 : 64//ACOOS746 

F-THYR010001 97//Hoao sapiens aRNA for poly (A) -spec if ic ribonucleas 
e. //7. 5e-l 74:805 : 99//AJ005698 

F-THYR01 0001 99//Hoao sapiens aRNA for KIAA0652 protein, coaplete c 
ds . // I . 2e-86 : 6 1 6 : 84//AB0 1 4552 

F-THYRO 10Q0206//HS_3047_A1_A05_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genomic clone Plate=3047 Col=9 Ro*=A, geno 
aic survey sequence. //0. 51: 331 :63//AQ099l 34 

F-THYR01 000221 //P I asaod i ua falciparda 307 chroaosoae 12 PFYAC293 g 
enoaic sequence. WORKING DRAFT SEQtCNCE, 9 unordered pi eces. //0. 09 
2: 738: 56//AC004157 

F-THYR01 000241 //Gal I its gal I us genoae fragment with pentaaer tandea 
repea t s. //0. 43:191: 62//X001 86 

F-THYR01 000242//Huaan zinc finger gene HZF7. //2. 8e-43: 534: 64//X601 

56 

F-THYR01 000253/ Atoao sapiens 3p22 Conti g 7 PAC RPCI4-672N11 (Rosae 
II Park Cancer Institute Huaan PAC Library) coaplete $equence.//0. 
95: 1 39 : 68//AC006055 
F-THYRO 1000270 

F-THYROt 000279//Huaan DNA sequence ««> SEQUENCING IN PROGRESS *ae 
froa clone 531HI6, WORKING DRAFT SEQUENCE. //1. 4e-l74:826:98//AL031 
664 

F-THYR01000288//Hoao sapiens aRNA for Hs Ste24p, coaplete cds.//3. 
9«-1 79: 848: 98//AB0 16068 

F-THYRO 1 0003 20//Nus musculus sphi ngos ine-1 -phosphate lyase aRNA, c 
oaplete cds. //I . Oe-44 : 33 1 : 83//AF036894 

F-THYRO 1 000327//Hoao sapiens autocr ine aot i I i ty factor receptor (A 
NFR) aRNA. coaptete cds. //5. 7e-11 2:641 :9I//L35233 
F-THYR01 000343//Hoao sapiens aRNA for KIAA0790 protein, partial cd 
s . //2 . 2 e- 1 6 2 : 763 : 98//AB0 1 83 3 3 

F-THYRO I 000358//Huaan seleniua-binding protein (HS6P) aRNA, coaple 
te cds.//2. 2e-32: 177: 84//U29091 

F-THYR01000368//Caenorhabdi tis elegans cosaid W09G3, coaplete sequ 
ence. //0. 97 : 206 : 60//Z82080 

F-THYR01 000381 //Arthrobac ter $p. glcl gene for beta-1, 3-glucanase. 

coaplete cds. //0. 27:427 :62//D23668 
F-THYR0l000387//Hoao sapiens PAC clone DJ1048B16 froa 7q34-q36. co 
■pi etc sequence. //9. 7e-147:S98: 98//AC00601 9 

F-THYR01000394//HS_2061_A2_C04_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2061 Col=8 Ro«=E, geno 
aic survey sequence.//!. 6e-29: 202: 91//AQ247672 

F-THYR01 000395//Drosoph i I a aelanogaster ring canel protein and ORF 

2 aRNA, coaplete cds. //4. 3e-l 5: 512: 59//L08483 

F-THYRO 1000401 

3. 2e- 1 1 6 : 504 : 80//AF05 1 908 

F-THYR01000438//PI asaod i ua falciparua 307 chroaosoae 12 PFYAC492 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 5 unordered pi eces. //3. 4 
e-09: 539: 59//AC00S30B 

F-THYR01000452//RPC1 1 1-1C19. TV8 RPC 1-11 Hoao sapiens genoaic clone 
RPCl-1 1-1C19, genoaic survey sequence. //0. 27: 132: 64//B49573 
F-THYRO 1000471 //Hoao sapiens PAC clone DJ1136GI3 froa 7q35-q36, co 
aplete sequence. //1. 3e-3l: 332: 81//AC005229 

F-THYR01 000484//Hoao sapiens BAC378, coaplete sequence. //2. 2a-37: 2 
54:76//U8S196 

F-THYR01 000488//Hoao sapiens chroaosoae 5p, BAC clone S0g21 (LBNL 
HI 54), coaplete sequence. //6. 3e-l 30: 327: 97//AC005740 
F-THYROI 000501 //H. sapiens StafSO aRNA. //9. 8a-74: 615: 77//X82200 
F-THYR01000502//Huaan DNA sequence froa PAC 436M11 on chroaosoae X 
p22. 11-22.2. Contains the serine threonine protein phosphatase gen 
e PPEF1, and the first coding eion of the RSI gene for ratinoschis 
is (X-l inked, juvenile) 1 (XLRS1). Contains ESTs. an STS and CSSs, 
coaplete sequence. //0. 076: 380: S9//Z94056 
F-THYROI 000505 

F-THYROI 000558//Huaan PAC clone 127HI4 froa I2 q, coaplete sequent 
e. //I. 4e-27 : 41 2 : 69//AC002563 

F- THY R0 1 00056 9//HS_2 1 7 8_B2_E0 3_T 7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2178 Col-6 Row=J, geno 
aic survey sequence. //I. 9e-27: 326: 74//AQ307499 
F-THYROT 000570 

F-THYROI 000585//Hoao sapiens protein associated aith Myc aRNA. coa 
plete cds.//7. 4e-l67:808:97//AF07S587 



F-THYROI 000596//Huaan Chroaosoae 16 BAC clone CIT987SK-A-972D3. co 
aplete sequence. //0. 99: 280:61//U91323 

F-THYROI 000602//HS_3037_B2_E04_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3037 Col=8 Row=J. geno 
aic survey sequence.//!. 2e-05: 1 09:75// AQ0970S7 
F-THYRO 1000605//Hoao sapiens aap 2p 1 1 . 2 ; 83cM froa GATA8SA06 repea 
t region, coaolete sequence.//!. 0: 84 :70//AF067777 
F-THYROI 0006 2 5//Hoao sapiens chroaosoae 19, cosaid R29425. coaplet 
e sequence. //3. 4e- 1 74: 820: 98//AC005546 

F-THYROI 0006 37//Huain DNA sequence froa clone 91J24 on chroaosoae 
6q24 Contains part of utrophin Gene, part of cytochroae C oiidase 
gene, EST. CpG island, coaplete sequence. //3. 6e-38: 289: 84//A102447 
4 

F-THYRO 1 000641 //PI asaod i ua falciparua KAL3P7. coaplete sequence.// 
6. Se-07 : 540 : 56//AL0345S9 

F-THYROt 0006S8//Hoao sapiens chroaosoae 17. clone hRPK. 74_£_22. c 
oaplete sequence. //I. le-68: 468:84//AC005696 

F-THYROI 000662//Arabidops is thaliana genoaic DNA, chroaosoae 5, TA 
C clone: K23L20, coaplete sequence. //0. 0072: 141 : 70// AB01 6874 
F-THYRO! 000666//Mus ausculus aRNA for aotor doaain of KIF9, partia . 
I cds. //4. 7a-58: 367 : 87//AB001437 

F-THYRO! 0006 76//Hoao sapiens chroaosoae 19. cosaid F22676. coaplet 
e sequence. //I . 2e-36: 396 :71//AC00 5778 

F-THYRO! 0006 84//Fugu rubripes cosaid 1S5K09 DNA for GRM7. TRIP. Sa 
nd. PRGFR3 genes. //6.6e-13:236:69//AJ010317 

F-THYROI 0006 99//RPCI11 -50D4. TK RPC lit Hoao sapiens genoaic clone 
R-50D4, genoaic survey sequence. //2. 7e-09: 1 35: 78// AQ052641 
F-THYROI 00071 2//Hoao sapiens BAC clone RG041011 froa 7q2l. coaplet 
e sequence. //S. 2e- 1 7 : 290 : 67//AC00S053 

F-THYRO 1 00071 5/ZBov ine herpesvirus type 1 ear I y-interaedi ate trans 
cription control protein (BICP4) gene, coaplete cds.//8.6e-08:S17 
60//L14320 

F-THYROI O0O734//H$_3233_B1_BO4_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3233 Col=7 Roa=0. geno 
aic survey sequence. //6. Oe-72: 463: 89//AQ1 82143 
F-THYROI 000748//Hoao sapiens KIAAQ411 aRNA. coaplete cds.//9. 7e-3 
4: 339: 74//AB007871 

F-THYROI 000756//1. ausculus aRNA for Gal betal, 3GalNAc alpha2. 3-si 
alyl transferase. //0. 00034: 349: 60//X73523 

F-THYROt 000777//S. gr iseus strO gene and sts gene c I uster. //8. 2e-0 
5:625: 59//Y08763 

F-THYRO) 000783//Xenopus laevis tail-specific thyroid horaone up-re 
gula ted (gene 5) aRNA, coaplete cds. //4. 0e-70: 860: 69//U37373 
F-THYROl 000787//Huaan DNA sequence *♦* SEQUENCING IN PROGRESS *•» 
froa clone 366D1, WORKING DRAFT SEQUENCE. //5. 3e-09: 221 : 66//Z97986 
F-THYROI 000793 

F-THYROI 000796//Crista tel la aucedo clone 5.9 aicrosatel I i te sequen 
c e. //0. 34:173: 63//AF085422 

F-THYROI 00080 5//Hoao sapiens Xp21 PAC RPCII-37AI2 containing eions 
10 to 16 of the Duchenne Muscular Dystrophy gene, coaplete sequen 
c e. //7. 8e-43 : 677 : 66//AC004468 

F-THYRO 10008 I 5//Hoao sapiens chroaosoae 5, Bac clone 189 (LBNL HI3 
S), coaplete sequence.//5. 5e-43:405: 77//ACD05914 
F-THYROI 000829//CIT-HSP-2387C10. TF, 1 CIT-HSP Hoao sapiens genoaic 
clone 2387C10, genoaic survey sequence. //2. 0e-20:1 59:88// AQ2400S3 
F-THYRO 1000843 

F-THYRO 1000852//Hoao sapiens chroaosoae 19, cosaid R31855, coaplet 
e sequence. //t.8e- 33: 445 :72//AC005782 

F-THYROt 000855//Mus ausculus potass iua channel alpha subunit (K*9. 
I) aRNA. coaplete cds.//0. 038:208:64//AF008573 

F-THYROt 00086 5//Hoao sapiens PAC clone DJ0283M22 froa 14. coaplete 
sequence.//). 9e-30: 286 : 74//AC005477 
F-THYROI 000895//Huaan DNA sequence *»* SEQUENCING IN PROGRESS «» 
froa clone 385E7. WORKING DRAFT SEQUENCE. //2. 8e-!8: 186: 80//AL03I 72 
0 

F-THYROI 00091 6//Hoao sapiens clone OJ0965K10, WORKING DRAFT SEQUEN 

CE. 6 unordered pieces. //3. 6e-78:432:93//AC00601S 

F-THYRO 1000926//Hoao sapiens cAMP-speci f ic phosphodiesterase 6B (P 

DESfi) aRNA. partial cds.//9. 2e- 178: 839: 98//AF079529 

F-THYRO 1 000934//Huaan pyrrol ine S-carboxy late reductase aRNA. coap 

lete cds. //3. 5e-32: 759: 63//M77836 

F-THYROI 000951 //Hoao sapiens Chroaosoae 11ql2 pac pOJ57IU. WORKIN 
G DRAFT SEQUENCE, 29 unordered pieces. //4. 9e-76 : 224: 93//AC004229 
F-THYROI 000952 

F-THYROI 000974//HS_3238_B2_F01_NR CIT Approved Huaan Cenoaic Spera 
Library 0 Hoao sapiens genoaic clone P1ate=3238 Col=2 Roa=L. geno 
aic survey sequence. //2. 4e-26: 1 54: 96//AQ219846 

F-THYRO 1000975//P I asaod iua falciparua Topol I gene. //0. 32 : 491 : S8//K 
79345 

F-THYROI 000983//Mvwf 9A3 exon aapl i f icat ion products froa BACs in N 
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vwf region Hus ausculus genoaic, genoaic survey sequence. //7. Oe-t 
6: 112: 94//AQ0 10457 

F-THYROl 000984//C I T-HSP- 2 1(701 7. TR Cl T-HSP Homo sapiens genoaic cl 
one 2167017, genoaic survey sequence. //0. 0001 5: 1 8S; 66//891 313 
F-THYROl 000988//Huaan Chroaosoae 11q12.2 PAC clone pOJ7S6b9 contai 
ntng huaan ferritin heavy chain aRMA (FTH). TORKING DRAFT SEQUENC 
E. 19 unordered pieces.//Q.024;267:63//AC004SB8 
F-THYRO 100 1003 

F-THYRO 1001 031 //Hoao sapiens chroaosoae 17. clone hRPC. 859_0_20, c 
oaplete sequence.//!. Ie-5S:S43: 72//AC00369S 

F-THYROl Q0l033//Methanot>ac ter iua theraoautotrophicua froa bases 48 
264 to 58328 (section 5 of 148) of the coaplete genoae.//0. 94: 44S: 
S8//AE 000799 

F-THYRO I 00 1 062//Kuaan DMA sequence ses SEQUENCING IN PROGRESS ee* 
froa clone 199HI6. tORKING DRAFT SEQUENCE. //4.4e-45: 441 :7S//AL0223 
20 

F-THYR01001Q93//Hoao sapiens chroaosoae 9, clone hRPK. 202_H_3, coa 
plete sequence. //A. 9e-34:3S3:76//AC006241 

F-THYR0 100 11 00//Huaan DMA-binding protein aRNA. 3' end.//1 . le-72: 74 
2:74//L147B7 

F-THYRO 1 00 1120//Hoao sapiens clone 0J1129E22, TORKING ORAFT SEQUEN 

CE, 7 unordered pieces.//!. 2e-76: 521 :8S//AC005S22 

F-THYRO 100 11 21 //Huaan DMA sequence eae SEQUENCING IN PROGRESS **e 

froa clone 671014, VORKIRG ORAFT SEQUENCE. //0. 00078: S94: S8//AL03 IS 

95 

F-THYR010Q1 133//Koao sapiens PAC clone OJ 1 200 1 23 froa 7p15, coaple 
te sequence. //4. 0e-3S : 349 : 76//ACO04996 

F-THYR01001 !34//Hoao sapiens clone OJI070G24. TORKING ORAFT SEQl£N 

CE. 12 unordered pieces. //1. 0: 1 54 : 66//AC005486 

F-THYR010Q1 142//Huaan DMA sequence froa clone B79B4 on chroaosoae 

22 Contains CA repeat and GSS. coaplete sequence. //I .4e-44: 374: 80/ 

/Z82I78 

F-THYR01 001173 

F-THYRO! 001 177//Huaan pigment epithel iua-derived factor gene, coap 
lete cda.//1. 9e-42 : 25086//U29953 

F-THYROl 001 189//H$_31 71_B2_F10_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-3171 Col=Z0 Row=L, gen 
oaic survey sequence. //1 . 8e-28: 246: 83//AQ302330 
F-THYR0100!204//Drosophi la aelinogaster DMA repair protein (aei-4 
1) gene, coeplete cds, and TH1 gene, partial cds.//4. 9e-39:657:64/ 
/U34925 

F-THYR010012! 3//. coaplete sequence. //1 . 7e-4S: 257: 84//AC005300 
F-THYRO 1 001 262//Hoao sapiens genoaic DMA, chroaosoae 21q11.1, saga 
ant 7/28. TORKING DRAFT SEQUENCE. //I . Se-40: 274: 87//AP000036 
F~THYROIQOI271//Streptoayces coelicolor coseid 1A6.//0. 033:364:61/ 
/AL023496 

F-THYR01001287//0rosophi la aelanogaster coseid clone 86E4. //9. 6e-4 
9: 586: 69//AL021086 

F-THYROI00l290//HS_2O45_B1_H09_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2045 Col=17 Row=P. gen 
oaic survey sequence. //4.4e-l3:156:78//AQ248237 
F-THYR0I0013I3//S. Isvendulae bla gene for beta-1 actaaase, coaplet 
e cds. //1. 0: 229: 64//D12693 

F-THYR0100I320//Hoao sapiens Chroaosoae 22ql1.2 PAC Clone p_n5 In 
BCRL2-CGT Region, coaplete sequence. //I . le-88:672:82//AC002472 
F-THYR0100132I//Huaan PAC clone DJ527C21 froa Xq23, coeplete seque 
nee. //I . Ze-1 1 5 : 740 : 87//ACOOO 114 

F-THYRO 1 001 3Z2//HS_3205_B2_C I 2_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plite=3205 Col=24 Row=F. gen 
oaic survey sequence. //0. 00031 : 285:6 1//AQ304025 
F-THYRO 1 001 347//Hoao sapiens aRNA for KIAA074S protein, partial cd 
S.//2. 2e-43: 638 :64//A80 18288 

F-THYRO 1 00 1363//Hoao sapiens PAC clone DJ084SI2! froa 7q11.21-q11. 

23. coaplete sequence.//! . 0e-09: 189: 74//AC00490S 

F-THYR01 001 36S//Hoeo sapiens chroaosoae 10 clone Cl T987SK-1 163G10 

aap 10q25, coaplete sequence.//?. 6e-168:82l : 97//AC005660 

F-THYR01 001 374//Hoeo sapiens aRNA for KIAA0707 protein, partial cd 

s . //2. 3e- 1 55 : 740 : 97// ABO 1 4607 

F-THYROI001401//Hoeo sapiens chroaosoae 19. cosaid F23I49, coaplet 
e sequence. //3.2e-07: 138: 73//AC005239 

F-THYR01001403//Hoao sapiens chroaosoae 12pl3.3 clone RPC13-45482 
3. TORKING DRAFT SEQUENCE. 48 unordered pieces.//3. 6e-70: 360: 86//A 
COO 5845 

F-THYRO 1 00 1405//BOS taurus aRNA for NDPS2, coaplete cds.//2. 6e-l4: 
559 : 63//AB008852 

F-THYRO 1 001 406//Mus ausculus putative steroid dehydrogenase (KIK- 
I) aRNA. coaplete cds.//1.0e-91:631 82//AF064635 
F-THYR0I0014I !//Hoao sapiens chroaosoae 19. cosaid FI 871 S. coaplet 
e sequence. //S. 5e-42:509: 7I//AC006I26 

F-THYR01 001426//*** SEQUENCING IN PROGRESS see Hoao sipiens genoai 
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c DNA (PAC 1 1 1 8 i 22) froa chroaosoae 11; HTGS phase I. TORKING ORAF 
T SEQUENCE. //2. 7e-31 : I72:81//AJ00ZSS3 

F-THYR01 001434/ /Human Chroaosoae 11 pic pOJ393ol5, TORKING ORAFT S 
EQUENCE. 8 unordered pi eces. //I . 0: 98: 70//AC000384 
F-THYRO 1 001 458//Bos tsurus non-auscle ayosin heavy chain aRNA, par 
tial cds. //I. 9e-58: 653: 71//U87265 

F-THYR01 001 480/ /Homo sapiens clone 0J0756HII. TORKING ORAFT SEQUEN 
CE, 5 unordered pieces.//7.5e-42:357:80//AC006001 
F-THYRO 1 00 1487//H. sapiens DMA sequence.//0. 92: 160:64//Z22449 
F-THYRO 1 001 53 4/ZHoao sapiens chroaosoae 17. clone hCIT. 46B_F_23, » 
ORXING ORAFT SEQUENCE. 3 unordered p i eces. //4. 8e-47: 266: 80//AC0046 
66 

F-THYRO 1 001 537//Huaan DNA sequence see SEQUENCING IN PROGRESS fee 
froa clone 998H6. TORKING ORAFT SEQUENCE. //I. 3e-7§: 479: 89//AL03I68 
7 

F-THYR01001 541//Huaan DNA sequence from clone 399NI4 on chroaosoae 
Xq26. 1-26. 3. Contains ESTs. an STS and GSSs. coaplete sequence.// 
0.0034: 1 06 : 77//Z 96074 

F-THYR01001S59//Rattus norvegicus simple sequence repeat D18Mco6./ 
/I . 6e-09: 351 : 63//AF006056 

F-THYRO 1001 570//RPCI t 1-49B23. TJ RPCI11 Hoao sapiens genoaic clone 
R-49B23. genoaic survey sequence.//!. 4e-6S: 384: 91// AQ052 105 
F-THYR0 1001 573//Hoao sapiens clone 24778 unknown aRNA.//8. 2e-104:5 
46: 95// AFO 70 5 72 

F-THYRO 1 001 584//CIT-HSP-2365J21. TF Cl T-HSP Hoao sapiens genoaic cl 
one 2365J2I . genoaic survey sequence. //1 . 3e-24: 1 80: 88//AQ080498 
FtTHYROIOOI S 9S//Huaan DNA sequence eee SEQUENCING IN PROGRESS fee 
froa clone Y3I3F4. TORKING ORAFT SEQUENCE. //B. 7e-145: 779: 93//AL023 
808 

F-THYR01 001 (02//Hoao sapiens chroaosoae 17. clone hRPK. 786_0_4. co 
aplete sequence. //2.9e-26: 393: 68//AC005863 

F-THYR01001605//Dictyos tel iua disco ideua filopodin (tsIA) gene, co 
aplete cds.//0. 0012: 436: S8//UI 4576 

F-THYR0100161 7//Hoao sapiens full length insert cONA clone ZD6900 
5. // 8. 6e-43 : 342 : 82//AF086381 

F-THYR01001637//Hoao sapiens clone 0J1019E0S. TORKING DRAFT SEQUEN 

CE. 10 unordered pi eces. //6. 2e-!5: 318:66//AC004950 

F-THYRO 1 001 656//H0B0 sapiens PAC clone OJ044LIS froa Xq23. coaplet 

e sequence. //I . Se-05: |47: 68//AC004827 

F-THYR0100166I 

F-THVROI001671//Hoao sapiens aRNA for 2' -5' ol igoadenylate synthet 
ase 59 kOa isofora. //2. 5e-1 64: 780: 98//AJ225089 
F-THYRO1001673//Hoao sapiens clone RG16IA02. coaplete sequence.// 
4. 4e-40: 770:64//AC005071 

F-THYR01 001 703//S. coel > color plasaid SCP2 transfer region DNA.//0. 
14:414: 59//X72857 

F-THYROIOOI 706//Hoao sapiens BAC clone RG281B09 froa 7q2l . I-<j31 . 1, 
coaplete sequence. //2. 6e-43:308:7S//AC00474S 
F-THYRO 1 001 721//, coaplete sequence. //9. 9e-1 34: 770: 91 //ACOD5SOO 
F-THYROIOOI 738//Huaan DNA sequence eee SEQUENCING IN PROGRESS eee 
froa clone 355C18. TORKING ORAFT SEQUENCE. //0. 99: 163: 61// AL022327 
F-THYROIOOI 745 
F-THYROIOOI 746 

F-THYRO 1 001 772//HS_3069_B1_COS_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3069 Col=9 Row=F, geno 
aic survey sequence.//! . Se-61 : 360: 91//AQ171021 

F-THYR01 001 793//B. tsurus aRNA for beta-subunit of rod photorecepto 
r CNG-channe I . //0. 028:446 : 58//X89626 
F-THYROIOOI 809 

F-THYROl 001 828//Huaan DNA sequence eee SEQUENCING IN PROGRESS eee 
froa clone IIGFll, TORKING ORAFT SEQUENCE.//!. 3e-175:841 :98//AL033 
526 

F-THYROl 001 BS4//H080 sapiens chroaosoae 17. clone hCIT54K1l. coapl 

e t e sequence. //7. 9e-07 : 445 : 59//AC003664 

F-THYROl 001 895 

4. 4e-1 3 : 248: 68//AB012S76 

F-THYROIOOI 907//Hoao sapiens BAC clone RG0S4D04 froa 7q31. coaplet 
e sequence. //2. 9e-l 5: 144: 77//AC00S058 

F-VESEN1 0001 22//HS_3075_Bl _C09_IN : CIT Approved Human Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3075 Co 1=17 Row=F, gen 
oaic survey sequence. //I. 1 e-16: I30:90//AQ143749 
F-Y79AA 10000 13 

F-Y79AA1 00003 3//Hoao sapiens BAC clone GS114I09 froa 7p14-p1S. coa 
plete sequence. //2. 9e-95: 300: 94//AC006027 

F-T79AA1 000037//Hu«in prot-oncogene (BNI-I) aRNA, complete cds.// 
2. 4e-l9: 230: 66//LI 3689 

F-Y79AAI 0000$9//Hoao sapiens iaaunophilin hoao log ARA9 aRNA. coapl 
ete cds.//2.2e-3B:629:64//U78521 

F-Y79AA1 00006 5//Huaan DNA sequence froa cosaid J256K24, between aa 
rkers DXS679I and DXS8038 on chroaosoae X contains EST.//5. 3e-10: 1 
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1 7 83//27200S 

F-Y79AA10001 3l//Hoao sapiens LERK-6 (EPLGS) gene, exon l.//7.6e-1 
0:381 :64//U92893 

F-Y79AA10001BI//Huaan DNA sequence fros clone 612B18 on chroaosoae 
Iq24-2S. 3 Contains exon fro* gene siailar to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (DYN II). ESTs, STS, CSS. CpC 1st 
and. coaplete sequence. //1. 4e- 165: 732: 99//AL03 1864 
F-Y79AAt000202//0rosophi I a aelanogaster DMA sequence (PI DS06882 
(D310)) , coaplete sequence.//®. le-20:339:65//AC00$1 IS 
F-Y79AA 1 0002 I 4/ ’/Hoao sapiens clone DJ0673N1S, VORKING DRAFT SEQUEN 
CE. 33 unordered pieces.//3. 7e-72:397:93//AC0048S4 
F-Y79AA 1000230 

F-Y79AA 10002 31 //Hus ausculus SIK siailar protein aRNA, coaplete cd 
S.//8. 5e-l 51 :833: 90//AF053232 

F-Y79AA1 0002S8//Lei shaani a donovsni histidine secretory acid phosp 
hatase (SAcP-l) gene, coaplete cds. //0. 0099: 547: 58//U78S22 
F-Y79AA1 000268//Hus ausculus N i p2 I aRNA. coaplete cds.//4. Oe-1 I : 42 
4:62//AF035207 
F-Y79AA1000313 

F-Y79AA1000328//CIT-HSP-386A20. TF CIT-HSP Hoao sapiens genoaic clo 
ne 386A20. genoaic survey sequence. //5. 9e-07: 173: 69//BS50BS 
F-Y79AA1000342//RPCI 1 1-57J6. TK. I RPCII1 Hoao sapiens genoaic clone 
R-S7J6, genoaic survey sequence. //5. 2e-27: 151 : 99//AQ1 1 551 1 
F-Y79AAI000346//B. pr iai genius aRNA for coat protein gaaaa-cop. //5. 
7e-69:694:71//X92987 

F-Y79AA 1 0003 49//M. ausculus Spnr aRNA for RNA binding protein. //1. 8 
e-98:53S:92//X84692 

F-Y79AAt0003SS//Hoao sapiens clone DJ0847008, VORKING DRAFT SEQUEN 
CE. 3 unordered pieces.//!. 6e-21:l29:85//AC00S484 
F-Y79AA1000368//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one I2f1, reverse read cpg12fl. rt!c.//0. 00018: 53:98//Z566IO 
F-Y79AA1 000405//P I a saod i ua falciparua DMA t*t SEQUENCING IN PROGRE 
$$ **e fro. MAL1P4. VORKING DRAFT SEQUENCE. //0. 069: 366: S9//AL03 1 74 
7 

F-Y79AA1 00041 0//Huaan DNA sequence froa PAC 117P19 on chroaosoae 
X.//1 . 0e-25: 235: 80//Z86061 

F-Y79AAT000420//H. sapiens CpG island DMA genoaic Msel fragaent. cl 
one 82c3, forward read cpg82c3. f tie. //2. Oe-38: 194: 98//Z63378 
F-Y79AAI0004E9//Mus ausculus ancient ubiquitous 46 kOa protean AUP 
1 precursor (Aupl) aRNA. coaplete cds.//8. Se-121 : 696: 89//U4 1736 
F-Y79AA1000480//H$_2175_A2_HI1_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=217S Co 1=22 Row=0. gen 
oaic survey sequence. //2. Se-26: 178: 89//AQ307693 
F-Y79AA1 000S38//Hoao sapiens done DJ11S8B01. VORKING DRAFT SEQUEN 
CE. 23 unordered pieces.//0. 67:111: 72//AC004980 
F-Y79AA1000S39//HS_2237_B2_F10_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2237 Col=20 Roa=L, gen 
oaic survey sequence. //I. 2e-1 4: 168: 77//AQ1 53503 
F-Y79AA1 000540//Hoao sapiens done DJ065SN24. VORKING DRAFT SEQUEN 
CE. 8 unordered pieces. //0. 94:127:67//ACOOSl93 
F-Y79AA1800560//Mouse aRNA tor alpha-adapt in (C). //I. 7e-l 14:776:84 
//XI 4972 

F-Y79AA1000574//M. ausculus t ex 23 aRNA (5’ region). //I. 8e-23:29t :7S/ 
/X80424 

F-Y79AAI000589//Hoao sapiens done 614 unknown aRNA, coaplete sequ 
ence.//8. 6e-l$3 : 755: 97//AF091080 

F-Y79AAI000627//Hoao sapiens zinc finger protein (ZF5I28) aRNA. co 
ap I e t a cds . //S. 2e- 1 35 : 644 : 98//AF060S03 

F-Y79AA1C00705//M. ausculus aRNA of enhancer-trap-locus 1.//6.9e-14 
8 : 902 : 86//X69942 

F-Y79AAI 000734//Hoao sapiens PEXIt beta aRNA for peroxisoae asseab 
ly factor, coaplete cds. //4. 8e-180: 850: 98//AB01 8080 
F-Y79AA1000748//Caenorhabdi tis elegans cosaid F25BS. //0. 00019: 308: 
60//U23I72 

F-Y79AA10007S2//Orycto!agus cuniculus aRNA for hnRNP-El protein.// 
1 . 7e-40: 51 3: 68//AJ003023 
F-Y79AA 1000774 
F-Y79AA 1000782 

F-Y79AA1000784//Hoao sapiens Ran8P7/iaport in 7 aRNA, coaplete cds. 
//3. Se- 1 77 : 847 : 97//AF098799 

F-Y79AA1000794//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one 45a4, foraard read cpg4$a4. f t1a.//2. 5e-1 3: 104: 92//Z6U20 
F-Y79AAI000800//Hoao sapiens GABA-B receptor aRNA. coaplete cds.// 
0. 98:244:60//AF05608S 
F-Y79AAI000802 

F-Y79AA!00080S//Huaan Chroaosoae II Cosaid cSRL30h11. coaplete seq 
uence. // 9. 3e-76: 528: 8S//U73642 

F-Y79AAI000824//RPCI 1 1-26B4. TP RPCI-lf Hoao sapiens genoaic done 
RPCI-1 1-26B4, genoaic survey sequence. //4. 4e-l4: 99: 9S//B8453B . 
F-Y79AAI000B27//Huaan DNA sequence **• SEQUENCING IN PROGRESS »»» 
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froa clone 117715, VORKING DRAFT SEQUENCE. //1 . 5e-0B: 249: 69//AL0223 
IS 

F-Y79AAI000833//Nacaca fascicularis aRNA for a Ipha-tubui in. //l. 8e- 
103:603: 89//X04757 
F-Y79AA 1000850 

F-Y79AAI000962//Huaan DNA sequence froa PAC 360E18 on chroaosoae X 
contains EST, CpC island and polymorphic CA repeat. //0. 038:468 : 59 
//Z82203 

F-Y79AA1 00096 6//Nus ausculus C0P9 coaplex subunit 4 (C0PS4) aRNA. 
coaplete cds.//9.7e-1 50:865: 89//AF071 314 

F-Y79AA1 000968//Ra 1 1 us norvegicus initiation factor elF-2B gaaaa s 
ubunit (alF-2B gaaaa) aRNA. coaplete cds.//6. 4e-122:717:88//U38253 
F-Y79AA1 00Q969//Mouse chroaosoae 6 BAC-284HI2 (Research Genetics a 
ouse BAC library) coaplete sequence.//!. 0: 155: 63//AC002397 
F-Y79AAt000976//Caenorhabdi tis elegans cosaid FS4C1 . //4. 3e-06: 1 30: 
73//U8816S 

F-Y79AA1 000985//Bus ausculus pericentrin aRNA, coaplete cds.//2.4 

e-44:428 : 77//U05823 

F-Y79AA1001023 

F-Y79AA 100 1041 //Huaan autY hoao log (htlYH) gene, coaplete cds.//2. 3 
e-1 3: 90: 1 00//U63329 

F-Y7IAA1 00!048//Huaan aRNA for very- long-chain acyl-CoA dehydrogen 
ase (VLCAD) . coaplete cd*.//2.6e-28:772:60//D43682 
F-Y79AA 100 1061 //Hoao sapiens chroaosoae 4 done B331K8 aap 4q2S. c 
oaplete sequence. //9.4e-38: 292 :82//AC004701 

F-Y 79AA 1001 068// tipAL-AS coaplex: t i pA=T i pAL-AS [Streptoayces livi 
dans. Genoaic. 1146 nt] .//0. 17: 537: 59//S643I4 
F-Y79AA1001077//Zea aays aRNA for aldehyde oxidase-2, coaplete cd 
S.//0. 1 7 : 23 1 : S4//D88452 
F-Y79AA1 001078 

F-Y79AA1Q0I 10S//Zebraf i sh otx2 aRNA for otx hoaeoprotei n, coaplete 
cds.//3. 1 e-63 : 529 : 77//0261 73 

F-Y79AAI001 145//Hoao sapiens done GS166C05. VORKING DRAFT SEQUENC 
E. 7 unordered pieces. //I. 3e-23:228:76//AC0O5OI5 
F-Y79AAI001 1 67 

F-Y79AA1001177//N. ausculus aRNA for NfiX!-protein.//4.0e-IO:398:64 
//Y07688 

F-Y79AA1001 18S//Huaan DNA sequence St* SEQUENCING IN PROGRESS *** 
froa clone 16915. VORKING DRAFT SEQUENCE.//!. 1e-113:666:90//Z93015 
F-Y79AA100I21 1//HS_3l 24_B2_H08_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3124 Col-16 Row=P. gen 
oaic survey sequence. //5. 5e-1 2: 87 :96//AQ1 87492 
F-Y79AA1001216 

F-Y79AA1001228//Nycobacter iua tuberculosis H37Rv coaplete genoae: 
segaent 143/1 62. //0. 028: 188: 67//AL 02 1841 

F-Y79AA1 001 233//Huaan placental 17-beta-hydroxysteroid dehydrogena 
se aRNA. coaplete cdt.//3. Se-24:731 :60//M36263 
F-Y79AA1 001 236//Hoao sapiens aRNA for JM23 protein, coaplete codin 
g sequence (clone IMAGE 34581 and IMAGE 45355 and LLNLcl10M33Q7 
(RZPO Ber I i n) ) . //! . 2e- 1 33 : 441 : 97//AJ005892 

F-Y79AA100I 281//HS_2241_B2_F09_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=2241 Co I = 1 S Row=t. gen 
oaic survey sequence. //S. Oe-27: 169: 94//AQ21 7497 
F-Y79AA1 001 299//Huaan mil aRNA. coaplete cds. //6. 7e-l 1 S: 323 : 93//U 
04847 

F-Y79AA1Q0I 31 2 
F-Y79AA1001 323 
F-Y79AA 100 1384 

F-Y79AA1001 39t//Vus ausculus transcription factor H0XA13 (Hoial3) 
gene, coaplete cds.//5. 8e-42:245:74//U59322 

F-Y79AA1001394//Caenorhabdi tis elegans cosaid F54B3, coaplete sequ 
ence. //7. 8e-1 8 : 636 : 58//Z48S83 

F-Y79AA1001402//Hoao sapiens Chr. 14 PAC RPCI4-794B2 (Roswell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //I. 2e-U0: 7 
38: 85//AC005924 

F-Y79AA1001 493//H. sapiens DNA sequence. //2. 0e-27: 254: 82//Z22497 
F-Y79AA1 001 51 1 //Huaan DNA sequence froa clone 931K24 on chroaosoae 
20p12 Contains ESTs and GSSs, coaplete sequence.//!. 1 e-IS8: 804:9$ 
//AL034430 

F-Y79AA1001 533//Nouse aRNA for RNA polyaerase I associated factor 
(PAF53) , coaplete cds. //1. 7e-IOO: 820: 78//014336 
F-Y79AA1001 541//HS_3197_A2_G1 1_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3197 Co 1=22 Row-V, gen 
oaic survey sequence. //5. 1e-28: 218: 86//AQ150183 
F-Y79AA1 001 548//Hoao sapiens chroaosoae 19, cosaid R28738, coaplet 
e sequence. //5. 4e-2t : 1 67: 86//AC0041 51 

F-Y79AA1001555//R. norvegicus aRNA for drebrin A.//0. 88:463:59//X59 
267 

F-Y79AA1001 581//FHRI (CGC repeats) [huaan. Fragile X syndroae pati 
ent. Genoaic. 429 n t].//0. 00051 :2S2:65//S74494 
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F-V79AA1Q01 S85//Hua>n hypoxanth ine phosphor ibosy I transferase (HPR 
T) gene, coaplete cds.//7. 2e-33:37S: 76//M26434 
F-Y79AA1001 594 

F-Y79AA100t603//Hoao sapiens PAC 1281119 derived froa chroaosoae 21 
q22. 3. containing the WG-14 and CHD5 genes, coaplete cds, coaplet 
e sequence. //4. 2e-06: 338: 66//AF06486I 

F-Y79AA100I613//Hoao sapiens aRNA for KIAA0683 protein, coaplete c 
ds. //O. 024: 520: 57//AB0 14583 

F-Y79AA1001 S47//Caenorhabd i t i s elegans DNA m SEQUENCING IN PROGR 
ESS *« froa clone YS1F4, WORKING ORAFT SEQUENCE. //O. 014:331 : 61 //Z 
92860 

F-Y79AA1001 665//Huaan ONA sequence froa clone 29903 on chroaosoee 
22ql 3. 3. coaplete sequence. //O. 99: 273 :63//Z84468 
F-Y79AA1001679//0. cun i cuius (aabda-crys tal I in aRNA. coaplete cds./ 
/I. 2e-97: 682: 81//M22743 

F-Y79AA1001692//insul in-l ike growth factor binding protein-2 [huaa 
n, placenta, Genoaic, 1292 nt. segaent t of 4J.//5. 6e-05:426: 59//S 
37712 

F-Y79AA1001696//Rice endogenous double-stranded RNA encoding polyp 
rotein (containing putative helicase and putative RNA-dependent RN 
A polyaerase doaains), coaplete cds. //1. 0:437:60/70321 38 
F-Y79AA1001 705//N. auscul us fkh-5 gene. //0. 18: 1S3: 64//X71 §43 
F-Y79AA100171 1//Huaan ONA sequence «M SEQUENCING IN PROGRESS see 
froa clone 328E19. WORK INC DRAFT SEQUENCE. //S. 4e-76: 1 91 :98//ALQ222 
40 

F-Y79AA100I781//Hoao sapiens genoaic ONA. chroaosoee 2!q22.2 (Oown 
Syndroae region), segaent 1 0/ 1 S, CORKING ORAFT SEQUENCE. //0. 99: 22 
7:63//AP0QO017 

F-Y79AAI00180S//H. sapiens CpG island ONA genoaic Msel fragaent, cl 
one 1 3d12. reverse read cpgl3d>2. rtlc.//2.6e-t3:88: 100//Z64S65 
F-Y79AA!OOI827//Oryct0lagus cuniculus PiUS aRNA. coaplete cds.//3. 
7e-l 30: 775: 88//U74297 

F-Y79AA1 00 I 846//C I T-MSP-2300M6.TR CIT-HSP Hoao sapiens genoaic Clo 
ne 2300M6, genoaic survey sequence. //8. 3e-l 7: 218: 76//AQ01 2369 
F-Y79AAI00I84B//Huaan aRNA for KIAA0390 gene, coaplete cds.//4. 2e- 
10: 378: 62//AB002388 

F-Y79AA1 00 1 866//Ra t tus norvegicus Cys2/His2 zinc finger protein (r 

Krl) aRNA. coaplete cds. //6. 9e-4l : 441 :71//U41 164 

F-Y79AA1 001 874//Hoao sapiens hJAG2.del-E6 (JAG2) aRNA. alternative 

ly spliced isofora of Jagged2. coaplete cds. //0. 00017:41 2: 62//AF02 

9779 

F-Y79AA1 001 875//C I T-HSP-23I7G18.TR CIT-HSP Hoao sapiens genoaic cl 
one 2317G18, genoaic survey sequence. //1 . 9e-09: 271 : 67//AQ042654 
F-Y79AA1O01923//H. sapiens CpG island ONA genoaic Msel fragaent. cl 
one I93c12. forward read cpg!93c1 2. f t la. //0. 0031 : 108: 7S//Z601 86 
F-Y79AA 1 00 1963//C I TBI-E1-2510J4.TR CITBI-E1 Hoao sapiens genoaic c 
lone 25I0J4. genoaic survey sequence. //1 . 8e-05: 56: 100//AQ261 184 
F-Y79AA1002027//Arabidops is thaliana ubiqu i t in-conjugat ing enzyae 
17 (UBC17) aRNA. coaplete cds. //3. 3e-1 3:451 : 62//AF028340 
F-Y79AA1 00208 3//Huaan DMA sequence •«* SEQUENCING IN PROGRESS **t 
froa clone $26114, VORKING ORAFT SEQUENCE. //0. 91 : 134: 65//Z822I4 
F-Y79AA1 002089 

F-Y79AA1Q02O93//Hus ausculus transcription factor tike protein 4 T 
CFL4 aRNA. partial cds. //I. 2e-1l2:678:88//U43548 
F-Y79AA1002103//HS_3052_B1_H08_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3052 Col=15 Row=P, gen 
oaic survey sequence.//6.Se-18:238:72//AQI35014 
F-Y79AA10021 15 

F-Y79AA1 002 125//H. sapiens (08S135) ONA segaent containing GT repea 
t.//1. Se-14: 99: 96//X61693 

F-Y79AA1002139//Saccharoayces cerevisiae dnaJ hoaolog Hljlp (ML J 1 > 
gene, coaplete cds. //2. Se-07: 208: 64//U1 9358 

F-Y79AA1 002204//HS_223S_B2_D1 2_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plato=223S Co I =24 Row=H. gen 
oaic survey sequence. //2. 9a-l 3:89: 98//AQ 154260 
F-Y79AA1 Q022O8//C I T-HSP-2006N2 1 . TV CIT-HSP Hoao sapiens genoaic cl 
one 2006N21. genoaic survey sequence.//3. 7e-27: 154: 98//BS6397 
F-Y79AA1002209//E. col i tyrS gene coding for tyrosyl-tRNA syn thetas 
«.//2. 8e-05: 143 : 70//J01 719 

F-Y79AA1002210//Hoao sapines chroaosoae 19, cosaid R28058, coaplet 
• sequence. //8.3e-22: 229: 7B//AC00561 5 

F-Y79AA1 0022 1 1 //Hoao sapiens chroaosoae 17. clone KRPC1067N6. coap 
I ete sequence. //I . Qe-06 : 241 : 67//AC003043 

F-Y79AA1002220//C IT-HSP-2374P23.TR CIT-HSP Hoao sapiens genoaic cl 
one 2374P23. genoaic survey sequence.//!. 3e-68: 375: 95//AQI 09738 
F-Y79AA1 002229//Huaan aRNA for KIAA0086 gene, coaplete cds.//0. 12: 
203: 63//D4204S 

F-Y79AA1 002234//Hoao sapiens aRNA for KIAA0692 protein, partial cd 
s. //I. 3e-l 74:821 : 98//ABO 1 4592 

F-Y79AA1002246//Hoao sapiens clone CS166C05, WORKING ORAFT SEQUENC 



E. 7 unordered oieces.//0. $0:470:60//ACOOS015 

F-Y79AAI 002258//Hoao sapiens aRNA for KIAA0655 protein, partial cd 

s. //6. 8e-l 59 : 748 : 98//AB01 4555 

F-Y79AA1002298//Huaan density enhanced phosphatase-! aRNA, coaplet 
e cds. //0. 036: 278 :62//U1 0886 

F-Y79AA1002307//Hoao sapiens aRNA for KIAA0634 protein, partial cd 
s. //6. 4e-1 29:622: 97//AB01 4534 

F-Y79AA1 00231 I//R. norvegicus aRNA for cytosolic resini ferstoiin-bi 
nd i ng pr o t e i n. //2. Oe- 1 1 6 : 693 : 82//X67877 

F-Y79AA10023$I//S.clavul igerus pah and cas genes. //I. 0: 369: 58//X84 
101 

F-Y79AA100236I//Rattus norvegicus aRNA for protein phosphatase 1 
(CL-subun i t) . //S. 4e- 1 05 : 762 : 80//Y1 8208 

F-Y79AA1002399//Hoao sapiens chroaosoae 17. clone hRPK. 700_H_6, co 
■Die to sequence.//!. Oe-1 59: 411 : 100//AC005920 

F- Y 79AA 1 00 2 407//Hoeo sapiens chroeosoae 17. clone hRPC. B42_A_23. c 
oaplete sequence. //I. le-1 18: 609: 84//AC004662 

F-Y79AA1 00241 6//Mus ausculus CTP synthetase hoaolog (CTPsH) aRNA, 
coaplete eds.//4. 4e-90:529:88//U493B5 

F-Y79AA100243I//Chlaaydoaonas reinhardtii novel protein kinase aRN 
A. coaplete cds. //I . 0: 166: 66//U361 96 

F-Y79AA1002433//CIT-HSP-384K8.TF CIT-HSP Hoao sapiens genoaic cion 
e 384K8. genoaic survey sequence. //0. 24:85:72//BS1917 
F-Y79AA1002472//Hoao sapiens chroaosoae 19. 8AC CIT-fl-393il5 (BC30 
1323). coaplete sequence. //I. 9e-1 3:242 :69//AC0Q61 16 
F-Y79AA1002482//Hoao sapiens full length insert cOMA clone ZC18H0 
6. //I . 2e-3S: 462: 71//AF088022 

F-Y79AA1002487//Bovine herpesvirus type 1 genes for UL[27. 28, 29. 3 
0, 31). //0. 93:215: 60//X94677 
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R-HEIfi)AI000005//Moujo tuaor cell dnai-like protein 1 aRNA, coaple 
t« cds. //3. 6e-60: 504: 78//L169S3 

R-HEMBA I 000030//F. rubripes GSS sequence, clone 063KI0bD3. genoaic 
survey sequence. //0. 28: 117: 6S//Z88864 

R-HEMBA 1Q00042//RPC) 1 1-77G23. TV RPCI11 Hoao sapiens genoaic clone 
R-77G23, genoaic survey sequence.//). 3e-56: 292: 97//AQ268240 
R-HEMBA 1 00004S//Hoao sapiens chroaosoae X aap Xq2B. coaplete seque 
nee. //9. Be- 56 : 401 : 82//U82696 

R-H£MBA1000050//Huaan cosaid insert containing polymorphic Barker 
DXS455.//0. 00)0: 175: 68//L31 948 

R-HEMBA 1000076//Hoao sapiens clone 03)021120. WORKING DRAFT SEQUEN 
CE. 6 unordered pieces.//4. 9e-41 :364: 79//AC005520 
R-HEMBA 10001 1 1 //Hoao sapiens Xp22 BAC GSH6-519E5 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //4. 7e-30: 229: 84//AC003684 
R-HEMBA 1 000 1 2 9/ /Hoao sapiens chroaosoae 17. clone HCIT48C15, coapl 
ete sequence. //2.4e-93: 503: 93//AC0031 04 

R-teMBA) 000 141 //Hoao sapiens aRNA for K1AA0797 protein, partial cd 
s. //6. 5e-99 : 5 I 4 : 94//AB0 1 8340 

R-HEMBA 1 000 1 50/ /Hoao sapiens clone RG086003. WORKING ORAFT SEQUENC 

E. 3 unordered pieces.//2. 7e-37: 289:83//AC005060 

R-HEKBAt 0001 56//Hoao sapiens scaffold attachaent factor 8 (SAF-B) 

aRNA, partial cds.//3. le-21 :417:64//L43631 

R-HEMBA I 0001 58 

R-HEMBA) 0001 68 

R-tSMBA 10001 80//PI asaod iua falciparum encoding Pfg27/2S.//0. 073:29 
2: S6//X 84904 

R-t€MBA1000185//Hoao sapiens clone DJ0693N11. WORKING DRAFT SEQUEN 
CE. 7 unordered pieces.//5. 3e-40: 286: 85//AC006146 
R-HEMBA] 0001 93 

R-tdfBAl 000201 //Hoao sapiens SNFS/INI1 gene, exon 9.//2.0e-24: 137: 
99/A17I26 

R-HEMBAI00021 3//Caenorhabdi tis elegans cosaid C44C8.//0. 025: 192:68 
//AFI00655 

R-HEHBAI 00021 6//Huaan Chroaosoae 16 BAC clone CIT987SK-A-815A9, co 
aplete sequence. //2. 5e-31 : 269: 79//AF00 1548 
R-HEMBA1 000227 

R-HEMBA 10002 31 //Hunan DNA sequence froa PAC 212P9 on chroaosoae Ip 
34. 1-1p35. Contains delta opiate receptor. CpG island. CA repeat,. 
//4. 3e-24 : 400 : 68//AL0091 81 

R-HEMBA) 000243//Hoso sapiens chroaosoae 17, Neurof ibroaatosis 1 I 
ocus, coaplete sequence.//). 3e-)9:319:69//AC004526 
R-HEMBA 1 000244 

R-HEMBA 1 0002 51 //Me! oidogyne hapla mitochondrial COII gene. 3' end 
of cds; transfer RNA-His gene: 16S ribosoaal RNA gene: ND3 sene, c 
oapiete cds: cytochroae b (cytb) gene. S' end of cds. //0. 1 6: 338:60 
//L76262 

R-HEMBA t 0002 64//Hoao sapiens genoaic DNA. chroaosoae 2 )q 22.2 (Down 
Syndrome region), segment 5/15, WORKING DRAFT SEQUENCE. //0. 00093: 
300:66//AP00001 2 

R-HEMBA 1000 2 80//Hoao sapiens Xp22 BAC GSHB 526021 (Genoae Systeas 
Huaan BAC library) coaplete sequence. //3. Se-10: 238: 70//AC003037 
R-HEMBA) 000282//Arabidops is thaliana BAC IG002PI6. //0. 7) : 344:60//A 
F007270 

R-HEM8A1 000288//Hoao sapiens Xp22 PACs RPC11-Z63P4 and RPC1I-164K3 
complete sequence. //4. 8e-33: 267 : 82//AC003046 

R-HEHBAI 000 2 90//Hoao sapiens chroaosoae 17, clone HRPC837J1. coapl 
ete sequence. //2.2e-l5: 249: 69//AC004223 

R-HEMBA 1000302//C I T-HSP-2173N 10. TF CIT-HSP Hoao sapiens genoaic cl 
one 2173N10, genoaic survey sequence. //). 0: 21 5: 61//B9S105 
R-HEMBA 1000 3 03//Mus ausculus Plenty of SK3s (POSH) aRNA, coaplete 
cds. //I. Oe- 77:551 : 82//AFO30I31 

R-HEMBA 1 000304//Rattus norvegicus Ca2+~dependent activator protein 
(CAPS) aRNA. coaplete cds. //2. Oe-96: 546: 90//U1 6802 
H-HENBA1Q003D7//MUS ausculus aRNA for CDV-1 protein. //3. 8e-3S:315: 
68//T 10496 

R-HEMBA 10003 33//P I asaod iua falciparum 3D7 chroaosoae 12 PFTACI81 g 
enoaic sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //0. 07 
8: 379: 59//AC005505 

R-HEMBA 1 0003 38//Huaan DNA sequence **e SEQUENCING IN PROGRESS ete 
froa clone 620E11, WORKINC DRAFT SEQUENCE. //2. Oe-33: 399: 72//AL0316 
67 

R-HEI&AI0003S1//Hoao sapiens coaplete genoaic sequence between D16 
S3070 and 016S3275. containing Familial Mediterranean Fever gene d 
i seise.//). 7e-39: 272:B7//AJ003147 

R-HEMBA 1000355//Huaan primary AJu transcript. //0. 0045: 67: 8S//U6782 
9 

R-HEMBA 1000357//Hoao sapiens (subclone 9_h8 froa PI HI6) DNA seque 
nee. //8. 7e-93 : 426 : 88//L42086 

R-HEWBA 1 000366/ /Hoao sapiens PAC clone DJ0942II6 froa 7q!1, coaple 
te sequence. //1 . 7e-l 2: 1 30 : 83//AC00601 2 
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R-HEM&A1Q00369//Huaan DNA sequence froa clone 1039K5 on chroaosoae 
22ql2. 3-13.2 Contains gene similar to PICK) perinuclear binding p 
rotein. gene siailar to aonocarboxy I ate transporter (ITCT3), ESTs, 
STS, CSS and a CpG island, coaplete sequence. //I. 9e-69: 355:97//AL0 
31587 

R-HEMBA 1 000 37 6//Hoao sapiens chroaosoae 19, BAC C I T— B-393 i 1 5 (BC30 
1323). coaplete sequence. //3.7e-66: 41 0:89//AC0061 16 
R-HEMBA 1000 38 7//Hoao sapiens chroaosoae 17. clone KCITI69H9, WORK! 
NG DRAFT SEQUENCE, 6 unordered pieces.//2. Oe-43: 363: 8I//AC002993 
R-HEMBA 1000390//Hoao sapiens BAC clone RG04ID1I froa 7q21, coapiet 
e sequence. //4. 6e-23 : 41 7: 69//AC0050S3 

R-KEMBA1 000392//Huaan Chroaosoae 1 1 p$ 4. 3 PAC clone pOJ59a18, coapl 
ete sequence. //6. 2e-05 : 1 74 : 68//AC004582 

R-HEMBA 1 00D396//Hoao sapiens DNA sequence froa PAC 159A1S on chroa 
osoae Xpl 1 . 21 -pi 1 . 23. Contains inter-alpha-trypsin inhibitor heavy 
chain H3 precursor-like protein. //1. 4e-62: 564: 77//AL022575 
R-HEMBA 1 0004 11 

R-HEMBA 1 0004 18//Li verwort Merchant ia polymorphs chloroplast genoae 
DNA. //0. 94: 210:60//X04465 

R-HEMBAI000422//C I T-HSP-2382A6.TR CIT-HSP Hoao sapiens genoaic clo 
ne 23B2A6. genoaic survey sequence. //4. 4e-l 2: 98: 92// AQ078233 
R-HEMBA I Q00428//Huaan DNA sequence froa clone 393P23 on chroaosoae 
Xq21. 1-21. 33. Contains CSSs, coaplete sequence. //2. Qe-93: 526: 90// 
295400 

R-HEM8A1 000434//Hoao sapiens clone DJ0209019, WORKING DRAFT SEQUEN 
CE, 12 unordered pieces. //2. 7e-07:452:60//AC004826 
R-HEHBAI 000442//E. cabal I us aicrosatel I i te DNA, clone HMB4. //0. 39: 1 
35: 62//T07733 

R-HEM8A1 000456//PI asaodiua falciparua DNA tee SEQUENCING IN PROGRE 
SS tee froa contig 4-52. coaplete sequence. //2. 6e-05: 1 74: 70//AL0I0 
226 

R-HEMBA10004S9//Arabidopsis thaliana putative transaeabrane protei 
n Clp (AtGI), putative nuclear ONA-binding protein G2p (AtC2). Eal 
pr-otein (ATEM1), putative chlorophyll synthetase (AtG4). putative 
transaeabrane protein G5p (AtCS), putative acyl-coA dehydrogenase 
(AtG6), and calcium dependent protein kinase genes, complete cds: 
and unknown genes. //0. 013:212:63//AF049236 
R-HEMBA 1 00046 0//Hoao sapiens PAC clone DJ0593H12 froa 7p31. coaple 
te sequence. //8. 6e-l 14: 556: 98//AC0O4839 

R-f€MBAI000464//Caenorhabdtt is elegans cosaid C3487, complete sequ 
ence. //0. 086 : 334: 6I//Z83220 

R-HEMBA 1 00046 9//Hoao sapiens BAC clone RG442F18 froa 2, coaplete s 
equence. //1 . 8e-52 : 472 : 79//AC005I04 

R-HEMBA 1 000488//, coaplete sequence. //3. 3e-68: 200: 99//AC005500 
R-HEMBA I 000490//Caenorhabdi t is elegans cosaid T53C12B. coaplete se 
quence.//0. 97:233: 61//Z99278 
R-HEMBA 1000491 

R-HEMBA 1 000504//P I asaod i ua falciparua DNA *«* SEQUENCING IN PROGRE 
SS *** froa contig 3-64. coaplete sequence. //!. 7e-08: 440: 60// AL009 
014 

R-KCMBA1 000505//Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-seal I cell lung cancer . s 
egaent 1/11.//0. 37: 1 89: 62//AB020858 

R-HEMBA 1000S08//Huaan DNA sequence froa coswid V210E9, between aar 
ken DXS366 and DXS87 on chroaosoae X.//1. le-2S:248:80//Z70280 
R-1CMBA1 00051 8//RPC111 -6022. TV RPCI-11 Hoao sapiens genoaic clone 
R PCI-1 1-6022, genoaic survey sequence. //0. 0035: 293: 6I//B49544 
R-HEMBA 10005 19 

R-HEMBA 1000520//Arabidops is thaliana chroaosoae II BAC F10AI2 geno 
aic sequence, coaplete sequence. //0. 30: 255: 63// AC006232 
R-HEJB3A 100052 3//Huaa n cleavage stiauiation factor 77kDa subunit aR 
MA. coaplete cds.//1. 2e-53: 203 :92//Ul 5782 

R-HEM8A100053I//CIT-HSP-388J17.TR CIT-HSP Hoao sapiens genoaic clo 
ne 388J17, genoaic survey sequence. //2. 7e-24: 137: 99//B5563B 
R-HEMBA I 000540//Huaan DNA sequence **# SEQUENCING IN PROGRESS *«* 
froa clone 510011. WORKING ORAFT SEQUENCE. //0. 00014: 329: 60//Z98044 
R-HEMBA I 00054S//Hoao sapiens Xp22 BAC CS-619J3 (Genoae Systeas Hua 
in BAC library) coaplete sequence. //6. 9e-87: 552: 87//AC004 103 
R-HEMBA I000555//Huaan DNA sequence **t SEQUENCING IN PROGRESS att 
froa clone 134019, WORKING DRAFT SEQUENCE. //8. 9e- 121 : 584: 98//AL034 
S5S 

R-HEMBA )000557//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-44M 
2, coaplete sequence. //S. 7e-45: 307 : 87//AC004381 
R-HEMBA 1000561 //Mu s ausculus clone OST20235, genoaic survey seauen 
ce. //I. 3e-43: 279: 90//AF046762 

R-HEMBA 1000S63//P1 asaod iua falcipsrua chroaosoae 2, section 5 of 7 
3 of the complete sequence. //3. 8e-05: 506: S6//AE00I368 
R-HEMBA 1000568//RPC 1 1 1-49P8. TK. 1 RPC 111 Hoao sapiens genoaic clone 
R-49PS, genoaic survey sequence. //!. 7e-1 01 :498:97//AQ1 16293 
R-HEMBA 1000569 
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R-HEMBA10QQ$7S//Huaan DMA sequence *«• SEQUENCING IN PROGRESS *«» 
fro* clone 754E20, WORK INC DRAFT SEQUENCE.//! . 3e-47: 458: 7S//AL02 23 
35 

R-HEM8A 1 000588/ /Mu s ausculus Fll-LRR associated. protein-1 eRNA, co 
aplete cds.//2. 9e-62:447:81//AF04S573 

R-HEMBA 1 000591 //Hoao sapiens aRNA for EIB-55kDa-assoc i ated protei 
n. //1 . 2e-1 1 1 : 591 : 94//AJ007S09 

R-HEMBAI00Q592//PI asaod i ua falciparua ONA «t* SEQUENCING IN PROCRE 
SS *** froa contig 4-10, coaptete sequence. //3. Se-09: 421: 60//AL010 
216 

R-HEM8A1 000594/ /Hobo sapiens clone RG004N09. VORK INC ORAFT SEQUENC 
E, 5 unordered pieces.//!. le-1 5:421 :66//AC005044 
R-HEMBA 1 000604/ /HS_2 220_A 1 _G 1 0_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate=2220 Co I = 1 9 Row=M. gen 
oaic survey sequence.//!. Qe-51 : 306 :92//AQ1 51 991 
R-HEMBA 1 000608 

R-HEMBA 100062 Z//H. sapi ens CpG island ONA genoaic Msel fragaent, cl 
one 1 S5e4, reverse read cpg155e4. rtla.//4. 5e-16: 105:98//ZS6962 
R-HEMBA I 0006 3 6//Hoao sapiens genoaic ONA, chroaosoae 2!q22. 2 (Doan 
Syndroae region), segaent 1/15, VORK INC DRAFT SEQUENCE. //4. 8 e-6 2: 
421 : 86//AP000008 

R-HEM8A I 000637//Hoao sapiens aRNA for KIAA0690 protein, partial cd 
s. //I . 2e-97: 443 : 97//AB01 4590 

R-HEMBA 10006 5 5//Hoao sapiens chroaosoae 19. cosaid R26349, coaplet 
e sequence. //9. 8e-61 : 31 1 : 90//AC005953 
R-HEMBA1 000657 
R-HEMBA 1000662 

R-t£M8A1000673//Huaan DNA sequence froa PAC 448E20 on chroaosoae X 
q 26. 1 contains ESTs and STS.//1.0e-13:351:63//Z97196 
R-HEMBA 10006B2//Hoao sapiens clone DJ1136G02, VORK INC DRAFT SEQUEN 
CE. 4 unordered pieces. //I. 2e-50: 298: 79//AC00S377 
R-HE1®A10Q06B6//HS_3018_B1_H10_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3018 Col=19 Row=P. gen 
oaic survey sequence. //0. 00048: 210: 62//AQ093S1 3 
R-HEM8A1000702//Hoao sapiens clone 0J241PI7. VORK INC ORAFT SEQUENC 
E, 7 unordered pieces. //9. 7e-54: 317: 88//AC005000 
R-t€M8A1000705//Glossonotus univittatus 12S ai tochondri al ribosoaa 
1 RNA, saall subunit, ai tochondrial gene, partial sequence. //0. 08 
0: I 38:6S//U77850 

R-HEMBA10007I9//Rat tus norvegicus aRNA for TESK1, coaptete cds.// 
0. 96 : 291 : 58//D50864 
R-HEMBA 1000722 

R-HEMBA1 000726//Hoao sapiens PAC clone DJ0701016 froa 7q33-q36, co 
■pi ete sequence. //4. 4e-26:284: 77//AC005S31 

R-HEMBA 1000727//P I asaod iua falciparua ONA m SEQUENCING IN PROGRE 
SS •** froa contig 4-89, coaplete sequence. //9. 1 e-05: 351 : 60//AL010 
266 

R-t€MBA1000747//Hoao sapiens ONA sequence froa PAC 124C6 on chroao 
soae 6q21 . Contains genoaic Barker D6S1603. ESTs. CSSs and a STS w 
ith a CA repeat polyaorphisa, coaplete sequence. //2. 5e-16 : 1 23 : 93// 
AL021 326 

R-HEMBA! 000749//Huaan Chroaosoae 16 BAC clone CIT987SK-327024. coa 
pi ete sequence. //2. 8e-32: 298:79//AC003108 

R-HEMBA 10007 5 2//Huaan DNA sequence froa PAC S0AI3 on chroaosoae Xp 
11. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2, P3) precur 
sor (ATP5G1, ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. Conta 
ins polymorphic CA repeat. //2. 8e-9Q: 542: 90//Z92S45 
R-HEMBA 1000 7 6 9//Hoao sapiens P! clone GSPI3996 froa Sql2, coaplete 
sequence. //2.7e-36; 405 : 7S//AC005031 
R-HEMBA 10007 7 3//H$_3050_A2_B08_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone P1ate=3050 Co I - 1 6 Row=C. gen 
oaic survey sequence. //0. 00053: 268: 60//AQI 056 19 
R-HEMBA1 000774//Hoao sapiens PAC clone DJ0630C24 froa 7q31-q32, co 
ap I e t e sequence. //4. 7 e-46 : 338 : 8S//AC004690 

R-HEMBA 1 Q0079!//et*ALU WARNING: Huaan Aiu-Sc subfaaily consensus s 
equence.//5. 3e-47 : 279 : 91//UI 4571 

R-HEMBA 10008 1 7//Sequence 1 froa Patent VO 8904839. //0. 86: 1 48: 67// 1 
09339 

R-HEM8A1 00082 2//T. brucei kinetoplast aasicircle variable region DN 
A. //0. 00061 : 246 : 61//ZT 5118 

R-HEMBA) 0008 2 7//Hoao sipiens Ser/Arg-rel ated nuclear aatrix protei 
n (SRH160) aRNA, coaplete cds. //6. 9e-43 : 228: 98//AF048977 
R-HEMBA 1 000843//Hoao sapiens DNA sequence froa clone 5I1B24 on chr 
oaosoae 20ql1.2-12. Contains the TOPI gene for Topoi soaerase I, th 
e PLCGt gene for 1-Phosphet i dyl inosi tol-4, 5-B i sphosphate Phosphodi 
esterase Caaaa 1 (EC 3.1.4. II, PLC-Gaaaa-1, Phospholipase C-Gaaaa- 
1 PLC-II, PLC-148), the KIAA0395 gene for a probable Zinc Finger H 
oaeobox protein and a 60S Ribosoaal Protein L23 LIKE pseudogene. C 
ontains a predicted CpG island, ESTs, STSs and GSSs, coaplete sequ 
ence. //1 . 7 0 — 41 : 319: 84//AL022394 
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R-HEMBA 1000851 //A rabidops is thatiana chroaosoae I BAC T14N5 genoai 

c sequence, coaplete sequence. //0. 40: 168:67//AC004260 

R-HEMBA 1 0008 S2//Hoao sapiens Xp22 bins 3-5 PAC RPCI4-617A9 (Roswel 

1 Park Cancer Institute Huaan PAC Library) containing Arylsul fatal 
e 0 and E gene*, coaplete sequence.//!. 5e-ll2: 572: 96//AC005295 
R-HEMBA 1 00086 7//Hoao sipiens clone DJ0971C03, WORKING ORAFT SEQUEN 
CE, 18 unordered pieces. //0. II : 121 : 71// AC004938 

R-EEMBA 1 000869/ /Hoao sapiens chroaosoae I6p11.2 BAC clone CIT987S 
K-A-180C2, WORKING DRAFT SEQUENCE. 5 unordered pieces.//3. 2e-22: 18 
6:76//AC002042 

R-HEMBA 1 000870//Huaan BAC clone GS542D18 froa 7q3l-q32, coaplete s 
equence. //0. 0060 : 283 : 63//AC002528 

R-HEMBA1000872//Rat tus norvegicus polyaorphic satellite repetitive 
eleaents. //3. 8e-05: 269: 61//M98801 

R-HEMBA 1 00087 6//HOBO sapiens chroaosoae 12pl3.3 clone RPCI1-96H9, 
VORK INC DRAFT SEQUENCE. 66 unordered pi eces. //6. 5e-38: 327: 77//AC00 
6057 

R-HEMBA1000908//CIT-HSP-2373I4. TR CIT-HSP Hoao sapiens genoaic clo 
no 237314, genoaic survey sequence. //5. Oe-34: 221 : 90//AQ1 086 58 
R-HEMBA1 00091 0//T. pi gaentosa 1*1060 aacronuclesr rONA teloaeric re 
gion 3' tera.//D. 1 9: 280: 61//X04205 

R-HEIBA1 000918//RPC1 1 1 -68EI4. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-68E14, genoaic survey sequence.//!. 3e-32: 172: 100//AQ267293 
R-HEMBA 10009 19 

R-HEMBA1 000934//Hoao sapiens DNA sequence froa PAC 874C20 on chroa 
osoae 6p22. 1-22.3. Contains a Zinc Finger Protein ZFP47 LIKE gene, 
a Zinc Finger Protein pseudogene and a Zinc Finger Protein SRE-ZB 
P pseudogene. Contains ESTs, STSs and CSSs, coaplete sequence. //2. 
6e-l8: 284: 71//AL021997 

R-HEMBA) 000942//Hoao sapiens clone RG350L10. VORK I MG DRAFT SEQUENC 
E. 15 unordered pieces.//!. 4e-1 7: 217: 76//AC005098 
R-HEM8A1 000943//Hoao sipiens chroaosoae 17, clone hRPK. 640_I_1S, c 
oaplete sequence. //9.0e-1 1 3: S86 : 95//AC005324 

R-HEMBA 1 000946//T5N8TFB TAMU Arabidopsis tha liana genoaic clone T5 

N8, genoaic survey sequence. //0. 030: 369 : 59//B26224 

R-HEMBA 1 000960//Hoao sapiens clone RG339C12, WORKING DRAFT SEQIENC 

E. 10 unordered p i eces. //2. Se-52: 494: 77//AC005096 

R-HEMBA 1 000968//Hoao sapiens PI clone 797*11 containing IWC class 

II DQ-beta (HLA-DQ8) and NHC class II OC-alpha (HLA-OCA) genes, co 

■plete cds. //3. 5e-77 : 568: 83//U92032 

R-HEMBA1 00097I//RPC1 1 1-S4DI . TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-54DI, genoaic survey sequence. //2. 3e~27: 153:98//AQ08)S52 
R-HEMBA 1 000972//Huaan ONA sequence froa clone 111 F4 on chroaosoae 
Xq23 Contains GSSs. coaplete sequence. //7. 3e-43: 375: 79//AL023876 
R-HEM8A1000974//Hcao sapiens clone DA0091H08. coaplete sequence.// 
2. 8e- 104: 521 : 97//AC00481 7 

R-HEMBA 1 00097 5//Huaan DNA sequence froa clone 105016 on chroaosoae 
Xpl 1 . 3-1 1 . 4 Contains pseudogene siailar to laainin-bind ing protei 
n, CA repeat. STS, coaplete sequence. //8.0e-22: 352: 6B//AL031 311 
R-HEMBA) 00098 5//Hoao sapiens PAC clone DJ0797C05 froa 7q31, coaple 
te sequence. //8. 5e-05 : 306 : 63//AC004888 

R-HEMBA I 000 986//HO ao sapiens clone RC031N19, VORK ING DRAFT SEQUENC 
E. I unordered p i eces. //5. 7e-37: 296: 83//AC005632 
R-HEMBA 100099 1 //RPC 1 11-2201 7. TVB RPCI-11 Hoao sapiens genoaic cion 
e RPC I -11 -2201 7, genoaic survey sequence. //6. 5e-44: 162: 90// AQ0089S 

2 

R-HEMBA 1001 007 

R-HEMBA 1001 008/ /Hobo sapiens chroaosoae 16, PI clone 79-2A (LANL), 
coaplete sequence. //0. 082:313: 60//AC005365 
R-HEMBA 1 00 10D9//0. sativa osr40g2 gene.//0. 99:203:62//Y08987 
R-t£M8AI001017//Hoao sapiens aRNA for KIAA0468 protein, coaplete c 
ds. //I . Oe-l 1 3 : 587 : 95//AB007937 

R-HEIffiAlOOlOl 9//8os taurus eye I in-dependent kinase 1 (cdk1/cdc2) a 
RNA, coaplete cds.//7.4e-24:2l5:82//L26547 

R-HENBA1 00 1 020//Huaan DNA sequence **e SEQUENCING IN PROGRESS *** 
froa clone 732E4, WORKING DRAFT SEQUENCE. //2. 8e-1 8:449 :64//AL00872 
2 

R-HEMBA 1 00 1022 

R-t£MBA!001024//Hoao sapiens BAC clone 393122 froa 8q21. coaplete 
sequence. //6. 6e-48 : 536 : 74//AF07071 7 

R-HEMBA 100 1G26//T33H14TF TAMU Arabidopsis thaliana genoaic clone T 
33H14, genoaic survey sequence. //0. 013: 180:66//B97363 
R-HEMBAI001043//Caenorhabdi t is elegans cosaid RIOHIO, coaplete seq 
uence.//l.2e-25:438:65//Z70686 

R-HEM8A 1001051/ /Hoao sapiens 12q24. 1 PAC RPCI3-521E19 (Roswell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //7. 3e-38: 
1 88 : 89// AC0042 1 7 

R-HEMBA 1 001 052//Rabb i t alpha-l-globin gene to theta-l-globin pseud 
ogene region. //2. 4e-24: 279: 74//X04751 

R-HEMBA 1001 06 0//HS_2056_B1_C01_NR CIT Approved Huaan Genoaic Spera 
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Library 0 Hoao sapiens genoaic clone Plate=2056 Col = 1 Row=F, geno 
aic survey sequence.//*. 1e-l 4: 1 37: 83//AQ245004 
R-HENBAI 001 07I//M. ausculus C0L3A1 gene for collagen alpha-1. //6. 9 
e-38 : SI 3 : 70//X52046 

R-HEMBA 1 001 077//Hu»an DNA sequence eta SEQUENCING IN PROCRESS 
froa clone 150C2. WORKING DRAFT SEQUENCE. //I. 9e-22: 507: 61 //AL0223I 

8 

R-HEMBA1001080 

R-HEMBA 1001 08S//Huaan Chroaosoae I 5q26. I PAC clone pDJ290i21 conta 
ining fur. fes. and alpha aannosidase I lx genes. IORKINC DRAFT SEQ 
UENCE, 9 unordered piece*. //2. 2e-43: 317: 83//AC0O4586 
R-HEMBA1001088//C>enorhabdi t is elegans cosaid Cl 8H7. //O. 46:301 : 60/ 
/AF067607 

R-tOBA10D1094//Hoao sapiens clone RG491N20. coaplete sequence.// 
5. 3e-98: SOI : 96//AC00SI05 
R-HENBAI 001099 

R-HEJBA1 OOI 1 09//Huaan DNA sequence **a SEQUENCING IN PROGRESS **t 
froa clone I18J21, WORK INC DRAFT SEQUENCE. //3. 1 e-39: 335: 80//AL0335 
27 

R-HENBAI 001 1 2I//Huaan cosaid LL12NC01-1328I 1A. ETV6 gene, intron 
2.//9. 8e-ll : 122:61 //U8 I 833 

R-HENBAI 001 1 22//PI asaodiua falciparua MAL3P6, coaplete sequence.// 
0.0024: 284: 63//Z98551 

R-HENBAI 001 1 23//Huaan NFE genoaic f ragaent. //3. 6e-26: 318: 72//N985I 
1 

R-HENBAI 001 133 

R-HEMBA 1 0011 37//Howo sapiens full length insert cDNA clone ZD29F0 
4. //4. 2e-88: 426: 98//AF086241 

R-HENBAI 001 140//Hoao sapiens clone RG228D17. WORKING DRAFT SEQUENC 

E. 2 unordered pieces. //4. Oe-41 : 304: B4//AC00S077 

R-HEMBA 1 001 1 72//Huaan DNA sequence »*• SEQUENCING IN PROGRESS *** 

froa clone 54B20, WORKING DRAFT SEQUENCE. // 3. 7e-36: 261 : 8S//Z98304 

R-HEK8A1 001 174//PI asaodiua falciparua chroaosoae 2, section 35 of 

73 of the coaplete sequence. //1 . 0: 219: 58//AEOOI 398 

R-HENBAI 001 197 

R-HENBAI 001 208//H$_22J3JU _G10_IIF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2233 Co I =1 9 Row=M. gen 
oaic survey sequence. //0. 083 : 174: 68//AQ1 70789 

R-HENBAI 00 1226//Hoao sapiens clone 0J1136G02, WORKING DRAFT SEQUEN 

CE, 4 unordered pieces. //5. 1 e-59: 553: 75//AC005377 

R-HENBAI 001 235//RPC1 1 1 -50E6. TJ RPC 1 1 1 Hoao sapiens genoaic clone 

R-50E6, genoaic survey sequence. //2.6e-08: 97 : 76//AQ052666 

R-t£N8AI001247//Caenorhabditis elegans cosaid C01F1 . //2. 4e-05: 319: 

63//U58761 

R-HENBAI 001 2S7//Rattus norvegicus alpha-aethy lacy 1-CoA raceaase aR 
NA, coaplete cds.//l. Se-24:439: 66//U89905 

R-HENBAI 001 265//Hoao sapiens 8AC clone RG139P11 froa 7ql1-q21, coa 
plete sequence. //9.9e-21 : 537 : 63//AC004491 

R-HENBAI 00 1 28 1 //Hoao sapiens chroaosoae 17, clone HCIT75G16, coapl 
ete sequence. //0. 022: 169:65//AC003042 
R-HENBAI 001 286 
R-HENBAI 001 289 

R-HENBAI 001 294//HS_32l9_A2_G01_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3219 Col-2 Row=M, geno 
aic survey sequence. //0. 24:251 : 63//AQI89882 

R-HEM8A1 001 299//Hoao sapiens, clone hRPK. I2_A_1, coaplete sequenc 
e. //I. 36-38:381 :76//AC006222 

R-HENBAI 001 302// cDNA encoding a huaan hoaologue of a aouse novel p 
olypeptide derived froa stroaal cel I.//4. le-28: 114: 92//EI 2258 
R-HENBAI 001 303//PI asaodiua falciparua DNA *** SEQUENCING IN PR0GRE 
SS »»* f roe NAL1PI. WORKING 0RAFT SEQUENCE. //0. 0001 1 : 382:58// AL031 
744 

R-HENBAI 001 310 

R-HENBAI 001 31 9//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence. WORKING DRAFT SEQUENCE. 3 unordered pieces.//*. 2 
e-09: 491 : 58//AC005504 

R-HENBAI 001 32 3//Drosophi la yakuba aitochondr ial DNA aolecule. //8. 3 
e-06 : 485 : 6Q//XQ3240 

R-HENBAI 001 32 6//Hoao sapiens DNA sequence froa BAC 5SC20 on chroao 
soae 6. Contains a Spinal Nuscular Atrophy (SNA3) LIKE gene overta 
pping with a beta-gl ucoron idase LIKE pseudogene. Contains a aenbra 
ne protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydroge 
nase (CAPDH) LIKE pseudogene, five predicted tRNA genes. Contains 
ESTs, CSSs (BAC end sequences) and a CA repeat polyaorphisa, coapl 
ete sequence. //2.2e-l4:277:69//AL021368 

R-HENBAI 001 327//Huaan DNA sequence froa clone 522P13 on chroaosoae 
6p21. 31-22. 3. Contains a SOS Ribosoaal Protein L21 pseudogene and 
an HNRNP A3 (Heterogenous Nuclear Riboprotein A3. FBRNP) pseudoge 
ne. Contains ESTs, STSs and CSSs, coaplete sequence. //Q. 15:360:61/ 
/AL024509 
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R-HEMBA 10013 30/ /Hoao sapiens 12q24 PAC RPCII-66E7 (Roswell Park Ca 
ncer Institute Huaan PAC library) coaplete sequence.//!. 3e-27: 481 : 
67//AC004216 

R-HENBAI 001 351 //Hoao sapiens chroaosoae 18, clone hRPK. 474_N_24, c 
oaplete sequence. 1/1. 1e-45: 252: 94//AC006238 

R-HENBAI 00 136 1 //Hoao sapiens chroaosoae 9, clone hRPK. 202_H_3. coa 
plete sequence. //1 . 4e-1 13:569: 97//AC006241 

R-HENBAI 001 3 75//Hoao sapiens full length insert cDNA clone ZE09H0 
3. //2. 8e-89: 428 : 99//AF086542 

R-HENBAI 001 3 77//Hoao sapiens PAC clone DJ0728D04. coaplete sequenc 
e.//2. 3e-32 : 324 : 77//AC004865 
R-HEN8A1 001 383 
R-HENBAI 00 1387 

R-HENBAI 00 I 388//Hoao sapiens clone RG189J21, WORKING DRAFT SEQUENC 
E, 15 unordered pieces. //8. 9e-06: 108:83//AC005073 
R-KENBA t 00 1391 //Yeas t ai tochondr i al aapl gene for ATPase subunit 
8. //I. 3e-08: 500 : 59//X00960 

R-HENBAI 00 I 398//Hoao sapiens genoaic DNA. chroaosoae 21q11.1, sega 
ent 21/28, WORKING ORAFT SEQUENCE. //2. 3e-48 : 31 5:88// AP000050 
R-HEMBA 1 001 40S//Huaan DNA sequence «M SEQUENCING IN PROGRESS eta 
froa clone 50024, WORKING ORAFT SEQUENCE. //5. 5e-35 :464:68//AL03438 
0 

R-HENBAI 001407 

R-HENBAI 00 1 41 1 //Yeast (S. cerevi siae) ai tochondr ia Ser-tRMA-UCN gen 
e and f I anks. //0. 00029: 301 : 62//K01 981 
R-HENBAI 001413 

R-HENBAI 001 41 5//Huaan ONA sequence at* SEQUENCING IN PROGRESS *'* 
froa clone 41018. WORKING DRAFT $EQUENCE.//5.6e-lQ1:512:96//AL0317 
32 

R-HENBAI 00 1432//Hoao sapiens clone DJ0693N11. WORKING DRAFT SEQUEN 
CE. 7 unordered pieces. //6. 3e-37: 302: 81//ACQ06146 
R-HEMBA 1 00 14 33//Hua an DNA sequence froa PAC 339A18 on chroaosoae X 
Oil- 2. Contains KIAA0178 gene, siai tar to ai tosis-specif ic chroaos 
oae segregation protein SNC1 of S. cerevisiae, ONA binding protein 
siailar to URE-B1, ESTs and STS.//l.9e-32:242:79//Z97054 
R-HEMBA 100 143 5//Hoao sapiens chroaosoae 21. Neurof ibroaatosis 1 (N 
FI) related locus, coaplete sequence. //5.7e-59:457:82//AC004527 
R-HENBAI 00 1442//Huaan DMA sequence froa PAC 507115 on chroaosoae X 
q26. 3-27. 3. Contains 60S ribosoaal protein L44 (L41. L36) like gen 
e. ESTs. STSs and a polyaorphic CA repeat. //0. 051 : 276.63//Z98950 
R-HEIBA1Q01446//H$_3207_A1_A08_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3207 Co I = 1 5 Row=A, gen 
oaic survey sequence. //8. 9e-06: 119: 73//AQ1 75385 
R-HENBAI 001 450//Hoao sapiens BAC clone RC1I4819 froa 7q31.1, coapl 
ete sequence. //0. 0043 : 266:63//AC00506S 

R-HENBAI 00 1 4S4//Ho*o sapiens PAC clone DJ0673011 froa 7q3l. coaple 
te sequence. //7. le-25: 210:82//AC004855 

R-HENBAI 00 1455//Hoao sapiens chroaosoae 17. clone hRPK. 640_l_l 5, c 
oaplete sequence. //I. 7e-08: 316:62//AC005324 

R-HEMBA 100146 3//Hoao sapiens chroaosoae 17, clone hRPK. 1064_E_11. 
coaplete sequence. //0. 57: 21 9: 60//AC005208 

R-HENBAI Q01476//HOBO sapiens clone OJ0607J02. WORKING ORAFT SEQUEN 
CE, 12 unordered pieces.//9. 3e-50:252:80//AC004840 
R-HENBAI 00 1478 
R-HENBAI 001497 

R-HEM8A100I510//Huaan HLA class III region containing cAMP respons 
e eleaent binding protein-related protein (CREB-RP) and tenascin X 
(tenascin-X) genes, coaplete cds, coaplete sequence. //3. 5e-4t : 28 
2:86//U89337 

R-HEM8A100151 S//Huaan DNA sequence froa PAC 238J17 on chroaosoae 6 

q22. Contains EST and STS.//1 . 9e-79:529:86//Z98753 

R-HENBA 100151 7//Hoao sapiens BAC clone RG459NI3 froa 7p1S, coaplet 

e sequence. //A. 3e- 1 8 : 335 : 7I//AC004549 

R-HENBAI 00 1 522 

R-HEMBA100I S26//Huaan DNA .sequence froa cosaid 444G9 froa a contig 
froa the tip of the short era of chroaosoae >6. spanning 2Mb of I 
6p1 3. 3 Contains ESTs and CpG islands, .//S.6e-08: 265 :67//Z98258 
R-t€MBA100l533//Huaan DNA sequence froa PAC I79M20 on chroaosoae 2 
0 q 12-13. 1. Contains adenosine deaainase (ADA), placental protein D 
i f f 33, CA repeat, ESTs, STS.//7.8e-16:235:72//Z97053 
R-HENBAI 00 1 557 

R-HENBAI 00 1 566//Huaan Chroaosoae X clone bWXDI87. coaplete sequenc 
e. //t. 2e-44: 41 6 : 78//AC004383 

R-HENBAI 00 1 S69//$equence 15 froa patent US 5693476.//1 . 8e-59:389:8 
8// 1 77040 

R-HENBAI 00 1 S70//Hoao sapiens PAC clone DJ0844F09 froa 7p12-pl3. co 
aplete sequence. //I. 1 e-44: 316:87//AC0044S3 

R-HEMBA 1 00 1579//P I asaodiua falciparua 307 chroaosoae 12 PFYAC357 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 7 unordered pi eces.//0. 00 
47 : 437 : 60//AC005506 
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R-HEMBA 100 1 58 1 //P. falciparua coaplete gene aap of plast id-1 ike DNA 
( 1 R-B) . //2. 3e-07 : 491 : 5B//X95276 

R-HEMBA 1 001 S85//Caenorhabd i t i s elegant coin id C06A6.//0. 68:224:67/ 

/U41012 

R-HEMBA 1001 589 

R-HEMBA1001595//CIT-HSP-2349G19. TF CIT-HSP Hoao sapiens genoaic cl 
one 2349G19. genoaic survey sequence. //8. 0e~69: 337: 99// AQ060483 
R-HEMBA 1001 608/ /Hoao sapiens chroaosoae 17, clone HCIT462L7, coapl 
ete sequence. //9.5e-59: 514: 78//AC0051 77 

R-HEMBA I 00 1620//S. polyrrhiza aRNA for O-ayo-inosi tol-3-phosphale s 
yn thase. //4. 5e-l 2 : 289 : 65//Z1 1 693 

R-HEM8A100163S//HS_219S_A1_E09_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2l9S Col=17 Rcm=l. gen 
oaic survey sequence. //S. 8e-09: 358: S8//AQ292688 
R-t€MBA1001636//Huaan putative potassiua channel subunit (h-erg) a 
RNA, coaplete cds.//0. 77:225: 59//U04270 

R-KEMBA1 001 640//Huaan DNA sequence froa PAC 50J22 on chroaosoae 6p 
21. Contains ETS related protein TEL like and GS2 like genes. ESTs 
and an STS. //6. Qe-49: 404: 79//Z84484 
R-HEMBAt 001 651 

R-HEMBA 1 00 165S//Hoao sapiens chroaosoae S. BAC clone 1 94 j 1 B (LBNL 

HI 58). coaplete sequence.//!. 1e- 1 03: 532: 95// AC005368 

R-HEKBAt 001 658//Huain DNA sequence *** SEQUENCING IN PROGRESS a** 

froa clone Y313F4. WORKING DRAFT SEQUENCE. //I . 0: 197: 64//AL023808 

R-HEMBA 1 001 661 //Hoao sapiens chroaosoae 5p, BAC clone 50g21 (LBNL 

HI 54) . coaplete sequence.//!. 5e-100:457:93//AC005740 

R-HEMBA 1001 6 72//Hoao sapiens aethyl-CpG binding protein HB03 (MBD 

3) eRNA. coaplete cds.//1. 2e-90:496:91//AF072247 

R-HEMBA 100 1675 

R-HEMBA 100 1678//Hoao sapiens voltage dependent anion channel prote 
in aRNA. coaplete cds.//l. 3e-10l : 534: 94//AF038962 
R-HEMBA) 001 681//C I T-HSP-2345M7. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2345M7, genoaic survey sequence. //0. 21 : 124: 68// AQ0S6 593 
R-HEMBA 1 001 702//Hoao sapiens 12q13. 1 PAC RPC11-228P16 (Roswell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence. //8. 3e-06: 
279:6 3//AC 004801 

R-HEIffiA!00t 709//Hoao sapiens aRNA for KIAA0698 protein. coaplete c 
ds.//l. 9e- 96: 483: 96// ABO 145 98 

R-HEMBAI00171 1//Huaan HepG2 3' region cDNA, clone had2b02. //2. 3e-3 
1:169:1 00//D1 6886 

R~HEMB A 1 00 1 7 1 2/ /HS- 1 0 1 5-B 1 -E0 1 -MR. a b i CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 790 Col Rov=J, genoaic 
survey sequence. //0. 0025: 200 :65//B32577 
R-HEMBA 1001 71 4//Rattus norvegicus ai tochondr ial ATPase inhibitor g 
ene. coaplete cds. //6. 6e-27: 316: 75//UI 2250 

R-HEMBAI0017I8//CI T-HSP-217112.tr CIT-HSP Hoao sapiens genoaic clo 
ne 2171 J2, genoaic survey sequence. //3. I e-41 : 167: 87//B89781 
R-HEMBA 1 001 723//Rat tui norvegicus EH doaain binding protein Epsin 
aRNA, coaplete cd*.//0. 53: 275 :61//AF01 8261 

R-HEMBA1001731//Huaan DNA sequence *** SEQUENCING IN PROGRESS a** 
froa clone 322P7, WORKING DRAFT SEQUENCE. // 2. 9e-48: 292 : 84//AL02379 
9 

R-HEM8A!001734//Hoao sapiens Chroaosoae 15q22. 3-23 PAC 88a3, WORK I 
NG DRAFT SEQUENCE, 2 ordered pieces. //3. 2e-33 : 29O:81//AC0O59S9 
R-HEM8A1001 744//Huaan DNA sequence .froa clone 134EI5 on chroaosoae 
6q2) Contains Bliap-I, apoptosis specific protein siailar to yeas 
t APC5 ESTs. GSSs and retroviral sequence, coaplete sequence.//!). 9 
8: 203 : 62//AL022067 

R-HEMBA 1001745/ /Hoao sapiens BAC clone RG298C08 froa 7pl5-p2l, coa 
p I e t e s equence. //0. 0001 9 : 3 1 2 : 59//AC005084 

R-HEMBA l 001 746//Plasaodi ua falcipsrua 3D7 chroaosoae 12 PFYAC81 2 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 8 unordered pi eces. //0. 04 
5:457 : 61//AC004 1 S3 

R-HEMBA 1 001 761//Hoao sapiens chroaosoae X. clone hCI T. 200_L_4, coa 
pi ete sequence. //3.8e-39: 331 :80//AC0061 21 

R-HEMBA 100 1781 //Hoao sapiens Xp22 BAC GSHB-S90J6 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //0. 0062: 245: 60//AC004S54 
R-HEMBA 1001 784//Hoao sapiens chroaosoae Sp. BAC clone S0g2l (LBNL 
HI 54) , coaplete sequence. //2. la-22: 370: 63//AC005740 
R-HEMBA 1001 791 //Huaan 0NA sequence froa clone 931E15 on chroaosoae 
Xq2S. Contains STSs. GSSs and genoaic Barker DXS8098. coaplete 3e 
quence. //3. 0e-50: 408: 80//AL023575 

R-HEMBA 1 001 800//C I T-HFP-2049N5.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2049N5, genoaic survey sequence. //9. Oe-37: 335: 77//AQ009222 
R-HEMBA 1001 80 3//P I asaodiua falcipsrua 307 chroaosoae 12 PFYAC357 g 
enoaic sequence. WORKING 0RAFT SEQUENCE. 7 unordered pieces. //0. 8 
6 : 536 : 56//AC005506 

R-HEMBA 1001 804//Mouse interleukin 2 receptor (p55 IL-2R) aRNA, 5' 
end. //2. 9e-93: 553 :89//M2 1977 

R-HEMBA 1 00 1 808/ /Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
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t K I AAOSOO. //2. Be-1 1 2 : 548: 98//AB007969 
R-HEMBA 1 00 1809 

R-HEMBAI0018IS//Hoao sapiens Xp22 BAC GS-321GI7 (Genoae Systeas Hu 
aan BAC library) coaplate sequence. //2. 6e-48: 363:84//AC004025 
R-HEMBA 100181 9//Hoao sapiens tte SEQUENCING IN PROGRESS at* froa P 
AC 1577, WORKING DRAFT SEQUENCE.//!. la-1 5:275: 68//AJ00961 2 
R-HEM8A1 001 820//HS_3022_8l_A09_T7 CIT Approved Huaan Genoaic Spera 
Library O Hoao sapiens genoaic clone Plate=3022 Co 1 = T 7 Row^B. gen 
oaic survey sequence. //0. 00054: 335: 59//AQ1 65107 
R-HEMBA1 001 822//Xenopus lievis inter sect in aRNA, coaplete cds.//1. 
4e-l 9:533: 63//AF0321 18 

R-HEN8A1 001 B24//S. ct aval igerus linear plasaid oSCL (coaplete seque 
nee) .//0. 62: 189:65//X54I07 

R-HEMBA 1 001 83S//Huaan DNA sequence a** SEQUENCING IN PROGRESS *** 
froa clone 191 JIB. WORKING DRAFT SEQUENCE.//!. 0:450: 60// AL024507 
R-HEMBA 1 001 B44//Huaan faailial Alzheiaers disease (STM2) gene, co 
ap I e t e cds. //1 . 6e-07 170: 68//U5087 1 
R-HEM8A100I847 

R-HEMBAI00186I//Hoao sapiens aRNA for KIAA0617 protein, coaplete c 
ds . //3. 3 e- 1 08 : 553 : 96//AB0 14517 

R-HEMBA 1 00 1864//Hoao sapiens genoaic DNA, 21q22. 1 region, clone: Q 
82F5AI6, genoaic survey sequence. //1.7e-14:24S:67//AG002463 
R-HEMBAt 001 866//HS_2258_B2_D01JMR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plates22$8 Col=2 Row=H, geno 
aic survey sequence.//2. 8e-39:397:7S//AQ221l38 

R-HENBA1 001 869//Hoao sapiens BAC clone RGII4BI9 froa 7q3 1.1, coapl 
ete sequence. //S. 9e-56: 303:94//AC00506S 

R-HEMBA 1 001 888//Hoao sapiens Xp22-I50 BAC GSHB-309PI5 (Genoae Syst 
eas Huaan BAC Library) coaplete sequence.//!. 7e-43:281 :88//AC0062l 
0 

R-HEMBA 100 1896 
R-HEMBA1 001 9IO 

R-HEMBA10019I2//Hoao sapiens chroaosoae 5. PI clone 1308eS (LBNL H 
13), coaplete sequence. //0. 10: 307 :61//AC004775 
R-HEMBA1 001913 

R-HEMBA1001915//HS_2037_A1_E12_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2037 Col=23 Row=l. gen 
oaic survey seauence. //0. 071 : 206: 64//AQ233106 

R-HEMBA10019I8//Hobo sapiens chroaosoae 5, PI clone 1308e5 (LBNL H 

13). coaplete sequence. //0. 97:449: S9//AC004775 

R-HElffiAl 001 921 //Hoao sapiens gerainal center kinase related protei 

n kinase aRNA, coaplete cds. //2. 0e-105: 534: 96//AFOOOI45 

R-HEMBAt 001 939//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 

froa clone 508115, WORKING DRAFT SEQUENCE. //4. 6e-U: 120: 82//AL021 7 

07 

R-HEM8AI001940//Hoao sapiens clone DJI 093 1 16. WORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //2. 2o-36: 301 :81//AC005629 
R-HEMBA 100 I 942//Huaan PAC clone DJ0205E24 froa Xq23. coaplete sequ 
ence.//l. 9e-10:20B:6B//AC003013 

R-HEMBA 1 001 945//P I asaodiua falciparua chroaosoae 2, section 70 of 
73 of the coaplete sequence.//!. 2e-06: 393 : 60//AE00I433 
R-HEMBA 1 001 950//R. prowazek i i genoaic DMA fragaent (clone A437R).// 
0.33:1 22 :66//Z82646 

R-HEMBA 1 001 960//Bor re I ia afzelii VS461 outer surface protein D (os 
pD) gone, coaplete cds. //0. 0086: 427: 59//U05329 

R-HEMBAt 001 96 2//Hoao sapiens chroaosoae 4 clone B71MI2 aap 4q25, c 
oapl ete sequence. //4. 5e-07: 1 76: 70//AC004069 

R-l©fflA10Q1964//HS_22l 5_B1_H01_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=221S Co I = 1 Row=P, geno 
aic survey sequence. //7. 3e-25: 21 5 : 74//AQ1 51931 

R-HEMBA 1 00 196 7//Huaan DNA sequence froa clone 341 E? 8 on chroaosoae 
6p11.2-12.3. Contains a Serine/Threonine Protein Kinase gene (pre 
suaptive isoiog of a Rat gene) and a novel alternatively spliced g 
ene. Contains a putative CpG island, ESTs and GSSs. coaplete seque 
nce.//1.7e-51 : 209: 95//AL031 178 

R-HEMBA1001979//CIT-HSP-23B7II2.TF. 1 CIT-HSP Hoao sapiens genoaic 
clone 2387112. genoaic survey sequence. //A. 9e-06: 1 53: 71//AQ240461 
R-KEMBA1 001 987//Kuaan DNA sequence froa clone 444C7 on chroaosoae 
6p22. 3-23. Contains an EST, an STS and GSSs, coapl eta sequence.// 
3. 1e-46: 437 :77//AL03 3521 

R-HEMBA 1 001 991 //Huaan DNA sequence froa PAC 42616 on chroaosoae lp 
34. 1-fp35. Contains NlPP-1-like gene a nuclear inhibitor of protei 
n phosphatase-1, ESTs, and a CA repeat. //I . 1 e-48: 446: 78//AL020997 
R-HEMBA 1 00 200 3//Hoao sapiens aRNA for protein phosphatase 2C (bet 
a).//S. 1 e- 90: 448 :97//AJ 005801 

R-HEMBA 100 200 8/ /Hoao sapiens DNA sequence froa PAC 95C20 on chroao 
soae Xpll. 3-11.4. Contains STSs and the DXS7 locus with GT and GTG 
repeat polyaorphi sas. coaplete sequence. //3. 2e-42 : 31 7:84//Z97l8l 
R-HEMBA 100201 8//HS_3006_Bl_D I 0_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3Q06 Col =1 9 Row=H, gen 
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oaic survey sequence. //I . 0:63: 74//AQ08971 7 

R-HEMBA 1 00202 2//Hoao sapiens chroaosoae 18, clone hRPK. 4S3_JM_1 , co 
opiate sequence. //O. 93: 339 :S9//AC006203 

R-HEMBA 100203S//Mus eusculus chroaosoae 19, clone CIT282B21. coapl 
ete sequence. //I. 4e-11: 285: 67//AC003694 
R-1€MBA1 002039 

R-HEM8A1002049//Huain OKA sequence SEQUENC I KG IN PROGRESS see 
froa clone 17771 5, VORK INC DRAFT SEQUENCE. //5. 3e-52: 266: 84//AL022 3 
IS 

R-HEMBA1002084//CIT-HSP-2357L1 1. TR CIT-HSP Hoao sapiens genoaic cl 
one 2357L11. genoaic survey sequence. //O. 0013: 18S:66//AQ063078 
R-KCMBA100?092//Mus ausculus 01 f — 1 /EBF— I ike-3 transcription factor 
(O/E-3) aRNA. coapl ete cds.//2. 7e-7O:479:86//U92703 
R-HEM8A 10021 00//Hoao sapiens thyroid receptor interactor (TRIP7) a 
RNA. 3’ end of cds.//8. Se-32:206:91//L403S7 

R-HEMBA 1002 102//Hoao sapiens Chroaosoae lSq26.1 PAC clone pOJ427d1 
S. coapl ete sequence. //4. 3e-42: 302: 85//AC005800 
R-HEMBA10021 1 3//Huaan chroaosoae 12p13 sequence, coapl ete sequenc 
a. //I. 6e-64 : S50 : 80//U47924 

R-HEM&AI0021 I9//Huaan Chroaosoae II pac pDJH73sS. coaplete sequen 
ce. //I . 2e-92 : 43S : 92//AC000378 
R-HEMBA10021 2S 

R-HEMBA 1 002 1 39//Huaan nebulin aRNA, partial cds. //0. 0S6 : 68:88//U35 
637 

R-tCMBA 1 002 1 44/ /Hoao sapiens Chroaosoae 11p14. 3 PAC clone 6-130a9 
containing tryptophan hydroxylase gene, coaplete sequence. //2. Oe-2 
6:323: 7O//ACO0S728 

R-HEMBA10021S0//Huaan DNA sequence froa clone 742C19 on chroaosoae 
22ql2. 3-13. I. Contains a pseudogene siailar to Cytochroae C Oxida 
se Polypeptide VB and (parts of) up to four novel genes, two with 
hoao logy to Phorbol in genes and one a novel Chroaobox protein gen 
e. Contains ESTs, an STS, GSSs and putative CpG islands, coaplete 
sequence.//!. 0: 371 :6t//AL031 846 
R-HEMBA 1 002 1 51 

R-t£M8A1002153//Huaan BAC 367D17 froa chroaosoae 18, coaplete sequ 
ence. //2. 4e-21 : 322 : 70//AC003971 

R-HEMBA 1002 I60//Huaan DNA sequence froa PAC 339AI8 on chroaosoae X 
pl 1.2. Contains KIAA0178 gene, siailar to ai tosis-specif ic chroaos 
oae segregation protein SMCl of S. cerevisiae. DNA binding protein 
siailar to URE-B1. ESTs and STS.//2. Se-38:216:84//Z97054 
R-HEMBA1002161//CI T-HSP-2I63F1 0. TF CIT-HSP Hoao sapiens genoaic cl 
one 2163FI0, genoaic survey sequence.//3. le-58:284: 80//B8S969 
R-HEM8A1002?62//Caenorhabd it is elegans coiaid F48C11, coaplete seq 
uence. //0. 0079: 286: 57//Z80789 

R-HEMBA 1 002 1 66//Hoao sapiens Xp22 BAC 620F1S (Genoa® Systeas BAC I 
ibrary) coaplete sequence. //5. 9e-53: 326 : 80//AC002980 
R-HEMBA 1 002 177 

R-fdtBA10Q2185//Huean DNA sequence e«* SEQUENCING IN PROGRESS «* 
froa clone 745114, MORN INC DRAFT SEQUENCE. //9. 5e-37: 356: 76//AL0335 
32 

R-HEKBA1002189//Hoao sapiens Xp22 BAC GSHB-519E5 (Genoae Systeas H 
uaan BAC library) coaplete sequence.//}. 4e-43: 244: 77//AC003684 
R-HEM8A100219I//Hoao sapiens clone RG228DI7, I0RKING DRAFT SEQUENC 
E. 2 unordered pieces.//4. 3e-37: 323: 78//AC005077 
R-HEMBA 1 002 199//Hua an Cosaid gSI29gl?4 froa 7q3l.3, coaplete seque 
nee. //I . 4e-89 : S64 . 87//AC002498 

R-HEMBA 1 002 204//Hoao sapiens Chroaosoae 22ql1.2 Cosaid Clone 8l7g 
In IGLC Region, coaplete sequence. //1. 5e-31 :31 3: 71//AC0000S3 
R-KEMBA1 00221 2//K. lactis a* tochondr ial C0X1 and A8 genes for cytoc 
hroaa oxidase subunit I and ATPase subunit 8. //0. 0023.346: 60//X575 
46 

R-HEMBA 1 00221 5//M. eusculus aRNA for test in. //4. 7e-61 :414: 84//X7898 
9 

R-HEMBA 1 002 2 26//Huaan DNA sequence »•* SEQUENCING IN PROGRESS *** 
froa clone 2705, MORNING ORAFT SEQUENCE. //4. 6e-46: 375: 77//AL033S29 
R-HEMBA) 002 229//Hoao sapiens growth suppressor related (DOC-IR) aR 
MA. coaplete cds.//4. 6e-46:238:98//AF089814 

R-HEM8A1002237//Hoao sapiens I2ql3 PAC RPCI1-316M24 (Roswell Perk 
Cancer Institute Huaan PAC library) coaplete sequence. //4. 3e-26: 46 
9:67//AC004242 

R-HEMBA 1002253/ /Hoao sapiens BAC clone GSI80JI5 froa 7q3l. coaplet 
e sequence. //5. 1e-23: 162: 82//AC005016 
R-HEMBA 1002257 

R-HEMBA 1 002 267//Equus cabal I us derestan sulfate proteoglycan II aR 
NA. coaplete cds. //4. 6e-44: 300: 88//AF038127 

R-HEK8A1002270//Huaan BAC clone RG067M09 froa 7q21-7q22, coaplete 
sequence. //I . 9e-l 9 : 1 76 : 85//AC000057 
R-HEMBA 1 002321 

R-HEM8A1002328//HS_306I_AI_D06_T7 ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3061 Co t = 1 1 Row=G, gen 
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oaic survey sequence.//!. 0: 151 :6S//AQI276I7 

R-HEMBAI002337//Saccharoayces cerevisiae RNA polyaerase II holoenz 
yae coaponent (SRB7) gene, coaplete cds.//3. 7e-07:32B:63//U23811 
R-HEMBA 1002341/ /Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s . //2 . 4e- 1 28 : 642 : 96//AB0 18314 

R-HEMBAI002348//Huaan DNA sequence froa clone 409010 on chroaosoae 
20ql2 Contains CA repeat, CSS, STS, coaplete sequence. //3. 7e-07 : 5 
87: 58//AL03I2S6 

R-HEMBA 1002349//Leishaani a tarentolae aaxicircle DNA f ragaent. //0. 
01 8 : 341 : 58//X02438 

R-HEMBA 1002 3 6 3//Hoao sapiens chroaosoae-associ ated protein-E (hCA 
P-E) aRNA, coaplete cds. //I. 2e-121 : 66 1 : 93//AF092563 
R-HEMBA 1002381 //Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-seal I cell lung cancer . s 
egaen t 11/11 . //1 . 1 e-70 : 559 : 79//AB020868 

R-HEMBA 1 002 38 9//HS_3 21 8_B2_E08_MR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P!ate=32l8 Col=16 Row=J, gen 
oaic survey sequence. //0. 001 1 : 1 22 : 72//AQ2I3602 
R-HEMBA1 00241 7 //Hoao sapiens chroaosoae 19, cosaid R28784, coaplet 
e sequence. //4. 2e-81 : 232 : 97//AC005954 

R-HEMBA 10024 I 9//Hoeo sapiens PAC clone DJ0649P17 froa 7q»1.23-q21, 
coaplete sequence. //0. 50: 231 : 64//AC004846 

R-HEMBA 1002 4 30//P. falciparua coaplete gene aap of plastid-like DNA 
( I R-B) . //0. 0023 : 604 : 56//X95276 

R-HEMBA 1 002439//Hoao sapiens clone GS096J14, MORNING ORAFT SEQUENC 
E. 3 unordered pieces. //3. 4e-23: 183: 80//AC006026 
R-HEMBA 1002458/ /Huaa n DNA sequence froa clone I46H21 on chroaosoae 
Xq22 Contains cleavage stiaulation factor, 64 KD subunit, gene si 
ailar to CYTOCHROME B-245 HEAVY CHAIN, pseudogene siailar to hnRNP 
AI protein and ESTs, coaplete sequence. //7. 7e-32: 161 :83//Z83819 
R-HEMBA 1 00 2460//Hoao sapiens clone DJ1137M13, coaplete sequence.// 
2. 6e- 100: 305 : I 00//AC005378 

R-HEMBA 1002462//Sequence 43 froa patent US 5708157.//2. 0e-10: 131 :7 
7// 1 80068 
R-HEMBA 1002475 

R-HEMBA 100 247 7//Hoao sapiens PAC clone DJ0607J23 froa 7q2l.2-q31. 

1, coaplete sequence. //6. 6e-3 3: 279: 80//AC004841 

R-HEMBA 1 002486//* WALU MARNING: Huaan Alu-Sq subfaaily consensus s 

equence.//2. le-50: 290: 92//U1 4573 

R-HEMBA1002495//CITBI-E1-251 SJ10. TR CITBI-E1 Hoao sapiens genoaic 
clone 2S15J10, genoaic survey sequence. //I. 0: 1 22:68//AQ261 762 
R-HEMBA 1 002498//Hoao sapiens clone DJ1102AI2. MORNING DRAFT SEQUEN 
CE, 15 unordered pieces. //2. 8e-22: 210: 78//AC004963 
R-HEMBA 1 002S03//Hoao sapiens chroaosoae 17. clone HRPC1067M6, coup 
lete sequence. //2.7e-l7:43S:S8//AC003043 

R-HEMBA 1 002508//Hoao sapiens, clone hRPK. 15_A_1, coaplete sequenc 
e.//3. 7e-09: 408: 61//AC00621 3 

R-HEMBA 1 00251 3//Hoao sapiens aRNA for histone deacetylase-l ike pro 
te i n (JM2 1 ) . //7. le-1 12:456: 92//AJ01 1 972 
R-HEMBA 1002515 

R-HEMBA 100 2 53 8//Hoao sapiens aRNA for KIAA0454 protein, partial cd 
s. //I . fie- 1 04 : 564 : 93//AB0O7923 

R-HEMBA1002542//HS_3197_B2_BIO_T7 ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plite=3197 Coi=20 Row=D, gen 
oaic survey sequence. //2. 8e-25: 186: 86//AQ188792 
R-HEMBA 1 002547//Mus ausculus sgrin gene, exon 36. //0. 0095: 93: 7S//M 
92658 

R-HEMBA1 002SS2//Hoao sapiens clone DJ1137M13, coaplete sequence.// 
4. Oe-49 : 308 : 90//AC005378 

R-HEMBA 100 255 5//Hoao sapiens full length insert cDNA done YR87G1 
0.//8. 3e-65: 318: 99//AF085957 

R-HEMBA1 002558//, coaplete sequence. //2. 3e-38: 264: 89//AC005409 
R-HEMBA 1002 56 1 //Huaan DNA sequence froa clone 396D17 on chroaosoae 
1p33-35.3 Contains EST, STS, GSS, coaplete sequenc e.//7. le-44: 19 
2: 80//AL008634 

R-HEMBA 100 2 56 9//Hoao sapiens protein associated with Myc aRNA, coa 
Plate cds. //4. 5e-l 19:587 : 97//AF075S87 
R-HEMBA 1002583 

R-HEM8A1 002590//Hoao sapiens DNA sequence froa PAC 179N16 on chroa 
osoae 6p21. 1-21. 33. Contains the SAPK4 (HAPK p38de1ta) gene, and t 
he alternatively spliced SAPK2 gene coding for CSaids binding prot 
ein CSBP2 and a NAPK p38beta LIKE protein. Contains ESTs. STSs and 
two predicted CpG islands, coaplete sequence. //9.4e-42: 248: 88//Z9 
5152 

R-HEM8A1 002592//Hoao sapiens chroaosoae 19, cosaid R30385, coaplet 
e sequence. //2. 6e-56 : 302 : 84//AC00451 0 
R-HEMBA1 002621 

R-HEM8A1 002624//Hoao sapiens aRNA for KIAA0808 protein, coaplete c 
ds.//S. 7e-76: 380 :97//AB0 18351 

R-HEMBA 1002628//P. falciparua coaplete gene asp of plastid-like DNA 
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( I R-A) . //8. 8«-QS: 327 : 60//X95275 

R-HEMBA 1 0026 29//Nus ausculus clone OST1670S, genoaic survey sequen 
ce. //4. 3e-06 : 205 : 66//AF046247 

R-HEMBAI 002645//*** ALU VARNING: Huain Alu-J subfaaily consensus se 
quence.//7. 1 e-39: 281 : 84//U1 4567 

R-HEMBA 1002651 //Hoao sapiens PAC clone OJ0593H12 froa 7p31, coaple 
te sequence.//!. 1e- 104: S00 : 9S//AC004839 

R-HEMBAI 0026 59//Huaan DMA sequence froa clone 243E7 on chroaosoae 
22q12. 1. Contains ESTs. STSs and CSSs, coaplete sequence.//!. 2e-6 
1 : 280 : 92//AL022323 

R-HEMBA 1 00266! //Huai n OKA sequence M* SEQUENCING IN PROCRESS *** 
froa clone 225E12, WORKING DRAFT SEQUENCE. //3. 2e-41 : 325: 81//AL031 7 
72 

R-HEMBAI 002666//Hoao sapiens full length insert cDNA clone YY74A0 
7. //0. 00037: 79: 84//AF088008 

R-HEMBAI 0Q2678//Huaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 1137F22. WORKING DRAFT SEQUENCE. //2. 3e-!07: 561 :94//ALQ3 
442! 

R-HEMBAI 002679//C I T-H1SP-2287E8. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2287E8. genoaic survey sequence.//S.4e-17:137:88//B99281 
R-HEMBAI 0026B8//Hoao sapiens chroaosoae 5. PI clone I354A7 (LBNL H 
47), coaplete sequence. //0. 033 : 146 : 70//AC004503 
R-HEMBAI 002696 

R-HEMBA1002712//Hoao sapiens PAC clone 166H1 froa 12q, coaplete se 
quence. //6. 2e-44 : 302 : 87//AC003982 

R-HEMBA 1 00271 6//Mus ausculus aRNA for ELUI, coaplete cds.//1.1e-3 
1 : 332: 76//AB004873 

R-HEMBA1002728//Hoao sapiens aRNA for KIAA062I protein, partial cd 
s. //1 . 2e-35: 287:8 1//AB0 1452! 

R-HEMBAI 002 730//D. disco ideua actin 116 gene, 5’ flank. //0. 018 233 6 
6//M29109 

R-HEMBAI 002742//Huaan MIA sequence »»» SEQUENCING IN PROGRESS ete 
froa clone 1108H3. WORKING DRAFT SEQUENCE. //2.6e-1 3:41 9: 62//AL0335 
25 

R-HEMBAI 002746//»us ausculus chroaosoae 19. clone CIT282B21, coapl 
ete sequence. //0. 01 9: 202: 65//AC003694 

R'HEH8A1002748//Huaan DNA sequence »*» SEQUENCING IN PROGRESS **e 
froa clone 404K8. WORKING ORAFT SEQUENCE. //0. 046 : 263 : 60//AL023883 
R-HEN8A 1 002750/ /Huaan DNA sequence froa PAC 452H17 on chroaosoae X 
contains sodiua-and chloride-dependent glycine transporter 1 (GLY 
T-t) like. ESTs.//0. 052:421 : 58//Z96810 

R-H£1»A1002768//Hoao sapiens aRNA for KIAA0554 protein, partial cd 
s. //1 . 2e- 1 04 : 545 : 95//AB0I11 26 

R-NEM8A1 002770//P I asaod i ua falciparua 307 chroaosoae 12 PFYACB8-42 
0 genoaic sequence, fORKING DRAFT SEQUENCE. 14 unordered pieces.// 
3. 0e-07 : 523 : 59//AC0051 40 
R-HEN8A1 002777 

R-HEMBAI 002779//Huaan HepC2 3' region Mhol cDNA, clone had1e03a3./ 
/9. 4e-2S: 158: 93//D1 7139 

R-HEW8AI 002780/ /Huaan DNA sequence *»* SEQUENCING IN PROGRESS ete 
froa clone Y214H10, IORKING DRAFT SEQUENCE.//!. 6e-42: 463: 75//AL022 
344 

R-HEM8AI002794//P1 asaod iua falciparua MAL3P8, complete sequence.// 
2. 2e-05:41 7: 59//AL034560 

R-HEMBA 1002801 //Me I oidogyne javanica mitochondrial transfer RNA Hi 
s, 16S ribosomal RNA (16S rRNA) genes, ND3 gene, coaplete cds, and 
cy tochroae b gene, 5' end of CDS. //0. 00055:444: 59//L7S26! 

R-HEMBAI 00281 Q//Hoao sapiens forain binding protein 21 aRNA, coapl 
ete cds. //4. 4e-l 15: 559: 97//AF07I 1 85 

R-HEMBA 1 00281 6//Hoao sapiens clone NH0576N21, WORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //4. 3e-88: 329 : 94//AC005043 
R-KEKBA1002826//Hoao sapiens genoaic DNA. chroaosoae 21q!1.1, sega 
ent 12/28, WORKING DRAFT SEQUENCE.//!. 9e-22: 262: 67//AP00004 I 
R-HEMBAt 002833//Hoao sapiens chroaosoae 17, clone hRPC. 1 1 7_B_1 2, c 
onplete sequence. //I. 3e-79: 396: 97//AC004707 

R-HENBA1002850//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC357 g 
enoaic sequence, WORKING ORAFT SEQUENCE. 7 unordered pi eces. //0. 01 
3:393 : 61//AC005506 

R-HEMBA 1Q02863//Hoao sapiens chroaosoae 17, clone hRPK. 271 JC_1 1 , c 
oap I ete sequence. //4. 1e-73: 489: 8S//AC005562 

R-HEM8A1002876//PI asaod iua falciparua DNA tee SEQUENCING IN PROGRE 
SS tee froa MAL4P1. IORKING DRAFT SEQUENCE. //0. 21 : 549: S5//AL034557 
R-HEWBA1002886//C I T-HSP-20I3C4.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2013C4, genoaic survey sequence. //0. 30:431 : 56//B53836 
R-HEMBA1 002896//Hoao sapiens SH3-containing adaptor aolecule-l aRN 
A, coaplete cds. //3. 9e-106: 541 : 95//AF037261 
R-HEMBA 1002921 

R-HEMBA 100 2 92 4//Homo sapiens genoaic DNA of 9q32 anti-oncogene of 
flat epitheriua cancer . segment 7/10.//4. 6e-l9: 1 39: 78//AB020875 
R-HEMBA 1002 9 34//Huaan DNA sequence tee SEQUENCING IN PROGRESS eet 
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froa clone 862K6, WORKING DRAFT SEQUENCE. //7. Se-4S: 282 : 89//AL031 68 
I 

R-HEMBA 1 00293S//C I T-HSP-2282P 1 4. TFB C I T-HSP Hoao sapiens genoaic c 
lone 2282P14, genoaic survey sequence.//!. Se-1 02: 514: 97//AQ008584 
R-HEMBA I 002937//Huasn DNA sequence tee SEQUENCING IN PROGRESS eee 
froa clone 74SII4. WORKING DRAFT SEQUENCE. //3. 3e-87:444:97//AL0335 
32 

R-HEMBAI 002939 

R-HEMBA1002944//HS_3107_A1_C05_T7 C I T Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=31Q7 Col=9 Ro«=E. geno 
aic survey sequence. //6. 3e-21 : 250: 73//AQ1 03952 
R-HEMBAI 002951 //Xero I yeosa ainiata ai tochondr ial 12S rRNA gene.// 
0. 013:228:63//AJ008020 

R-HEMBA 1002954//HS_3246_A2_G09_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3246 Co 1 = 18 Row=M. gen 
oaic survey sequence. //5. 8e-42: 258: 91//AQ2I8005 
R-HEMBA I 002968//Hoao sapiens chroaosoae 17. clone hRPK. 1I2_J_9, co 
■Plate sequence. //4.2e-38: 300: 83//AC005553 

R-HEMBAI 002970//S I iae ao Id (D. disco ideua) prestalk Dll gene, coapl 
ete cds.//5. 0e-05: 541 :57//M1 1012 

R-HEMBAI 002971 //Hoao sapiens aRNA for KIAA0679 protein, partial cd 
S.//7. 2e-29: 162 : 99// ABO 14579 

R-HEMBAI 002973/ /Hoao sapiens chroaosoae 19, cosaid F20900, coapl et 
e sequence. //9. 1 e-36: S20: 69//AC006128 

R-HEMBA 1002997//Hoao Sapiens Chroaosoae X clone bWXD691. coaplete 
sequence. //0. 00040 : 504 : 59//AC004386 

R-HEMBAI 002999//Ratt us norvegicus lamina-associated polypeptide 1C 
(LAPIC) aRNA. coaplete cds. //3. 7e-66: 556: 79//U1961 4 
R-HEMBA 100 30 2 1 //Huaan Chroaosoae 11 overlapping pacs p0J235k10 and 
pDJ239b22, WORKING ORAFT SEQUENCE, 17 unordered pi eces. //I . 6e-44: 
530 : 70//AC000406 

R-HEMBAI 0030 3 3//Hoao sapiens full length insert cDNA clone ZC3481 

0. //4. 6e-7B : 41 4 : 94//AF086 1 94 

R-HEMBAI 0030 34//Hoao sapiens chroaosoae 19, cosaid R2935I, coaplet 
e sequence. //9. Oe-52:322:7S//AC004026 

R-HEMBAI 003035/ /HS_2Q08_A2_G08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2008 Col=l6 Row=M. gen 
oaic survey sequence. //4. Oe-68: 343: 97//AQ269839 
R-HEMBAI 003037//347G1 5. TVB CIT978SKAI Hoao sapiens genoaic clone 
A-347CI5, genoaic survey sequence. //0. 57: 188: 5B//B1 7694 
R-HEMBA) 00 304 1 //Hoao sapiens PAC clone OJ 1 1 S3 J 12 froa 7q21.2-q31. 

1, coaplete sequence. //€. 3e-3Q: 350: 72//AC004983 

R-HEMBA )003046//Hoao sapiens ai tochondr i al processing peptidase be 
ta-subunit aRNA, coaplete cds.//4. 1e-118:578:97//AF054182 
R-HEMBAI 00 3064//Huaan cosaid LLI2NC01-N-136B1 1. located centroaeri 
c to the ETV6 gene, chroaosoae 1 2pl 2-13. //0. 0018: 271 :60//U59962 
R-HEMBAI 003067//Huaan DMA sequence »»* SEQUENCING IN PROGRESS *** 
froa clone 633019, WORKING DRAFT SEQUENCE. //5. 3e-48: 464: 76//AL0223 
02 

R-HEMBAI 003071//C1T-HSP-2370D6. TR CIT-HSP Hoao sapiens genoaic clo 
ne 2370D6, genoaic survey sequence. //0. 19: 48:87//AQl 10136 
R-HEMBAI 003077//Rattus norvegicus Shal-related potassiua channel K 
v4.3 aRNA. coaplete cds.//4. 9e-69: 494: 84//U42975 
R-HEMBAI 003078//Huaan DNA sequence froa PAC 339A18 on chroaosoae X 
pll.2. Contains KIAA0I78 gene, siailar to aitosis-specif ic chroaos 
oae segregation protein SMC1 of S. cerevisiae, DNA binding protein 
siailar to URE-81. ESTs and STS. //I . le-1 1 : 331 : 64//Z97054 
R-HEMBAI 003079/ /Hoao sapiens Xp22-132-134 BAC GSHB-590J15 (Genoae 
Systeas Huaan BAC library) coaplete sequence. //4. 6e-ll 6: 576: 98//AC 
004673 

R-HEM8A1 003083//*** SEQUENCING IN PROGRESS **• Hoao sapiens chroao 
soae 4. BAC clone C0442P12: HTGS phase 1. WORKING ORAFT SEQIENCE, 

5 unordered pieces. //3. le-43: 280: B3//ACOOS798 

R-HEMBAI 003086//Hoso sapiens clone NH0319F03, WORKING DRAFT SEQUEN 
CE, 3 unordered pieces.//1.2e-43:281:88//AC006039 
R-HEMBA1003096//Huaan DNA sequence froa clone i506G21. WORKING DRA 
FT SEQUENCE. //0. 00037:421 :59//Z822l3 

R-HEMBAI 003098//*** SEQUENCING IN PROGRESS *•* Hoao sapiens chroao 
soae 4, BAC clone C0024K08; HTGS phase I. WORKING ORAFT SEQUENCE, 

5 unordered pi eces. //I. 4e-30: 303 : 78//AC005598 
R-HEMBAI 0031 17 

R-HEM8A1 003 1 29/ /Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 407F11, WORKING ORAFT SEQUENCE. //7. 9e-l1 : 109: 8S//AL0223 
29 

R-HEMBAI 0031 33//Hoao sapiens chroaosoae 9, PI clone 11659, coaplet 
e sequence. //3. 9e-99:484: 98//AC004472 

R-HEMBAI 003 1 36//C I T-HSP-2281 L22. TF CIT-HSP Hoao sapiens genoaic cl 
one 228IL22, genoaic survey sequence. //2. 0a-10: 93 : 92//B99861 
R-HEMBAI 003 1 42//Hoao sapiens 12q24. 2 PAC RPCII-128M12 (Roswell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //9. 8e-40: 
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2 70 : 87//AC004024 

R-HEMBA 1 003 14B//Hoao sapiens aRNA for dachshund protoin. //I. le-n 
6: 586 :96//AJ 005670 

R-HEMBA 10031 66/ /Huaan ONA sequence fro* PAC 306D1 on chro*oso*e I 
contains ESTs.//6. 4e-35:364:70//Z83822 

R-HEMBA 1 0031 75//Huaan IFNAR gene for interferon aipha/beta recepto 
r . //] . 9e-30 r 282 : 77//X604S9 
R-HEMBA 1 0031 97 

R-HEMBA 1 0031 99//HS_2166_A1_E12_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2166 Co I =23 Row=l, gen 
oaic survey sequence. //0. 00026 : 271 : 61// AQI 64162 
R-HEMBA 1 0032 02//Hoao sapiens clone DJ0592G07, V0RK1NG DRAFT SEQUEN 
CE, 3 unordered pieces.//5.4e-44:29l:83//AC005480 
R-HEMBA 1003 2 04//Huaan BAC clone RG072E11 froa 7q21-7q22. coaplete 
sequence.//!. 1e-10:293:62//AC0001 18 

R-HEMBA 1 00321 2//Hoao sapiens clone DJ0902E20. fORKING DRAFT SEQUEN 
CE. 1 unordered pi eces.//l. 0: 1 18: 69//ACO06148 
R-t£MBA1003220//HS_3092_Bl_F09_iR CIT Approved Huaan Genoaic Spera 
Library O Hoao sapiens genoaic clone Plate=3092 Co 1=1 7 Row=L. gen 
oaic survey sequence. //0. 00014 : 59: 91//AQ1 28202 

R-HEMBA 100 32 22//Caenor ha bdi tis elegans DMA *»* SEQUENCING IN PROGR 
ESS **» froa clone Y43F8. WORKING DRAFT SEQUENCE. //0. 84: 214: 6Z//29 
5393 

R-HEMBAI0O3229//RPCI1I-16F15.TPB RPCI-tl Hoao sapiens genoaic cion 
e RPC 1-1 1-16F1 5, genoaic survey sequence. //0. 42: 167: 64//B836 10 
R-HEMBA 1 003235//CI T-HSP-2320C1 9. TF CIT-HSP Hoao sapiens genoaic cl 
one 2320GI9, genoaic survey sequence.//3. 6e-36: 1 95: 81//AQ037231 
R-HEIfflA1003250//HS_2168_A2_C09_iF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2168 Co 1=1 8 Row=E, gen 
oaic survey sequence.//!. 4e-22: 158: S9//AQ1 75356 
R-HEMBA 1 0032 57//Hua an PCP4 gene, exon 3 and coaplete cds. //0. 96: 26 
8:6l//U53709 

R-HEMBA 10032 73//Hoao sapiens Xp22 BAC GS-377014 (Genoae Systeas Hu 
aan BAC library) coaplete sequence. //I. Oe-32: 255: 84//AC002549 
R-HEMBA 1003276//P I asaodi ua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. WORKING DRAFT SEQUENCE, 5 unordered pieces.//0.00 
44: 21 2: 60//AC0053Q8 

R-HEMBA 1003278//Hoao sapiens 12q24. 1 PAC RPCII-315L5 (Roswell Park 
Cancer Institute Huaan PAC library) coaplete sequence. //I . I e-34: 2 
86: 74//AC002395 

R-FEMBA1003281 //H i gh throughput sequencing of huaan chroaosoae 12. 
WORKING ORAFT SEQUENCE. I ordered pieces. //1. 8e-S3: 428 :83//AC0Q58 
40 

R-HEMBA 1003291 //Hoao sapiens aRNA for KIAA0S37 protein, coaplete c 
ds. //3. Oe-I 15: 551 : 99//AB01 1 1 09 

R-HEMBA1003296//CI T-HSP-2196L16.TR CIT-HSP Hoao sapiens genoaic cl 
one 2196LI6.. genoaic survey sequence. //2. 9e-20: 337: 6S//AQ003073 
R-HEM8A1 003304//Sequence 23 froa patent US SS52281 . //I . 8e-3l : 1 79: 9 
7// 1 25662 

R-HEM8A1003309//Arabidopsis that i ana genoaic DNA. chroaosoae S. TA 
C clone: K19E20, coaplete sequence. //0. 00019: 334: 60// AB01 7061 
R-HEMBA 1003 3 I 4//Hoao sapiens aRNA for leucine zipper bearing kinas 
e. coaplete cds.//2. 8e-l 1 1 :545: 97//AB001872 

R-H£M8A1003322//Huaan DNA sequence froa clone 23K20 on chroaosoae 
Xq25-26. 2 Contains EST, STS, GSS, coaplete sequence. //0. 60:274:61/ 
/AL022153 

R-HEMBA 1003 3 27//Howo sapiens BAC clone RC3SIJ0I froa 7q22-q31, coa 
pi e te sequence. //0. 00028:1 72 : 65//AC005099 

R-HEMBA I 0033 28//Hoeo sapiens clone RG270013, WORKING DRAFT SEQUENC 
E. 18 unordered pi eces.//2. 2e-44: 268: 90//AC00508I 
R-HEMBA 1 003330/ /Hoeo sapiens poly(A) binding protein II (PABP2) ge 
ne. coaplete cds.//2. 7e-61 :3I2:97//AF026029 

R-1CMBA I Q03348//***ALU WARMING: Huaan Alu-J subfaaily consensus se 
quence. //7. 2e-38: 186: 83//Ut 4567 

R-KEMBA1003369//Caenorhabd> t i s elegans cosaid F59C6, coaplete sequ 
enc e. //0. 00012:465: 59//Z79600 

R-HEMBA 1 003370//Hoao sapiens chroaosoae 17, clone hRPCB67C24, coap 
lete sequence. //3.2e-42: 301 : 87//AC002558 

R-HEMBA1003373//Huaan DNA sequence froa clone 109FI4 on chroaosoae 
6p21.2-21.3. Contains the alternatively spliced gene for Transcri 
ptional Enhancer Factor TEF-5, the 60S Ribosoaal Protein RPL10A ge 
ne. a PUTATIVE ZNF127 LIKE gene, and the PPARD for Peroxisoae Prol 
iterator Activated Receptor Delta (PPAR-Delta. PPAR-Beta. Nuclear 
Horeone Receptor 1, NUC1 , NUCI. PPARB) . Contains three putative Cp 
C islands, ESTs, STSs. GSSs and a ca repeat polyaorphisa, coaplete 
sequence. //7. 4e-34: 375 : 74//AL022721 
R-HEMBA 1003 376//Hoso sapiens chroaosoae 16, cosaid clone RT102 (LA 
NL). coaplete sequence. //I . 6e-46 : 309: 88//AC004651 
R-HEMBA 1003380//HS_3184_B2_E06_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3184 Col=l2 Row=J. gen 
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oaic survey sequence.//!. 0e-35:237:88//AQ1891 44 
R-HEMBA 1 003384//HS_2 1 93_B2_H08_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2193 Co I = 1 6 Row=P, gen 
oaic survey sequence. //D. 00029: 96: 76//AQ03221 2 
R-HEMBA 1 0033 95//Hoao sapiens chroaosoae 17, clone HCIT169H9, WORK I 
NG ORAFT SEQUENCE, 6 unordered pieces. //2. 6e-21 : 1 39: 86//AC002993 
R-HEIBA1003402//C I T-HSP-2166E19.TR CIT-HSP Hoao sapiens genoaic cl 
one 2I66E19. genoaic survey sequence. //0. 99: 144:61//B91549 
R-HEMBA 1003408 

R-HEMBA 100341 7//Huaan DNA sequence froa clone 496N17 on chroaosoae 
6p1 1.2—12. 3 Contains EST, GSS. coaplete sequence. //I. Se— 1 12:547: 9 
8//AL031 321 

R-HEMBA 1 00341 B//Ho*o sspiens PAC clone DJ0755G17 fro# 7p21-p22. co 
ap I e te sequence. //0. 082 : 352 : S9//AC004879 

R-HEMBA 1 003433//Ho#o sapiens cell cycle regulatory protein p95 (KB 
SI) aRNA. coaplete cds.//9. 9e-ll 4: 544:98//Af 058696 
R-HEMBA 1003461 
R-KEHBA 1003463 

R-HEMBA 100 3 480//Hoao sapiens clone NH0523H20, coaplete sequence.// 
9. 1 e-106 : 533: 96//AC005041 
R-HEMBA 1003528 

R-HEMBA1003S31//Huaan BAC clone GSS52A01 froa 7q21-q22. coaplete s 
equence. //3. 4e-08: 333: 64//AC002454 

R-HEMBA 1003S38//Huean eRNA for coaplesent coaponent Cl r.//l. 4e-23: 
333 : 68//X04701 

R-H£MBA1003545//Zebraf i sh aRNA for zflsl-2 (insulin gene enhancer 
binding protein hoaolog), coaplete cds. //0. 030: 144:66//D38453 
R-HEMBA 1 003548/ /PI asaod i ua falciparua 3D7 chroaosoae 12 PFYAC812 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 8 unordered pieces. //0. 00 
1 7 : 487 : 57//AC0041 S3 

R-HEMBA 100 3 555//Huaan DNA sequence *** SEQUENCING IN PROGRESS «•* 
froa clone 371H6. WORKING DRAFT SEQUENCE. //t, 8e-99: 503: 96//AL031 71 

8 

R-HEMBA 100 3 SS6//Hoao sapiens Xp22-175-176 BAC GSH8-484017 (Genoae 
Systeas Huaan BAC Library) coaplete sequence. //I. Ge- 1 14:574:97//AC 
005913 

R-HEMBA1003560//Dipl ol epi s rosae ai crosate 1 1 i te clone DR04096.//0. 
24:11 6 :67//AF0344f 6 

R-HEMBA I 003568//Ho*o sapiens clone NH0215P16. WORKING DRAFT SEQUEN 
CE, 3 unordered pi eces. //3. 9e-05: 422 : 63//AC006036 
R-HEMBA 100 3 56 9//Hoao sapiens full length insert cONA clone Z082D0 
6. //8. 7e-l 08 : S45: 95//AF086450 

R-HEMBA 1 00 3 S71 //Hoao sapiens PAC clone DJ0886008 froa 7q32-q35. co 
■ptete sequence. //4. 6e-5l :S70: 71//AC004914 

R-HEMBA1003579//HS_3237_B2_E05_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3237 Co I = 1 0 Row=J, gen 
oaic survey sequence. //8. $e-97:49S: 95//AQ209302 
R-HEMBA 1 003 58 1 //Mouse aRNA for talin.//8. 3e-12: 128: 82//X56123 
R-HEMBA1 003591 //Hoao sapiens chroaosoae 16, BAC clone 2603 (LANL). 
coaplete sequence. //2. 9e-87: 251 : 95//AC005774 

R-HEMBA 1 003 595//Hoao sapiens DNA sequence froa BAC 1216H12 on chro 
aosoae 22q12. Contains a pseudogene with siailarity to part of aou 
se Ninein and the KIAA06D9 gene for a protein siailar to C. elegan 
s K09C8.4. Contains ESTs. CSSs and a ggtt repeat polyaorphisa, co* 
plete sequence. //4.5e-52: 384: 83//ALO0871 5 

R-HEMBA 1 003597/ /Hoao sspiens DNA sequence froa PAC 418A9 on chroao 
soae 6q21 . Contains the first (S’) two exons of a CDXB (Cell Divis 
ion Protein Kinase 8) LIKE gene, a Neutral Catponin LIKE pseudogen 
e, ESTs and STSs, coaplete sequence. //4. 6e-41 : 442: 74//Z844S0 
R-HEMBA 100 3 59 8//Howo sapiens PAC clone DJOS37P09 froa 7p11.2-p12, 
coaplete sequence. //1 . 8e-23: 1 77 :88//AC0051 53 
R-HEMBA 10036 15 

R-HEMBA! 0036 1 7//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC336 g 
enoaic sequence, WORKING ORAFT SEQUENCE. 5 unordered pieces. //0. 03 
9 : 494 : 57//AC005 1 39 

R-HEMBA 1003621//*** SEQUENCING IN PROGRESS *•* Hoao sapiens chroao 
soae 4. BAC clone C0052I22; HTCS phase 1. WORKING ORAFT SEQUENCE. 

4 unordered pi eces. //2. 3e-26 : 309: 75//AC004599 

R-HEMBA 100 36 2 2//Hoao sapiens Xp22 BAC 620F15 (Genoae Systeas BAC I 
ibrary) coaplete sequence. //7. te-56 : 545: 75//AC002980 
R-HEMBA 1 00 36 30//Hoao sapiens CC cheaokine gene cluster, coaplete s 
equence. //2. 8e-32: 546 : 68//AF08821 9 

R-HEMBA 100 36 3 7//Huaan BAC clone GS5S2A01 froa 7q21-q22. coaplete s 
equence. //8. 0e-25: 457 : 68//AC002454 

R-HEMBA 100 3 640/ /Hoao sapiens chroaosoae X, PAC 671D9. coaplete seq 
uence. //2. 8e-40 : 280 : 86//AF03 1 078 

R-HEMBA 100 3 64 S//Huaan DNA sequence e»* SEQUENCING IN PROGRESS *** 
froa clone 32B1, WORKING DRAFT SEQUENCE. //1 . 7e- 33 : 297 : 82//AL023693 
R-HEMBA 1003646//P I asaod iua falciparua MAL3P7, coaplete sequence.// 
0. 44: 319:59//AL034559 
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R-HEMBAI 003656//Hoso sapiens Chroaosoae 16 BAC clone Cl T987SK-A-I5 
2E5, complete sequence. //6. 9e-36: 242: 80//AC004382 
R-HEMBAI 00366 2//Hoao sapiens chroaosoae 17, clone hRPK. 332_H_I8. c 
oap I e te sequence. //8. 6e-l 1 7 : 588 : 96//AC00S746 

R-HEMBA 100366 7//Sequence 8 froa patent US 5420245. //I. 8e-21 : 170: 88 
//1 12222 

R-HEMBA 10036 7 9//Hoao sapiens BAC clone RG114BI9 froa 7q31.1, coapl 
ete sequence.//!. 6e-22: 180. S7//AC005065 

R-HEMBA too 3 680//C. elegans cosaid 2K353.//1 . 1 e-06:270:61//LlS3!3 
R-HEMBA I 003684//Col i as alexandra alexandra cytochroae oxidase subu 
nit I (cox!) gene, ai tochondrial gene encoding ai tochondr i a I prote 
in, part ial cds.//0. 77: 171 : 66//AF044872 

R-HEMBA 100 36 90//Hoao sapiens 12q13.t PAC RPC I 5-1057120 (Roswell Pa 
rk Cancer Institute Huaan PAC library) complete sequence.//!. 6e-10 
4: 523: 97//AC004466 

R-HEMBA 100 36 92//Huaan DMA sequence M* SEQUENCING IN PROGRESS tee 
froa clone 508115, WORKING DRAFT SEQUENCE.//! . 7e-41 : 414: 77//AL02 17 
07 

R-HEMBA1 00371 1 //Huaan Chroaosoae 11 overlapping pacs pDJ23Sk10 and 
pOJ239b22, WORKING DRAFT SEQUENCE. 17 unordered pi eces.//! . 6e-29: 
304 : 77//AC000406 
R-HEMBA 1 00371 4 

R-HEMBA1 00371 5//Hoao sapiens chroaosoae 1 6p1 1 . 2 BAC clone CIT987S 
K-A-6SS08. WORKING DRAFT SEQUENCE. 16 unordered pieces.//!. 4e-63:5 
78: 77//AC005136 

R-HEMBA1003720//HOWO sapiens. WORKING DRAFT SEQUENCE. 135 unordere 
d pieces.//2.4e-36:350:78//AC002353 

R-HEMBA 1003 7 2 5//Hoao sapiens chroaosoae 19, cosaid 831973, coapl et 
e sequence. //6. 3e-42: 250: 75//AC004699 

8-HEMBA1003729//RPCI11-22D14.TV RPCI-11 Hoao sapiens genoaic clone 
RPCI-1 1-22D14, genoaic survey sequence.//1.0:234:62//B86158 
R-f€MBAI003733//Huaan DNA sequence froa clone 396D17 on chroaosoae 
1 p33— 35. 3 Contains EST. STS. GSS, coaplete sequence. //7. 7e-80: 55 
8: 83//AL 008634 

R-t€MBA1003742//HS_3080_B2_H06_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate=3080 Col=12 Row=P. gen 
oaic survey sequence. //3.4e-SS: 331 : 9 1//AQ1 391 79 
8-HEMBA1 003758/ /Huaan DNA sequence froa PAC 295C6 on chroaosoae tq 
24. Contains ESTs, CA repeat, STS and CpG isl and.//4. 5e-59: 521 : 75/ 
/Z97876 
R-HEMBA 1003760 

R-HEMBA 1 003 773//Mut ausculus signal recognition particle receptor 
beta subunit aRNA, coaplete cds.//2. 6e-72: 467: 86//U1 7343 
R-HEMBA1 003783//Mus ausculus broaodoaa in-containing protein BP75 a 
RNA, coaplete cds.//l. Oe-77 : 557: 81//AF084259 
R-HEMBA 1 003784 

R-HEMBA) 003799//Hoao sapiens PAC clone DJI032BI0 froa 7pl5. 3-p21, 
coaplete sequence. //2. 1 e-49: 390: 72//AC004455 
R-HEMBA I 003803 

R-HEMBA 1 003804//Hoao sapiens chroaosoae 17. clone hCIT. 175_E_5, co 
aplete sequence. //9. 4e-99: 359: 99//AC004596 

R-HEMBA1 003805//Huaan DNA sequence froa clone SIJ12 on chroaosoae 
6 q 26-27. Contains the 3‘ part of the alternatively spliced gene fo 
r the huaan orthologs of aouse QXi-7 and QXI-7B (XH Doaain RNA Bin 
ding proteins) and zebrafish ZKQ-1 (Quaking protein hoaolog). Cont 
ains ESTs, STSs and CSSs, coaplete sequence. //8.0e-1 13: 567: 96//AL0 
31781 

R-ICMBA1003807//Bovine dinucleotide ai crosatel I i te HUJ 1 177. //5. 4e- 
18: !94:78//M96348 

R-HEMBA I 003836//Huaan DNA froa overlapping chroaosoae 19 cosaids R 
31396, F2S4S1, and R3I076 containing C0X6B and UPKA. genoaic seque 
nee, coaplete sequence. //3. 4t-40: 256 : 85//AC0021 15 
R-HEMBAI003838//CIT-HSP-2380F18. TF CIT-HSP Hoao sapiens genoaic cl 
one 2380FI8, genoaic survey sequence. //9. 7e-25: 150: 96//AQ196624 
R-KEMBAI0D3856//Huaan DNA sequence froa clone 272EB on chroaosoae 
Xp22. 13-22. 31. Contains a pseudogene siailar to MDM2-Like P53-bind 
ing protein gene. Contains STSs. GSSs and a CA repeat polyaorphis- 
a. coaplete sequence. //4. 8e-33: 486: 68//Z93929 
R-HEMBA 1 003864//. coaplete sequence. //4. 4e-100: 531 : 94//AC005300 
R-HEMBA 1 D03866//HS_3203_B2_C01_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3203 Co 1 = 2 Row=F. geno 
aic survey sequence. //2.6e-0$:206:64//AQ180298 

R-HEMBA 1 0038 79//Hoao sapiens cTtroaosoae 10 clone CIT987SK-! 1 1 9P3 a 
ap 1 0q25. 1 , WORKING DRAFT SEQUENCE. 1 ordered pi eces. //4. 7e-17: 17 
0: 79//U822Q7 

R-HEMBA I 003860//Hoao sapiens genoaic DNA, chroaosoae 21ql!.l, sega 
ent 7/28, WORKING DRAFT SEQUENCE. //7. 8e-l 03 : 526 : 96//AP000036 
R-HEM8AIO03885//Huaan apol ipoprotein ipoC-IV (AP0C4) gene, coapl et 
e cds.//3.5e-45:299:87//U32576 

R-KEMBAI 003893//Huaan DNA sequence set SEQUENCING IN PROGRESS tea 
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froa clone 1137F22. WORKING 0RAFT SEQUENCE. //I. I e-41 : 386: 77//AL034 
421 

R-HEMBA I003902//HS_303 1 _B2_E07_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3031 Col=14 Row-J. gen 
oaic survey sequence.//5. 3e-50: 293 :93//AQl 65549 
R-fCMBA1003908//C I T-HSP-2367K7.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2367K7, genoaic survey sequence.//!. 2e— 32 : 220: 92//AQ07679S 
R-KEMBAI 003 9 26//Hoao sapiens chroaosoae 5, BAC clone 1 94 j 1 8 (LBNL 
HI 58) , coaplete sequence. //3. 1 e-58:294: 8S//ACOOS368 
R-HEMBA 1 003 937 //Hobo sapiens chroaosoae 3 subteloaeric region. //8. 
0e-1 1 1 : 590:93//AF1097t 8 
R-HEMBA1 003939 

R-HEMBA 1003942//Hoao sapiens clone DJ0828F13, coaplete sequence.// 
2. Ze-08 : 474 : 58//AC004904 

R-KEHBA1 003950//PI asaod iua vivas froa Brazil cytochroae b (cytb) g 
ene, ai tochondrial gene encoding aitochondriil protein, partial cd 
s . //0 . 034 : 258 : 62//AF0696 1 9 

R-t£MBAI0039S3//Plasaodiua falciparua MAL3P8, coaplete sequence.// 
0.096: 492 : 57//AL034560 

R-HEMBA 1 003958/ /Huaa n DNA sequence *** SEQUENCING IN PROGRESS tea 
froa clone 64K7, WORKING DRAFT SEQUENCE. //7. 3e-40: 382: 78//AL031668 
R-HEMBA I 003959//Aaa ran thus hypochondr iacus betaine aldehyde dehydr 
ogenase (ahybadh4) gene, coaplete cds.//0. II :428:60//AF000132 
R-fEMBA1003976//Hoao sapiens PAC clone DJ0724EI3 froa 7pl1.2-p)2. 
coaplete sequence. //I . 0: 222 :62//AC0O441 4 

R-HEMBA 1003978//Sequence 31 froa patent US 5708157. //I. 9e-14: 159: 7 
7//I 80060 

R-HEMBA1 003985//Hoao sapiens 12pl3.3 PAC RPCIS-927J10 (Roswell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //5. Se- 1 4: 
t 36 : B3//AC004804 

R-HEMBA 1 003987//Huaan chroaosoae 12p13 sequence, coaplete sequenc 
e. //3. 2e-26 : 268 : 79//U47924 

R-HEIffiAl 003989//RPC1 1 1 -52K22. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-52K22, genoaic survey sequence. //2. 2e-86: 443: 95//AQ0524B4 
R-KEMBAI 004000 
R-HEMBA 1 004011 

R-ICIBAI 0040t2//Hoao sapiens chroaosoae 17, clone hRPK.63_A_1, coa 
plete sequence. //4. 7e-38: 284: 85//AC005670 

R-HEMBA 100401 5//Huaan DNA sequence froa clone 931E15 on chroaosoae 
Xq25. Contains STSs, GSSs and genoaic aarker DXS8098, coaplete se 
quenc e. //0. 48 : 460 : 58//AL023 575 

R-HEMBA 1 0040 24//Hoao sapiens clone RG27QDI3. WORKING DRAFT SEQUENC 
E. 18 unordered pieces. //I. 5e-2! : 1S9.80//AC005081 
R-HEMBA 1 00403 8//Hoao sapiens Xq2B BAC RPCI11-382P7 (Roswell Park C 
ancer Institute Huaan BAC Library) coaplete sequence. //7. 9e-10:23 
1 :66//AC006054 

R-HEMBA 100404 2//Hoao sapiens clone DJ0968I16, coaplete sequence.// 
0.00071 : 263: 68//AC00601 6 

R-HEMBA1 004045//Hoao sapiens PAC clone DJ0074M20 froa X, coaplete 
sequence. //8. 8e-23 : 1 96 : 69//AC0061 43 

R-HEMBA 1004048//C I T-HSP-2288N20. TF CIT-HSP Hoao sapiens genoaic cl 
one 2288N20, genoaic survey sequence. //0. 01 3 : 162 : 67//AQ007283 
R-HEMBA 1 00404 9//Huaan hsp 70 gene 3’ region for 70 kDa heat shock 
prote i n. //7. 7e-30: 1 76: 96//X04677 

R-t€M8A10040SS//Plaseodiua falciparua 3D7 chroaosoae 12 PFTAC1383 
genoaic sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //8. 4 
e-05: 395: 63//AC00S504 

R-HEMBA 1004056//Hoao sapiens done DJ 0847008, fORKING DRAFT SEQUEN 
CE, 3 unordered pi eces. //3. Se-61 : S51 : 77//AC005484 
R-HEMBA 1 00407 4//Hoao sapiens clone DJ1032D07, fORKING DRAFT SEQUEN 
CE, 3 unordered pieces. //0. 98: 275: 63//AC0049S2 
R-HEI£A1004086//Sequence 65 froa patent US 5691 147. //2. 8e-54: 31 3: 9 
2//I 76237 

R-KEMBAI 004097//Mus ausculus putative transcription factor aRNA, c 
oaol ete cds. //1 . 8e-1 1 : 323 :63//AF091 234 

R-HEMBA 10041 31 //Huaan aRNA for KIAA0128 gene, partial cds.//9. 3e-4 
2 : 534: 69//D50918 

R-KEMBAI 0041 32//Hoao sapiens chroaosoae 17. clone hCIT. 21 1_P_7. co 
aplete sequence. //6. 0e-49 : 491 : 76//AC003665 

R-HEMBAI 0041 33//HS_3229_B2_E09_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate^3229 Col=t8 Row=J, gen 
oaic survey sequence.//!. »e-72: 374: 97//AQ1 92003 
R-HEMBAI 0041 38//Huaan DNA sequence ♦** SEQUENCING IN PROGRESS M» 
froa clone 417MU, W0RKINC DRAFT SEQUENCE. //3. le-09: 277: 66//AL0244 
98 

R-HEMBAI 0041 43//P I asaod i ua falc iparua MAL3P4, coaplete sequence.// 
0.53: 239: 61//AL008970 

R-HEMBAI 0041 46//Hoao sapiens clone DJ0038U0, WORKING DRAFT SEQUEN 

CE, S unordered pi eces. //3. Oe-35 : 165: 88//AC004820 

R-HEMBA 1 004 1 S0//CI TBI-EI-2SI7I2.TR CITBI-EI Hoao sapiens genoaic c 
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lone 251712. genoaic survey sequence. //O. 56 : 379: 59//AQ277616 
R-HEMBA 1 004 164//Huain 8AC clone CS200K0S froa 7q21-q22. coaplete s 
equence. //4. 6e-49 : 448 : 77//AC002429 

R-HEMBA 10041 68//Hoao sapiens geainin aRNA, coaplete cds. //2. 4e-l I 
0:583: 96//AF0578S5 

R-HEMBA 10041 99//S. poabe chroaosoae I cosaid C8A4.//0. 73: 187: 64//Z6 
6569 

R-HEIBA 10042 0Q//Hoao sapiens Xp22 BAC GSHB-1 84P14 (Genoae Systeas 
Huaan BAC library) coaplete sequence. //6. 3e-30: 293: 77//AC004552 
R-HEWA 1004202// rah=ras-rel a ted hoaolog [aice. HT4 neural celt I in 
e. aRNA. 993 nt].//3.0e-64:517.80//S72304 

R-HEMBAI 004203//Hoao sapiens clone NH0313P13, VORKING DRAFT SEQUEN 
CE. IS unordered pieces. //I Oe-97: 303 : 98//AC005488 
R-HEI&A1 004207//Hoao sapiens teptin receptor short fora (db) aRNA, 
coaplete cds.//3. 6e-l 16:S73:97//U50748 
R-HEHBA1 00422S//Drosophi la aetanogaster ei tochondr ial DNA with 12 
tRNAs and 7 genes. //5. 4e-H : 493: 60//N3727S 

R-HEHBA1004227//Rattus norvegicus protein phosphatase 2C aRNA. coa 
Plate cds.//6. 1 e-76:443: 86//AF09S927 

R-HEMBA 1 0042 38//Hoao sapiens chroaosoae 19. cosaid R28341. coaplet 
e sequence.//!. I e-42: 330: 83//AC0O5763 
R-HEMBA 1 004241 

R-HEMBA 10Q4246//Hoao sapiens genoaic DNA. chroaosoae 2lq22.2 (Doan 
Syndroae region), segaent 4/15, VORKING DRAFT SEQUENCE.//!. te-45: 
288 : 8S//AP0000I I 

R-HEMBA 1004248//Hoao sapiens PAC clone DJ0828B12 froa 7q1l.23-q2l. 
1. coaplete sequence. //5. 2e-09:516:6l//AC004903 
R-HEMBA 1 004264 

R-HEMBA 1 004267//HS_2255_A2_Hl 2_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=22$5 Col=24 Row=0, gen 
oaic survey sequence. //8.6e-59:318:95//AQ0688$4 
R-HEMBA 1004 2 7 2//Hoao sapiens I2pl3. 3 PAC RPCI5-1180DI2 (Rosael I Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //I . le-l I 
3: 576 : 96//AC00583 1 

R-HEMBA I 004275//Hoao sapiens clone 617 unknown aRNA, coaplete sequ 
ence. //4. 4e-l 1 0 : 553 : 96//AF09! 081 
R-HEMBA 1 004276 

R-HEMBA 1 004Z86//Hoao sapiens TGF beta receptor associated protein- 
1 aRNA. coaplete cds. //1 . 9e-106: 538: 97//AF022795 
R-HEMBA1 004289//RPC 1 11-74010. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-740IQ. genoaic survey sequence. //2. 3e-37: 248: 76//AQ266668 
R-HEMBA 1 0042 95//B a boon apol ipoprotein A-VI aRNA, 3' end. //0. 0016: 2 
73.64//L13174 

R-ICMBA1004306//HS_3175_B2_FOI_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3175 Col=2 Row=L, geno 
aic survey sequence. //I . 6e-28: 190: 77//AQ169206 
R-HEMBA 1 00431 2//Huaan BAC clone RGII9P24 froa 7q3l, coaplete seque 
nee. //6. 3e-36 : 267 : 82//AC00308B 

R-HEMBA 100432 1 //Hoao sapiens *** SEQUENCING IN PROGRESS *** froa P 
AC 10155, WORKING 0RAFT SEQUENCE. //4. le-l 1! : S76 : 95//AJ00961 1 
R-HEMBA1004323//CI T-HSP-2374C8. TR CIT-HSP Hoao sapiens genoaic cfo 
ne 2374C8, genoaic survey sequence. //2. 7e-42: 1 36: 91// AQ1 14933 
R-HEMBA1004327//CI T-HSP-2303L24. TF CIT-HSP Hoao sapiens genoaic cl 
one 2303L24, genoaic survey sequence.//1.0:78:67//AQ017600 
R-HEMBA 1 QQ433Q//Hoao sapiens clone DJI173I20, VORKING 0RAFT SEQUEN 
CE, 5 unordered pieces. //2. 3e- II 9:580 : 98//AC004987 
R-HEMBA 1004334//Pi ap ine I la brachycarpa Phybl aRNA. coaplete cds.// 
3. 3e-14 : 238: 69//AF082024 

R-HEMBA I 004335//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-I1 
6AI0, coaplete sequence. //I. 8e-21 : 291 :71//AC004638 
R-HEMBA I 004 34 I 

R-HEMBAI0043S3//Hoao sapiens aRNA for c-ayc binding protein, coapl 
ete cds. //4. le-74:444 :90//D89667 

R-HEMBA1004354//Huaan DNA froa overlapping chroaosoae 19-specific 
cosaids R29S1S and R282S3. genoaic sequence, coaplete sequence.// 
7.0e-38: 287 -.82//AC003002 

R-HEMBA1004356//Sequence 2 froa patent US 5652I44.//3. 7e-l08:588:9 
2// 1 586 II 

R-HEMBA 1 004 366//VORK I NG 0RAFT SEQUENCE. 3 unordered pieces.//! . 8e- 
14:446: 63//AC005949 

R-KEMBAI004372//CI T-HSP-2005C1 3. TF CIT-HSP Hoao sapiens genoaic cl 
one 2005C13. genoaic survey sequence. //0. 010: 334 : 61 //BS5S1 1 
R-HEMBA 1004389//HOBO sapiens full length insert cDNA clone ZE09A1 
1 . // 1 . 5e-1 9 : 1 70 : 83//AF086540 

R-HEMBA1 004394//Huaan (D2IS198) DNA segaent containing (TG)23 rape 
at. //I. 0:50:84//! 58 124 

R-HEMBA 1004396//Hooo sapiens chroaosoae 4 clone B240N9 aap 4q25, c 
oaplete sequence. //8. 2e-34:459:69//AC0040S7 

R-HEMBA 1004 40 5//Hoao sspi ens BAC clone CS589PI9 froa 7pl3-p14. coa 
Plate sequence. //2. 8e-42:3l4:84//AC005030 
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R-HEMBA 1 004408 

R-tEMBAI004429//M. auscu I us of DNA encoding DNA-binding protein.// 
l.6e-66: 449 :82//Z 54200 

R-HEMBA 1 00443 3//Hoao sapiens chroaosoae 2lq22.3, PAC clones 314N7. 
225L1S, BAC clone 7B7, coaplete sequence bases 1 .. 333303. //7. 2e-3 
2 : 460 : 68//AJ0I 1 930 

R-HEMBA 1 00446 0//Hoao sapiens clone DJ0647C14, VORKING 0RAFT SEQUEN 
CE, 21 unordered pieces. //3. 9e-t13:58l : 96//AC004846 
R-HEMBA 1004461 //HS_32 44_A2_F 1 2_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3244 Col=24 Row=K, gen 
oaic survey sequence. //8.0e-93: 397 :99//AQ220876 
R-HEMBA 100447 9//Hoao sipiens PAC clone DJ0942I16 froa 7q11, coaple 
te sequence. //I . 7e-40 : 48S : 70//AC0060 1 2 

R-1CM8A1004482//Plasaodiua falciparua chroaosoae 2, section 7 of 7 
3 of the coaplete sequence. //2.2e-l I : SI 3:59// AE001 370 
R-HEMBAI 004$02//Howo sapiens chroaosoae 17, clone hRPK. 372J<_20, c 
oaplete sequence. //2. 0e-08: 245:56//AC00595! 

R-HEMBA1 004506/ /Huaan DNA sequence MS SEQUENCING IN PROGRESS *«* 
froa clone 34606, VORKING DRAFT SEQUENCE. //4. 2e-8l: 582: 83//Z84487 
R~t£MBAl004507//Caenorhibdi t is elegant cosaid C40C9, coaplete sequ 
ence. //0. 56:235: 64//Z70266 
R-HEMBA1 004509 

R-HEM8A1004S34//S equence 58 froa patent US 5691147. //I. 9e-61 :430:6 
3// 1 76230 

R-HEMBA 1 00453 8//HS_3 1 89_B2_C03_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3189 Col=6 Row=F. geno 
aic survey sequence. //6. I e-21 : 140: 92//AQ1 70330 
R-KEMBA1004S54//CIT-HSP-712K9. TP CIT-HSP Hoao sapiens genoaic cion 
e 712K9. genoaic survey sequence.//! . 7e-l6: 1 1 6: 93//B73329 
R-ICMBA1 004S60//Huaan aRNA for KIAA0281 gene, coaplete cds.//2.2e- 
14:21 3: 71//D874S7 
R-HEMBA 1004S7 3 

R-HEICA1 004S77//Huaan DNA sequence froa cosaid L247F6, Huntington' 
s Disease Region, chroaosoae 4p!6.3 contains protein siailar to Mo 
use SH3 binding protein 3BP2, aultiple ESTs and a CpG island. //I. 

0: 352: 60//Z68279 
R-HEMBA 1004 586 

R-HEIffiA1004596//Plisaodiua falciparua MAL3P6, coaplete sequence.// 
0. 00 1 2 : 359 : 60//Z98S5I 

R-HEMBA! 00461 0//S. poabe chroaosoae II cosaid c354. //0. 001 1 : 362: 62/ 
/AL022071 

R-HEMBA 1 0046 1 7//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t K I AA050I . //I . 4e-50 : 327 : 85//AB007970 

R-HEM8A1 004629//Hoao sapiens Xp22 bins 16-17 BAC GSHB-531M7 (Geno 
■e Systeas Huaan BAC Library) coaplete sequence. //4.4e-l3: 527: 63// 
AC004805 

R-HENBAt 00463 t //Rat t us norvegicus Nc lonelO aRNA. //2. 9e-24:364: 7!// 
U31866 

R-HEMBA 1 0046 32 

R-HEMBA I 004637//Hoao sipiens clone DJ0982E09, VORKING DRAFT SEQUEN 
CE, 3 unordered pieces.//7. 7e-!1 7:573. 98//AC005534 
R-HEIBA 1 0046 38//H. sapiens aRNA for DCCR2.//3. 8e-l9: 1 1 8: 99//X84076 
R-HEMBAI 004666//Arab i dops i $ that i ana chroaosoae II BAC T4E14 genoa 
ic sequence, coaplete sequence. //0. 00013:501 : 58//AC00SI 71 
R-HEMBAI 004669//Huaan DNA sequence froa clone 465N24 on chroaosoae 
lp35. 1-36. f 3. Contains two novel genes, ESTs. CSSs and CpG island 
s, coaplete sequence. //I. 5e-1 20: 571 : 98//AL031 432 
R-HEMBAI 004670//Huaan DNA sequence *** SEQUENCING IN PROGRESS **• 
fro« clone 222EI3. VORKING DRAFT SEQUENCE. //4. 4e- 12: 110: 88//Z93241 
R-HEMBAI 004672//Huaan DNA sequence frow PAC 308113 on chroaosoae 1 
p35-1p36. 3.//3. 4e-38: 324: 81//Z99291 

R-HEMBA I 004693//Arsbi dops i s thalisna genoaic DNA, chroaosoae 5, PI 
clone: MPOI2. coaplete sequence. //O. 86 : 309: S7//AB006702 
R-HEMBAI 004697//T33B22TF TAMU Arabidopsis thalisna genoaic clone T 
33B22, genoaic survey sequence. //0. 29: 331 : 61 //B97342 
R-HEMBAI 00470S//P la saodiua falciparua MAL3P7, coaplete sequence.// 
0.051: 424 : 58//AL034559 

R-HEMBAI 004709//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-1 I 

6A10, coaplete sequence.//!. 7e-49:497: 76//AC004638 

R-fCMBAl 00471 1 //Hoao sipiens chroaosoae 17, clone hRPK. 271_K_1 1 , c 

oaplete sequence. //!. 6e-38:362: 79//AC005562 

R-HEMBAI 004725 

R-HEMBAI 004730//Hoao sipiens Chroaosoae I7pl3 Cosaid Clone cos26, 
coaplete sequence.//! . le-58:489:79//AC00208S 
R-HEMBAI 004733 

R-HEMBAI 004734//Huasn ONA sequence froa clone 273NI2 on chroaosoae 
6ql6. 1-16.3. Contains the gene for the N-OctSa (N-0ct3, N-Oct5b) 
POU doasin proteins and an unknown gene. Contains s putative CpG i 
stand, ESTs, STS, and CSSs, coaplete sequence. //0. 0030: 362: 61//AL0 
22395 
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R-HEMBA1004736//Hoao sapiens clone DJ09B1007, complete sequence.// 

I . 9e-58:282: 87//AC006017 

R-HENBA 10047 48/ /Hobo sapiens RAC clone 0J1059HI7 fro* 7q21-q31.1. 
comp I e te sequence. //3. fie-34 : 287 : 8 1//AC004953 

R-HENBA 100475 1 //Human DNA sequence fro* PAC 507115 on chromosome X 
q26. 3-27. 3. Contains 60S ribosoaal protein L44 (L41, L36) like gen 
e. ESTs. STSs ind a polymorphic CA repeat. //5. 3e-40:266:89//Z98950 
R-HENBA 1 004 7$2//Human ONA sequence *** SEQUENCING IN PROCRESS **• 
from clone 495010, fORKING DRAFT SEQUENCE. //3. 3e-39: 281 :85//AL03 II 
21 

R-HEMBA 1 004 753//Homo sapiens ribosoaal protein S20 (RPS20) aRNA, c 
oap I e t e cds. //2. 6e-6S : 475 : 84//L06498 

R-HEMBA 10 04 75&//Hono sapiens ONA sequence from PAC 86CI1 on chromo 
some 6p21. 31-22. 1. Contains histone genes H2A/ 1 . H28. I A, H4, H2A. 1 b, H 
3 pseudogene, pheromone receptor pseudogene, ESTs, STS and CpG isl 
and. //I . 8e-08 : 51 6 : 59//AL021 807 

R-HEM8AtDQ4758//Hamo sapiens chromosome 4 clone B240N9 nap 4q2S, c 
oaplete sequence. //5. 1 e-45: 577: 72//AC004057 
R-HEMBA 1004763 

R-HEMBA 1 00476 8//Huaan ONA sequence from clone 395P12 on chromosome 
1q24-25. Contains the TXGP1 gene for tax-transcriptional ly activa 
ted glycoprotein 1 (34kD) (0X40 ligand, OX40L) and a G0T2 (Asparta 
te Aminotransferase, aitochondrial precursor, EC 2. 6. 1.1. Transami 
nase A, Glutamate Oxaloacetate Transaminase-2) pseudogene. Contain 
s ESTs, STSs and CSSs, coaplete sequence. //4. I e-60: 435: 78//AL02231 
0 

R-HEMBA1004770//Plasaodi ua falciparua chromosome 2, section 8 of 7 

3 of the coaplete sequence. //8. 7e-05: 476: 61//AE001 371 

R-HENBA 1 00477 1//Hoao sapiens Xp22 Cosnid U15207 (Lawrence Livermor 
e human cosaid library) complete sequence. //5. 0e-08: 1 1 3: 80//AC0030 

47 

R-HENBA 1004776 

R-HEft&A1004778//«**ALU WARNING: Hunan Alu-J subfamily consensus se 
quence. //I . 1e-35: 288 : 84//U14567 

R-HENBA 1 004795//HS_3 1 92_B1_F09_T7 CIT Approved Human Genoaic Sperm 
Library D Hoao sapiens genomic clone Plate=3t92 Col=17 Row=L. gen 
oaic survey sequence.//!. 9e-44: 233: 98// AQ1558S5 
R-HENBA 1 004803//Hoao sapiens ainisatellite as31 repeat region. //3. 
Oe-67 : 318 : 87//AF048728 
R-HENBA 1004806 

R-HEMBA1004807//Hoao sapiens clone GS166C05, WORKING ORAFT SEQUENC 

E, 7 unordered pi eces. //3. 6e-20: 333: 69//AC00501 5 

R-HENBA 100481 6//Huaan DNA sequence froa PAC 50A13 on chromosome Xp 

II. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2, P3) precur 
sor (ATP5G1, ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. Conta 
ins polymorphic CA repeat.//6.3e-l3:l48:77//Z9254S 

R-HENBA I 004820/ /Human arginine-rich nuclear protein aRNA, complete 
cds. //I . 5e-l 2: 1 41 : 8S//N74002 

R-HENBA1004B47//Canine mRNA for 68kDA subunit of signal recognitio 
n particle (SRP68).//7.6e-80;297:85//X53744 
R-HENBA 1004850 

R-HEN8A1004863//Huaan ONA sequence froa PAC 345P10 on chromosome 2 
2q12-qter contains ESTs and STS and polymorphic CA repeat 022S927. 
//2.0e-14:159:79//282201 
R-HENBA 100486 4 

R-HENBA I 00486 5//Hoao sapiens Xp22-149 BAC RPCI11-46604 (Roswell Pa 
rk Cancer Institute Human BAC Library) complete sequence. //0. 90: 7 
6: 76//AC005297 

R-HENBA 1004880//Homo sapiens clone OJ0309D19, WORKING DRAFT SEQUEN 
CE, 12 unordered pieces.//1.9e-49:S51 : 73//AC004826 
R-HENBA 1004889//Huaan DNA sequence *** SEQUENCING IN PROGRESS ee* 
from clone 223B1, fORKING ORAFT SEQUENCE. //0. 0021 : 189: 65//AL03 1 943 
R-HENBA I Q04900//Homo sapiens chromosome 17, clone hRPK. 180_P_8, c 
oaplete sequence. //6. 6e-1 1 : 144: 77//AC005972 

R-KEM&A1004909//Huaan DNA sequence from clone 505B13 on chromosome 
1p36. 2-36. 3 Contains CA repeat and CSSs, complete sequence. //1 . 6 
e-46: 341 : 83//Z98052 

R-f€KBA1 00491 8//Human DNA sequence *** SEQUENCING IN PROGRESS as* 
from clone 994L9, WORKING DRAFT SEQUENCE. //1 . 6 e-54: 301 :89//AL03455 

4 

R-HENBA 1 00492 3//Homo sapiens 47kB ONA fragment from Xq28, proximal 
to NTN1 gene. //2. 0e-07 : 1 82 : 69//Y 1 5994 
R-HENBA 1004929 

R-fflENBAI 004930//Hoao sapiens chromosome 11 clone CIT987SK-1012F4, 
WORKING ORAFT SEQUENCE, 6 unordered pi eces. //7. 7e-66:547:79//AC005 

848 

R-HENBA1 004933//H. sapiens Humig aRNA.//0. 1 3 : 233 : 62//X72755 
R-HENBA1004934//CIT-HSP-2021I16.TF CIT-HSP Homo sapiens genomic cl 
one 2021116, genoaic survey sequence. //0. 66: 268: 62//B65345 
R-HENBA1004944//CI T-HSP-228IL12.TR CIT-HSP Hoao sapiens genoaic cl 
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one 2281 LI 2. genoaic survey sequence. //3. 8e-20: 104: 82//B99849 
R-HEMBA1 004954/ /Homo sapiens chromosome 17, clone hRPK. 146_P_2, WO 
RKING ORAFT SEQUENCE, 4 unordered pi eces. //0. 00082 : 385: 60//AC00534 
1 

R-HENBA1004956//CIT-HSP-2305H22.TF CIT-HSP Hoao sapiens genomic cl 
one Z30SH22, genoaic survey sequence. //1 . 6e-84: 41 1 : 99//AQ020408 
R-HENBA 1 004960//Huaan ONA sequence froa PAC 3S8H7 on chromosome X. 
//3.3e-22:249:74//Z77249 

R-HEN8AI004972//nbxb0003aF01f CUGI Rice BAC Library Oryza sativa g 
enomic clone nbxbOOOSKOl f, genoaic survey sequence. //0. 52: 171 : 64// 
AQ049982 

R-HEN8A1 004973//*** SEQUENCING IN PROGRESS *** EPNJ/APECED region 
of chromosome 21, clones A6BE8, B127P21, B173L3, B23N8, C1242C9, C 
579E2. A70B6, B159G9. B175D10, B52CI0, C124C1 Note: Sequencing in 
this region has been discontinued by the Stanford Human Genome Cen 
ter, WORKING DRAFT SEQUENCE, SO unordered pi eces. //0. 69: 179: 64// AC 
003656 

R-HENBA) 004977//Caenorhabd i t is elegans cosmid F08G2, complete sequ 
ence. //7. 6e-07 : 492 : S8//Z81 495 

R-KEKBAI004978//Human DNA sequence from clone S22P13 on chromosome 
6p2t. 31 -22. 3. Contains a 60S Ribosomal Protein L21 pseudogene and 
an KNRNP A3 (Heterogenous Nuclear Riboprotein A3, FBRNP) pseudoge 
ne. Contains ESTs, STSs and GSSs, complete sequence. //0. 20:427:60/ 
/AL024S09 

R-HENBA 1 004980/ /C I T-HSP-2379K5. TF C I T-HSP Homo sapiens genomic clo 
ne 2379K5, genomic survey sequence. //1. 6e-S3: 331 :88//AQ108614 
R-HENBA 100498 3//Genomic sequence from Human 17, complete sequence. 
//0. 0006 1:473: 58//AC000389 

R-HENBA1 004995/ /Homo sapiens chromosome 16, cosaid clone 306E5 (LA 
NL), complete sequence.//). 6e-90: 527: 89//AC004224 
R-HENBA 1 005008//Huaan DNA sequence froa clone 461 PI 7 on chromosome 
20q1 2-1 3. 2. Contains four novel (pseudo)genes for proteins with K 
un» tz/Bovi ne pancreatic trypsin inhibitor and/or WAP-type (Whey Ac 
idic Protein) * four-disulfide core’ domains, COX6C (Cytochrome C 0 
xidase Polypeptide VIC, EC 1.9. 3.1) and RPLS (60S Ribosomal Protei 
n L5) pseudogenes, a pseudogene similar to part of the HSPDI (HSP6 
0, Hi tochondr ial Matrix Protein PI precursor. Heat Shock Protein & 
0, GROEL protein, HUCHA60) gene, and the Major Epididymis-specific 
protein E4 precursor (HE4, Epididymis Secretory protein E4, WAP-t 
ype (Whey Acidic Protein) ’four-disulfide core’ dowain) gene. Cont 
ains ESTs. an STS, GSSs and a putative CpG island, coaplete sequen 
ce. //5. 4e-65 : 357: 83//AL031 663 

R-HENBA 1005009//Hoao sapiens BAF53a (BAF53a) mRNA. coaplete cds.// 
5. fie— 1 07 : 550: 96//AF04I474 

R-HENBA 10050 19//Hoao sapiens aRNA for KIAA0648 protein, partial cd 
s. //6. 3e-1 04 : 542 : 94//AB0I 4548 

R-HENBA 1 005029/ /Homo sapiens DNA sequence from PAC 9701 6 on chromo 
some 6p21.3-22. 2. Contains an unknown pseudogene, a 60S Ribosomal 
protein L24 (L30) LIKE pseudogene and histone genes H2BFC (HZB/c). 
H4FFP (H4/f pseudogene). H2AFC (H2A/c). H3FIK (H3. 1/k) and a tRN 
A-Val pseudogene and tRNA-Thr gene. Contains ESTs, STSs, GSSs and 
genomic marker D6S464, complete sequence. //3. 1 e-67: 493: 83//AL0091 7 
9 

R-IC1I8A1 005035/ /Homo sapiens chromosome 17, clone hCIT. I75_E_5. co 
ap I ete s equence. //I. 4e-l 01 : 537 : 94//AC004596 

R-HEMBA 1 005039//Huaan ONA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 1018012. fORKING DRAFT SEQUENCE. //9. Se-30: 446: 68// AL031 
650 

R-HEMBA1005047//Nus ausculus aRNA for Rab24 protein.//]. 4e-34: 229: 
88//Z22819 

R-HEMBA1 00S050//Huaan Chromosome X PAC RPCII-29QC9 froa the Pieter 
de Jong Human PAC library: complete sequence. //4. 0e-43: 371 : 80// AC 
002404 

R-HENBA 100 506 2//Hoao sapiens chromosome 17, clone hCIT. !86_H_2, co 
aplete sequence. //2. 3e-15: 269: 66//AC004675 

R-HEMBA100S066//Hoao sapiens clone NH0001P09. fORKING ORAFT SEQUEN 
CE. 1 unordered pieces. //4. 0e-30: 305: 74//AC006030 
R-HENBA 1005075 

R-HENBA 1005079//Homo sapiens clone HSI9.11 Alu-YaS sequence. //6. 5 
e-48 : 245 : 91//AF01 51 56 

R-HENBA l 005083/ /Human ONA sequence *** SEQUENCING IN PROGRESS *** 
from clone 1 18SN5, fORKING ORAFT SEQUENCE. //». 3e-l 5: 142: 83//AL0344 
23 

R~HEN8At005101//Homo sapiens SYT interacting protein SIP aRNA, com 
pi ete cda.//S. 3e-1!0:545:96//AF080561 

R-KENBAI005I l3//Caenorhabdi t is elegans DNA **• SEQUENCING IN PROGR 
ESS *«* from clone Y53C10, WORKING DRAFT SEQUENCE. //0. 026: 252: 64// 
293340 

R-KEH8AI0051 23//Hoao sapiens DNA sequence froa clone 78F24 on chro 
aosoae 22ql2. 1-12. 3. Contains one exon of an Oxysterol-binding pro 
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tein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequent 
e. ///. 1 e-5S : 306 : 82//AL022336 

R-HENBAI 0051 33//Huean DNA sequence SEQUENCING IN PROGRESS 
f roe clone Y738F9, VORKING DRAFT SEQUENCE. //6. 4e-4S: 309: 87//A10223 
45 

R-KENBAI 0051 49//Huaan coseid 111 2NC01-95H4. ETV6 gene, exon 2 and 
partial cds.//3. 2e-Jl :3I0:76//U8I834 

R-fdfBAI 0051 S2//Koeo sapiens 0NA sequence froe PAC 13D10 on chroao 
soee 6p22. 3-23. Contains CpG is land. //I. 4e-33: 361 : 79//AL02I407 
R-HENBA1 0051 S9//Huean 0NA sequence froe clone 163016 on chroeosoee 
1p35. 1-36. 13 Contains CA repeat, STS, coeplete sequence. //2. 7e-2 
2:440: 66//AL031279 

R-HEMBAI 0051 85//Caenorhabdi tis elegans DNA see SEQUENCING IN PROGR 
ESS tee froe clone YI05E8, WORKING DRAFT SEQUENCE. //0. 001 7: 381 : 58/ 
/AL022594 

R-HEMBAI 005201 //P. falciparue coeplete gene eap of pi as t i d- 1 ike DNA 
( I R-B) . //8. 5e-05 : 457 : S7//X 95276 

R-KEMBAI 0Q5202//Huaan 18S ribosoeal RNA.//4. 7e-38: 236 : 9I//X03205 
R-HEMBAI 0052 19 

R-HENBAI 005223//Hoeo sapiens clone D1D673M15, I0RKING DRAFT SEQUEN 
CE, 33 unordered pieces.//1. 0: 209: 65//AC004854 
R-HENBAI 005232//Hoeo sapiens chroeosoee Y. clone 264, i, 20, coeplet 
e sequence. //0. 0040:439: 58//AC0046 1 7 

R-HENBAI 00524 1 //Hoeo sapiens PAC clone DJ0777023 froe 7p14-p15. co 
op I ete sequence. //4. 2e-1 11:568: 96//AC0051 54 

R-HENBA100S244//HS_3092_B2_C1t_NF CIT Approved Huean Genoeic Spere 
Library D Hoeo sapiens genoeic clone P1ate=3092 Col=22 Row=F, gen 
oeic survey sequence. //4. 9e-1 2: 116: 84//AQ1 27947 
R-HENBAI 00 52 51 //Hoeo sapiens PAC clone DJI182N03 froa 7q11.23-q21. 
I, coeplete sequence. //3. 2e-27: 210: 84//AC004548 
R-HEN8A1 005252//Hoeo sapiens chroeosoee 17. clone hRPK. 318_A_1S, c 
oep I ete sequence. //4. 6e- 1 05 : 437 : 97//AC005837 

R-HENBAI 00 52 74//$ I iee eold ei tochondr i a I DNA, binding region to th 
e eeebrane sys tee. //0. 01 1 :339: 59//D86630 

R-HENBAI 005 2 75//Hoeo sapiens PAC clone DJ0886008 froe 7q32-q35. co 
aplete sequence. //3.4e-17:269: 71//AC0O4914 

R-HENBAI 005293//Huean DNA sequence froe PAC I30N4. BRCA2 gene regi 
on chroeosoee I 3q 1 2-1 3 contains xs7 aRNA, £STs.//6. 9e-20: 193: 73//Z 
75887 

R-HEKBA1 0O5296//HS_3O37_B1_DO1_MR CIT Approved Huean Cenoeic Spere 
Library D Hoeo sapiens genoeic clone Plate=3037 Col-1 Row=H. geno 
eic survey sequence. //0. 26: 184: 64//AQ1 17120 

R-HEMBAI 005304//HOBO sapiens clone 0J0693H11, WORKING DRAFT SEQUEN 

CE. 7 unordered pieces. //I. 5e-58:445:78//AC006146 

R-fCNBAI 00531 1//Huean DNA sequence eee SEQUENCING IN PROGRESS ete 

froe clone 796E4, WORKING DRAFT SEQUENCE. //9. 3e-42: 383: 78//AL02233 

7 

R-t£MBA1 00531 4//Caenorhabdi tis elegans coseid F23H11.//0. 80: 179: 65 
//AF003389 

R-HENBAI 0053 15//Hoeo sapiens clone NHO00IP09, WORKING DRAFT SEQUEN 

CE. 1 unordered pi eces. //2. 4e-40: 409: 7I//AC006030 

R-HENBAI 0053 1 8//S. poebe chroeosoee I coseid c2EI1.//0.97:370:61//A 

1031181 

R-t£N8A100533t//Hoeo sapiens chroeosoee 17. clone hRPK. 214_C_8, co 
aplete sequence. //I. 9e-1 1 2: 577: 95//AC005B03 

R-HEMBAI 00S353//Huaan DNA sequence eee SEQUENCING IN PROGRESS eee 
froe clone 429E7, WORKING DRAFT SEQUENCE. //8. 9e-80: 406 : 97//AL03 1 72 
2 

R-HEMBAI 005359//HO eo sapiens chroeosoee 17, clone hRPK. 22 JM 2, N 
ORK INC DRAFT SEQUENCE. 2 ordered pieces. //3. 2e-50: 320:84//AC00S412 
R-HEIBAI005367//RPCI 1 1-85E23. TV RPC 1 1 1 Hoeo sapiens genoeic clone 
R-SSE23, genoeic survey sequence. //0. 39: 148:67//AQ281915 
R-HENBAI 005372//Hoeo sapiens full length insert cDNA YH93B03. //2. 6 
e- 1 08 : 557 : 9S//AF074997 

R-KEMBA 1005374/ /Hoeo sapiens full length insert cDNA clone ZA9501 
1 . //1 . 9e-1 1 0 : 53 1 : 98//AF086 1 42 

R-HENBAI 00 5 389//Huean DNA sequence froe clone 24SGI9 on chroeosoee 
Xp22. 11-22. 2 Contains serine-threonine kinase (Txp3) gene, a pseu 
dogene sieilar to ALPHA-1 PROTEIN ((CONNEXIN 43, CX43. GAP JUNCTIO 
N 43 KO 1EART PROTEIN)), and the 3' end of the RSI (X-l inked juven 
ile ret inoschisis precursor protein) gene. Contains ESTs, STSs and 
GSSs, coeplete sequence. //6. 0e-41 : 432: 7S//Z92542 
R-HEMBAI 005394//Huean DNA sequence eee SEQUENCING IN PROGRESS eee 
froe clone 68IN20, WORKING DRAFT SEQUENCE. //4. 9e- 1 07: 585: 93//AL031 
670 

R-HENBAI 005403//Huean DNA sequence eee SEQUENCING IN PROGRESS eee 
froe clone 423B22, WORKING DRAFT SEQUENCE. //5. 1e-1 18: 586: 97//AL034 
379 

R-HENBAI 00 S408//Bos taurus retina eeebrane guanylate cyclase ROS-G 
C2 aRNA. coaplete cdi. //I . 6e-Q5: 204: 68//U959S8 
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R-HEN8A1 0054 1 0//Huean DNA sequence eee SEQUENCING IN PROGRESS eee 
froa clone 732E4, WORKING DRAFT SEQUENCE. //I . 2e-23: 452: 66//AL00872 
2 

R-HEM8A100S411//RPC111-66N19. TK RPC 1 1 1 Hoao sapiens genoaic clone 

R-66N19, genoeic survey sequence. //2. 2e-38: 222 : 79//AQ237442 

R-HENBAI 005423//Hoeo sapiens eye I in-dependent kinase inhibitor (CD 

KN2C) eRNA, coeplete cds.//5.6e-l 17:453 :99//AF04 1248 

R-HEMBAI 00 54 26//Huean DNA sequence froe PAC 44BE20 on chroeosoee X 

q26. 1 contains ESTs and STS.//0. 86:278:6D//Z97196 

R-HENBAI 00 5443//HOBO sapiens (clone si 53) aRNA f rageent.//5. 4e-46: 

305: 87//L40391 

R-HENBAI 00 5447//Huean DNA sequence froe clone 48G12 on chroeosoee 
Xq27. 1-27. 3. Contains STSs and GSSs. coeplete sequence. //3. 3e-79: 5 
31 : 86//AL031054 

R-HEMBAI 005468//HOBO sapiens PAC clone DJ0808GI6 froe 7qll.23-q2l. 
coeplete sequence. //4. Oe-27:469:66//AC004894 
R-HEMBAI 00S469//Hoeo sapiens chroeosoee 16, PI clone 96-4B (LAND, 
coeplete s equenc e. //7 . 2e-40 : 4 1 0 : 76//AC0052 1 2 
R-HEMBAI 00S472//Huean DNA sequence *»* SEQUENCING IN PROGRESS **» 
froe clone 1090E8, WORKING ORAFT SEQUENCE. //3. I e-40: 296: 85//AL033S 
24 

R-HE1©A100S47S//HS_2266_B2_C04_NF CIT Approved Huean Genoeic Spere 
Library D Hoeo sapiens genoeic clone Plate=2266 Col=8 Row=F, geno 
eic survey s equenc e.//0. 49: 209: 61// AQ06 9377 
R-1CM8A 1 005497 

R-HENBAI 005S00//Hoeo sapiens PAC clone DJ1093017 froe 7ql1.23-q21, 
coeplete sequence. //4. 5e-l 16: 580: 97//AC004957 
R-HENBAI 005 506//Arabidops is tha liana BAC T26D22. //0. 0050:442: 59//A 
F058826 

R-HENBAI 00S508//Sigalphus sp. I6S ribosoeal RNA gene, partial sequ 
ence. //0. 020:391 : 59//AF003509 

R-KENBAI 00551 1 //Huean ONA sequence froe PAC 52D1 on chroeosoee Xq2 

1. Contains CA repeats. STS. //O. 44: 195: 63//Z9681 1 

R-KENBAI 00551 7//Bov ine herpesvirus type 1 ear ly-interaediate trans 

cription control protein (BICP4) gene, coeplete cds. //D. 44: 470: 57/ 

/L14320 

R-HENBAI 005S1 8//M. euscu I us eRNA for paladin gene. //6. 2e-29: 183: 81/ 
/X99384 

R-HENBAI 005520//Hoeo sapiens clone DJ0876A24. WORKING ORAFT SEQUEN 
CE, 6 unordered pi eces. //7. 2e-40:28l :86//AC0049l3 
R-HEMBAI 005526//Huean ONA sequence «* SEQUENCING IN PROGRESS »** 
froe clone 34 1 DIO, WORKING DRAFT SEQUENCE. //3. 9e-40: 482: 73//Z97985 
R-HEMBAI 005528//Hoeo sapiens genoeic DNA of 8p2t.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-seal I cell lung cancer . s 
egeent 3/1 1.//3. 8e-84: 309: 99//AB020860 

R-HEMBAI 005S30//HOBO sapiens PAC clone 946B23 SCA2 region, SP6 en 
d. genoeic sequence, genoeic survey sequence. //8. 1e-2S: 1S4:94//U84 
091 

R-HEMBAI 005548//Huean DNA sequence *** SEQUENCING IN PROGRESS *** 
froe clone 970AI7, WORKING DRAFT SEQUENCE. //5. 3e- 105: 534: 96//AL034 
431 

R-HEMBA 100555 2//Hoeo sapiens PAC clone DJ0807CI5 froe 7q34-q36, co 
epl ete sequence. //2. 8e-69: 432: 88//AC004743 
R-HENBAI 00S5S8 

R-HENBAI 005 568//Hoeo sapiens Xp22 GSHB-3I4C4 (Genoee Systeas Huean 
BAC library) coeplete sequence. //5. 9e-33: 367: 74//AC004087 
R-HEMBAI 00S570//Huaan DNA sequence froa clone 192P9 on chroeosoee 
Xpll. 23-1 1.4. Contains a pseudogene sieilar to rat Plaseolipin, ES 
Ts and GSSs, coeplete sequence. //2.2e-67: 399 :91//AL020989 
R-HEMBAI 00S576//Hoeo sapiens chroeosoee 16, BAC clone 97H22 (LANL 
), coaplete sequence. //1. 0: 156: 63//AC005737 
R-KENBAI 005577 

R-HENBAI 00558 t//Hoeo sapiens eRNA for MECF5. partial cds.//9.7e-2 
7:561 :64//AB0l 1 538 

R-HEMBAI 00SS82//Toru lops is glabrata ei tochondr ia I intergenic regio 
n ATPase 9 -cytochroee oxidase 2 genes. //2. 3e-IO:404:62//X02t/1 
R-HENBAI 005583//HS_30l 4_B1_005_T7 CIT Approved Huean Genoaic Spere 
Library D Hoeo sapiens genoaic clone Plate=3014 Col=9 Ro«=H, geno 
eic survey sequence.//3. 0e-8l : 442 :94//AQ 154499 
R-HENBAI 005588//Huean ONA sequence froa clone 1409 on chroeosoee X 
pi 1. 1-1 1. 4. Contains a Inter-Alpha-Trypsin Inhibitor Heavy Chain L 
IKE gene, a alternatively spliced Melanoaa-Associated Antigen MAGE 
LIKE gene and a 6-Phosphof ructo-2-kinase (Fructose-2, 6-b i sphospha 
tase) LIKE pseudogene. Contains ESTs. STSs and genoaic Barker 0XS8 
032, coaplete sequence. //I. 8e-54: 490: 77//Z98046 
R-HEMBAI 005593//Hoeo sapiens chroeosoee 17, clone hRPK. 332_H_1 8, c 
Deplete sequence. //Z. 2e-28 : 262 : 79//ACOOS746 

R-KENBAI 005595//HS_2224_A2_G03_NF CIT Approved Huean Genoeic Spere 
Library 0 Hoeo sapiens genoeic clone Ptate=2224 Col-6 Row=M. geno 
eic survey sequence. //3. 6e-48: 263: 95//AQ033446 
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R-t€MBA1005606//Huaan PAC clone DJ0Q93I03 froa Xq23, coaplete sequ 
enca. //2. Sa-08 : 355 : 63//AC003983 

R-HEMBA 100 56 09//HS_2182_B1_H0S_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plite=21S2 Co I =1 1 Row=P. gen 
oaic survey sequence. *//2. 2e-82: 400: 99//AQ0231 30 
R-HEMBAI 0056 1 6//Huaan OKA sequence eee SEQUENCING IN PROGRESS *>« 
froa clone 124K22, VORKING DRAFT SEQUENCE. //0. 80: 308:60//AL03I 176 
R-HEMBAI 00562 I //Huaan DNA sequence tee SEQUENCING IN PROGRESS eee 
froa clone 330012. VORKING DRAFT SEQUENCE. //7. 4e-76:338:98//AL03l7 
31 

R-HEM8A100S627//HOBO sapiens full length insert cDNA clone 2D5300 
2.//4. Se-72: 398 : 93//AF086321 

R-HEMBA 10056 31 //Hobo sapiens PAC clone DJ1086DI4, coaplete sequent 
e. //3- 8e- 1 7 : 548 : 60//AC004460 

R-HEMBA 1 B0S63?//Hoao sapiens MA sequence froa PAC 168L15 on chroa 
osoae 6q26-27. Contains RSK3 gene, ribosoaal protein S6 kinase, ES 
T, CSS,” STS. CpG island, coaplete sequence.//1.4e-13:!72:75//AL022 
069 

R-HEMBA 10056 34//RPC 1 1 1-1301 5. TVB RPCI-11 Hoew sapiens genoaic cion 
e RPC 1-11-1 301 5, genoaic survey sequence.//!. Oe-28: 153: 82//B73293 
R-HEMBA 1005666/ /Huaa n DNA sequence froa PAC 696H22 on chroaosoae X 
q2l.1-21.2. Contains a Bouse E25 like gene, a Kinesin like pseudog 
ene and ESTs.//4. Se-51 :343:87//AL021786 

R-HEMBA 1 0056 70//Huaan DNA sequence eee SEQUENCING IN PROGRESS eee 
froa clone 11703. MORKINC DRAFT SEQUENCE. //Z. Se-33: 288: 78//AL02099 
5 

R-HEMBA 100S6 7 9//Huaan esterase D aRNA, 3* end. //4. 2e-49: 322 :88//MI3 
450 

R-HEMBA100S680//Hoao sapiens Chr. 14 PAC RPCI4-794B? (Roswell Park 
Cancer Institute Huaan PAC Library) complete sequence. //3. Oe-36: 28 
5: 83//AC00S924 

R-HEMBAI005685//H. sapiens (MAR8) chroaosoae 19 DNA, 343bp. //0. 022 : 
65 : 86//Z35281 

R-HEMBA 1 0056 99//Huaan putative EPH-related PTK receptor ligand LER 
K-8 (EpIgS) aRNA. coaplete cds.//5. 4e-46: 376: 84//U66406 
R-HEMBA1005705//RPCI11-13014.TP RPCI-11 Hoao sapiens genoaic clone 
RPC I — 1 1-13014. genoaic survey sequence. //0. 071 : 182: 59//B761 86 
R-HEMBA1005717//Huaan ONA sequence froa PAC S0A13 on chroaosoae Xp 
11. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (PZ, P3) precur 
sor (ATP5C1. ATP5G2. ATP5G3) like pseudogene. ESTs and STSs. Conte 
ins polyaorphic CA repeat.//!. 0: 189: 66//Z92545 

R-HEMBA 1005732//Huaan Chroaosoae 11ql2 pac pOJ363p2. VORKING DRAFT 
SEQUENCE. 22 unordered pieces. //2. le-47: 449: 75//AC003023 
R-HEMBA 1005737 

R-HEMBA1005746//H. sapiens ONA for repeat unit locus D18S51 (285 b 
p).//0. 11 : 174: 63//X9 1255 

R-HEMBA 10057S5//Huaan DNA sequence froa clone 396D17 on chroaosoae 
1p33-35. 3 Contains EST, STS, GSS. coaplete sequence.//0. 15: 160:65 
//AL008634 

R-HEMBA 1 005765//Hu»»n Xq28 cosaids U225BS and U236A12. coaplete se 
quence. //5. 2e-39:422 :74//U71 148 

R-HEMBA 1005 7 80//Hoao sapiens genoaic DNA. chroaosoae 21q22.2 (Down 
Syndroae region), segaent 3/15, VORKING DRAFT SEQUENCE. //0. 037:26 
1 :61//AP000010 

R-HEMBA 1 0058 13//Huaan DNA sequence eee SEQUENCING IN PROGRESS eee 
froa clone Y313F4, VORKING DRAFT SEQUENCE.//!. 7e-26:242:80//AL0238 
08 

R-HEMBA1 00581 5//Bufo boreas NVZ 145227 c-aos gene, partial cds .// 
0. 17: 199:62//U52805 

R-H£lteAl005822//P1 asaodiua falciparua MAL3P7, coaplete sequence.// 

0. 26: 437 : 56//AL034559 

R-HEMBA 1 005829/ /Huaan Cosaid g1572c035. coaplete sequence. //3. 8e-0 
5:366:61 //ACOOQ 1 24 

R-HEMBA 1 0058 34//Huaan DNA sequence froa clone 51JI2 on chroaosoae 
6q26-27. Contains the 3‘ part of the alternatively spliced gene fo 
r the huaan orthologs of aouse QKI-7 and QKI-TB (KH Doaain RNA Bin 
ding proteins) and zebrafish ZKQ-I (Quaking protein hoaolog). Cont 
ains ESTs. STSs and CSSs, coaplete sequence. //8. 2e-107: 551 :96//AL0 
31781 

R-HEMBA I 005852//F. rubripes GSS sequence, clone !63A22aA4. genoaic 
survey sequence. //2. 6e-17:225:72//AL0l8730 

R-HEMBA! 005853//Huaan Chroaosoae 15 pac pOJ24a8, coaplete sequent 
e. //I . 1 e-27 : 314: 75//AC000379 

R-HEMBA 1 005884//Hoao sapiens 12p13.3 BAC RPCI3-488H23 (Roswell Par 
k Cancer Institute Huaan BAC Library) coaplete sequence. //Z. 6e-20: 
328:67//AC006207 

R-HEMBAI 005891 //Hoao sapiens PAC clone DJ0997N05 froa 7q1].23-q2l. 

1, coaplete sequence.//?. 0e-l02 : 543 : 9S//AC004945 
R-HEMBAI 005894 

R-HEMBAI 005909 
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R-HEMBA1005911//CI T-HSP-2342ES.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2342E5. genoaic survey sequence. //Q. 0012: 315: 60//AQ0 58081 
R-1€MBA1 00592 1//P. chrysogenua ai tochondr ion genes for tRNA-Arg, tR 
NA-Asn, tRNA-Tyr, saalt subunit rRNA. and ATPase subunit 6.//0.009 
0:445: S8//Z23072 

R-HEMBAI 005931 //Huaan DNA sequence SEQUENCING IN PROGRESS «» 
froa clone 54B20. VORKING DRAFT SEQUENCE. //I. 7e-46: 351 :83//Z98304 
R-HEMBA !00S934//Hoao sapiens chroaosoae 17, clone hRPK. 26 1_A_1 3, c 
oaplete sequence. //0. 0052: 1 79: 7I//AC0051 38 

R-HEMBAI 005962//Hoao sapiens clone RG012D21, coaplete sequence.// 

I. le-l I : 149:74//AC00504S 

R-HEMBAI Q05963//HS_305S_A1_E08_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3055 Col=l5 Row=l, gen 
oaic survey sequence. //5.4e-79:403: 97//AQ1 47357 
R-HEMBAI 005990//Hoao sapiens i-1 receptor candidate protein eRNA, 
coap I e te cds. //6. 9e- 1 1 2 : S80 : 9S//AF082SI 6 

R-HEMBA 1 005991 //Huaan DNA sequence froa clone 5BA9 on chroaosoae I 
q24. 1-24.3. Contains STSs. GSSs. genoaic aarker D1S210 and a ca re 
peat polyaorphisa. coaplete sequence. //2. 6e-39: 299: 82//AL031 285 
R-HEMBAI 00S999/ /Hoao sapiens clone DJ0691FI1, VORKING DRAFT SEQUEN 
CE, II unordered pieces.//!. 1 e-29:260:70//AC004859 
R-HEMBAI 006002//Rattus norvegicus s-nexilin aRNA, coaplete cds.// 
6. 3e-1 5: 174: 78//AF056035 

R-HEMBAI 006005//Hoao sapiens MLL (MLL) gene, exons 1-3, and partia 
I cds. //2. 6e- 1 12: 574: 95//AF036405 

R-HEMBAI 00603! //Hoao sapiens aRNA for KIAA0725 protein, partial cd 
s . //7. 6e-27 : 444 : 67// ABO 1 8268 

R-HEMBAI 006035//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC336 g 
enoaic sequence, VORKING DRAFT SEQUENCE, 5 unordered pieces. //0. 02 
5:373: 60//AC005I 39 

R-HEMBAI 006 036//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-625P 

II. coaplete sequence.//0. 0056:535: S9//AC0O4 1 25 
R-HEMBA1Q06Q42//HS_2169_A1_B11_MF CIT Approved Huaan Genoaic Spera 

Library D Hoao sapiens genoaic clone Plate=2l69 Co 1=21 Row=C, gen 
oaic survey sequence. //I. 7e-73: 390: 9S//AQ1 32995 
R-HEMBA I 006067 
R-HEMBAI 006081 

R-HEMBAI 006090//HS_2262_A2_A01_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2262 Co I =2 Row=A, geno 
aic survey sequence. //?. le-70: 360: 97//AQ216324 
R-HEMBAI 006091 

R-HEMBAI 006 1 00//Hoao sapiens DNA sequence froa PAC 2I2G6 on chroao 
soae Xpl 1 . 3-pl 1 . 4. Contains synapsin I. brain protein 4.1, properd 
in, tyrosine kinase (ELK!) oncogene, ESTs, STS, GSS, coaplete sequ 
ence. //I . 6e-36: 354 : 77//AL009I 72 
R-HEMBAI 006 108 
R-HEMBAI 006 1 21 

R-HEMBAI 006 124//Huaen DNA sequence froa BAC 17SE3 on chroaosoae 22 
qll.Z-qter. Contains ESTs, STSs and polyaorphic CA repeat. //I . 3e-i 
2:327:$4//Z95113 

R-HEMBAI 006 130//VORK I NG 0RAFT SEQUENCE. 3 unordered pi eces.//0. 60: 
326: 62//AC005948 

R-HEMBAI 0061 38//Hoao sapiens chroaosoae 19, cosaid FI 6403. coaplet 
e sequence. //4. 3e-52: 321 :80//AC00S777 

R-HEMBAI 006142//, coaplete sequence. //I . Oe-I 3: 1 60: 78//ACOOS500 
R-HEMBAI 006 1 S5//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence, VORKING DRAFT SEQUENCE. 4 unordered pi eces. //0. 001 
3 : 389: 60//AC00468B 

R-HEMBAI 006 158//Hoao sapiens transcription factor forkhead-l ike 7 
(FKHL7) gene, coaplete cds. //1. 4e-lf9: 574:98//AF048693 
R-HEMBAI 006 )73//Mus ausculus protein tyrosine phosphatase STEP6I a 
RNA. coaplete cdS.//4. I e-43: 307: 86//U2821 7 

R-HEMBAI 0061 82//Hoao sapiens BAC clone RG139PI1 froa 7q11-q21, coa 
plate sequence. //1 . 7e-30: 300 : 71//AC00449I 

R-HEMBAI 006 1 98/ /deeALU VARNING: Huaan Alu-J subfeaily consensus se 
quence. //I. 3e-36: 284: 85//U14567 

R-HEMBA l006?3S//Hoao sapiens clone 24422 aRNA sequence. //2. 1 e— 1 10: 
545: 97//AF070557 

R-HEMBA 1 006248//Woio sapiens aRNA for KIAA0667 protein, partial cd 
s. //0. 46:365. 58//A8014S67 

R-HEMBA I 006252//Huaan Chroaosoae 16 BAC clone CIT987SK-A-972D3. co 
splete sequence. //2. 8e-4l :438:71//U91323 

R-HEMBA 10062 53//Hoao sapiens 45kDe splicing factor aRNA, coaplete 
cds. //I. 8e-28: 179:91//AF083384 

R-HEMBAI 0062S9//RPC 1 1 1-44N14. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-44N14. genoaic survey sequence. //I . Se-48: 348: 8S//AQ203 161 
R-HEMBAI 006268 

R-HEMBAI 006272//Huaan DNA sequence froa clone 1198H6 on chroaosoae 
1p36. 11-36. 31. Contains two Melanoaa Preferentially Expressed Ant 
igen PRAME LIKE genes. Contains GSSs and ESTs, coaplete sequence./ 
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/2.8e-73:273:87//AL0237S3 

R-HEM8A1006278//H. sapiens PAP BRNA.//1 . 6e-S4: 585: 7I//X76770 
R-KElffiA 1 0062 83//S equence 7 froa patent US 5776683. //9. 7e-18: 113:98 
//ARO 16240 

R-KEM8A1 006284//Hoao sapiens chroaosoae 17, clone hRPC. 1Q2BJ(_7. c 
oaplete sequence. //O. 97 : 447 : S9//AC0045BS 

R-HEM8A1 006291 //Hoao sapiens full length insert cONA clone ZB76B1 
0. //2. 9e-94:454:98//AF0861 61 

R-HEMBAIQ06293//Sequence 8 froa patent US 5721351 ,//8. le-10: 111 : 72 
//1 8941 5 

R-HEM8AI006309//Hoao sapiens chroaosoae 17, clone hRPK. 22_N_I2, V 
ORKING DRAFT SEQUENCE. 2 ordered pieces.//8. 6e-37 : 288 : 84//AC00541 2 
R-HEMBAI006310//Rattus norvegicus cytosolic sorting protein PACS-1 
a (PACS-1) *RNA, coaplete cds.//6. 5e-29: 132:81//AF076183 
R-HEMBA1 006328//Huaan DNA sequence a«« SEQUENCING IN PROGRESS *e« 
froa clone 894K16, WORKING DRAFT SEQUENCE. //3. 3e-50: 340: 75//AL0344 
29 

R-HEM8A1 006334 

R-lCMBAl 006344//Rat tus norvegicus nitzin aRNA. partial cds.//8.7e- 
22:259: 72//AF087945 

R-HEMBA1 006347//Huaan prostasin gene, coaplete cds. //1. 8e-78: 170: 1 
00/AJ33446 

R-HEMBA) 00S349//Rat brain calciua channel alpha-1 subunit aRNA, co 
■Pi ete cds. //0. 00051 : 1 20: 73//N57682 

R'HEMBAI 006359//C I TBI-E 1-251 6C16.TR Cl TBI -El Hoao sapiens genoaic 
clone 2516C16. genoaic survey sequence. //4.7e-74: 576 :82//AQ277951 
R-HEMBA 1006364//G. gal lus gene for transforaing growth factor-beta 
2. exons S-7.//2. 5e-21 : 1 18:8S//X$9080 

R-HEMBA 1 0063 77//Hoao sapiens chroaosoae 19, cosaid F23149. coaplet 
e sequence. //S. 7e-68: 367: 85//AC005239 

R-HEMBA1 006380/ Atuaan BAC clone RG007JIS froa 7q31, coaplete seque 
nee. //6. 1 e-47: 300:83//AC003989 

R-ltMJAl 006381//Hoao sapiens chroaosoae 5. Bac clone 189 (LBNL H13 

S). coaplete sequence. //I. 5e-47:336:86//AC00S9l4 

R-HEMBA1 006398//Hoao sapiens chroaosoae 5, BAC clone 203o13 (LBNL 

HI 55). coaplete sequence. //1 . 5e-67: SOI :B3//AC005609 

R-HEMBA 1 0064 1 6//Hoao sapiens chroaosoae 17, clone 347_H_S, coaplet 

e sequence. //4.4e-37: 31 9: 76//AC0021 19 

R-HENBA1 00641 9//Hoao sapiens chroaosoae 17, clone HC1T542B22. coap 
I ete sequence. //2.9e-50: 502 : 75//AC004253 

R-HENBA1 006421 //Hoao sapiens chroaosoae 14q24. 3 clone BAC270MI4 tr 
ansforatng growth factor-beta 3 (TGF-beta 3) gene, coaplete cds; a 
nd unknown genes. //4. 1e-1 16: 572: 97//AF 107885 

R-KEHBA1 006424//Huaan DNA sequence froa clone S1J12 on chroaosoae 
6q26-27. Contains the 3' part of the alternatively spliced gene fo 
r the huaan orthologs of aouse QKI-7 and QKI-7B (KH Doaain RNA Bin 
ding proteins) and zebrafish ZKQ-I (Quaking protein hoaolog). Cont 
sins ESTs, STSs and GSSs. coaplete sequence. //9. 4e-1 17:S78:97//AL0 
31781 

R-ftM8A1006426//Huain DNA sequence e«* SEQUENCING IN PROGRESS **• 
froa clone 291 J10. 80RKING DRAFT SEQUENCE. //2. 2e-08: 353: 63//29301 7 
R-KEM8A 1 005438//HS_2008_A I _D04_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=Z008 Col=7 Row=G, geno 
aic survey sequence. //1 . 2e-29: 1 94: 91//AQ2451 62 

R-HENBA1 00644S//Hoao sapiens clone RC219EI6, WORKING DRAFT SEQUENC 

E. 3 unordered pieces.//0. Oil : 330: 60//AC005075 

R-KEMBA1 0Q644S//PI ssaod iua falciparua chroaosoae 2, section 35 of 

73 of (he coaplete sequence.//O.O32:2S6:61//AEO0!398 

R-HEMBA 1006461 //Hoao sapiens Xp22 Cosaids U1SE4, U115HS, U132E12, 

U11SB9 (Lawrence Liveraore huaan cosaid library) coaplete sequenc 

e. //5. 6e-35: 229: 77//AC002364 

R-HENBA 1 0064 6 7 //Hoao sapiens Chroaosoae 9p22 Cosaid clone 34a5. co 
aplete sequence.//!. 1e-14:354:63//AC002052 
R-HEMBA 1006471 

R-HEM8A1006474//p40, p24 (Borns disease virus BOV. MT-1, Halle 81/ 
91, horse brain, field isolate. Genoaic RNA. 1138 nt, segaent 1 of 
33. //1. 1 e-1 4: 442 : 60//S67S02 

R-HEMBA 1006483/ZHuaan chroaosoae 16p13. 1 BAC clone CIT987SK-5S1C9 
coap I ete sequence. //3. 7e-37 : 290: 82//U95742 

R-HEMBA 100648S//H. sapiens aRNA for aainopept idase. //7. 6e-91 : 51 7 : 91 
//Y07701 

R-HEMBA 1006486//Hoao sapiens clone RG315K1I, WORKING DRAFT SEQUENC 
E, 5 unordered pieces.//!. 1 e-33: 289: 8I//AC005089 
R-H£MBA1006489//Huasn DNA sequence froa clone 192P9 on chroaosoae 
Xpll. 23-11.4. Contains a pseudogene siailar to rat Plasaolipin, ES 
Ts and GSSs, coaplete sequence. //6.0e-07:48S:60//AL020989 
R-KEMBA1 00649 2//Hoao sapiens chroaosoae 17, clone hRPK. 269_G_24, c 
oaplete sequence. //4. 3e- 1 1 2 : 572 : 95//AC005828 

R-HEMBA 1006494//Hoao sapiens chroaosoae 17, clone KRPC987K16. coap 
lete sequence. //2. 3e-10: 186:67//AC002994 



R-HEMBA1006497//RPC1 1 1 -16L10. TPB RPCI-11 Hoao sapiens genoaic cion 
e RPCI-11-16LI0, genoaic survey sequence. //I. 5e-lO:75: 100//B8801S ' 
R-HEMBA 1006 50 2//Hua*n DNA sequence froa clone 272ES on chroaosoae 
Xp22. 13-22. 31. Contains a pseudogene siailar to MDN2-Like P53-bind 
ing protein gene. Contains STSs. GSSs and a CA repeat polyaorphis 
a. coaplete sequence. //3. 3e-36: 516: 70//Z93929 

R-HEMBA 1 006S07//Hoao sapiens aRNA for KIAA0666 protein, partial cd 
S.//1 . 2e-l 1 5: 570: 96// ABO 1 4566 

R-t€MBA 1006 521 //Huaan DNA sequence •«* SEQUENCING IN PROGRESS «** 
froa clone 54B20, WORKING DRAFT SEQUENCE. //2. 2e-20: 266: 71//Z98304 
R-HEMBA1 006530//RPC 1 1 1 -52M1 . TJ RPC 111 Hoao sapiens genoaic clone 
R-52MI. genoaic survey sequence. //0. 00015:227:64//AQ052526 
R-HEMBA100653S//H$_2234JJ1_807_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2234 Co t = 1 3 Row=0. gen 
oaic survey sequence. //7. 5e-33: 191 : 9S//AQ129S25 
R-HEMBA 1 006540//Hoao sapiens clone GS051M12, coaplete sequence.// 
0.026: 497 : 58//AC005007 

R-KEMBAl 006 S46//Hoao sapiens chroaosoae 19, cosaid R33496, coaplet 
e sequence. //S. 2e-41 : 289: 86//AC004603 

R-HEMBA 1006 5 59//Mus ausculus PRAJA1 (Prajal) aRNA, coaplete cds.// 
3. 4e-64: 551 :78//U06944 

R-HEMBA 1006 56 2//Huaan Chroaosoae tipi 1.2 PAC clone p0J404a1S, coap 
lete sequence. //5. 7e-O9:266:66//AC002554 

R-HEMBA 1 006 566//HS_21 7 1_B1_B04_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2171 Col=7 Row=D. geno 
aic survey sequence. //0. 012: 306 : 61// AQ 125421 

R-HEMBA1006569//0vis tries beta actin aRNA. coaplete cds.//3.8e-7 
0 : 529 : 8Z//U39357 

R-HEMBA 1006 57 9//Hoao sapiens BAC clone NH011SEZ0 froa Y. coaplete 
sequence.//!. 0:141 : 65//AC006032 

R-HEMBA10065B3//CI T-HSP-2377MI6. TR CIT-HSP Hoao sapiens genoaic cl 
one 2377M16, genoaic survey sequenc*. //I. 7e-31 : 271 :76//AQ1 11 875 
R-HEMBA 1006595//P I asaodiua falciparua 307 chroaosoae 12 PFYAC1 1 22 
genoaic sequence. WORKING DRAFT SEQUENCE. 3 unordered pieces. //0.0 
93:270:61//AC004709 

R-HEMBA) 006597//Hoao sapiens PI clone GSPI3996 froa 5q12, coaplete 
sequence. //2. 7e-45 : 371 : 80//AC005031 
R-HEMBA 1 00661 2 

R-HEMBA! 00661 7//Huaan DNA sequence **• SEQUENCING IN PROGRESS «e* 
froa clone 8B22, WORKING DRAFT SEQUENCE. //2. 1e-20: 229: 77//AL03 1737 
R-HEMBA1Q06624//Huain DNA sequence froa clone 406A7 on chroaosoae 
6q23-24. Contains three pseudogenes siailar to Elongation Factor 
1-Alpha (EF- I -ALPHA. Statin SI). 60S Acidic Ribosoaal Protein PI a 
nd NADH-Ubiquinone Ox idoreductase 15 kDa subunit, and part of the 
Nicrotuble Associated Protein E-MAP-115 gene. Contains ESTs. STSs 
and GSSs. coaplete sequence. //4. 8e-40: 321 :83//AL023284 
R-HEMBA1 006631 //Huaan DNA sequence M* SEQUENCING IN PROGRESS a** 
froa clone 20208. WORKING ORAFT SEQUENCE. //I. Se-45: 477: 77//AL03 184 
8 

R-HEMBA1 Q06635//t**ALU WARNING: Huaan Alu-Sp subfaaily consensus s 
equence. //8. 0e-40: 245; 91//U1 4572 
R-HEMBA 100663 9 
R-HEMBA 1006643 

R-t€MBA1006648//Hoao sapiens integrin-l inked kinase (ILK) aRNA, co 
aplete cds.//2. 5e-106:567:94//U40282 

R-HEMBA 1006 6 52//Huaan BAC clone RC308B22 froa 7q22-q3t, coaplete s 
equence. //8. 7e-S4 : 334 : 76//AC002089 

R-HEMBA1006653//Ho«o sapiens 7q teloaere. coaplete sequence. //5. 0 
e-36 : 207 : 89//AF027390 

R-HEM8A1006665//HS_32I3_B2_004_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3213 Col=8 Row=R geno 
aic survey sequence. //1. 2e-2 1 : 235: 67//AQ175625 
R-HEMBA 1006 6 74//H. sapiens teloaeric DNA sequence, clone 9QTEL023, 
read 9QTEL00023. seq.//2. 6e-32:21 2:83//Z96776 

R-HEMBA1006676//Plasaodiua falciparua MAL3P6, coaplete sequence.// 
I. 9e-IO:436:60//Z98S5l 

R-HEMBA10066B2//Plasaodiua falciparua (strain Dd2) variant-spec i f i 
c surface protein (var-1) gene, coaplete cds.//6. le-06:477:S9//L40 
608 

R-HEMBA 10066 9 S//Hoao sapiens clone RG339CI2, WORKING DRAFT SEQUENC 
E. 10 unordered pieces. //!. 8e-30: 266 : 80//AC0Q5O96 
R-HENBA 10066 96 
R-HEMBA1 006708 

R-HEMBA 1 006 709//Hu«in DNA sequence »»» SEQUENCING IN PROGRESS •** 
froa clone 71SN11, WORKING ORAFT SEQUENCE. //6. 8e-1 4: 139: 82//AL031 6 

74 

R-HEN8AI00671 7 

R-HEMBA 1 00 673 7//Hoao sapiens chroaosoae 17, clone hRPK. 269.G.24, c 
oaplete sequence. //9. 9e-18:365:66//AC005B28 

R-HEMBA1 006744//Huaan Chroaosoae 16 BAC clone CIT987SK-327024. coa 
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pltte sequence.//). 3e-37: 380: 75//AC0031 08 

R-HEMBAI QQ67S4//Hoao sapiens chroaosoae 5. PI clone 962e5 (LBNL H8 

7), coaplete sequence. //2. la-75 : 338: 8S//AC00395 1 

R-HEMBAI 006 7 $8//Hoao sapiens chroaosoae S, BAC clone 182a8 (LBNL H 

161). coaplete sequence.//!. 2e-l 12: 579: 9S//AC00S752 

R-HEMBAI 006 767//P I asaodiua talciparua MA13P6, coaplete sequence.// 

0. 00022 :S28: 58//Z98551 

R-HEMBAI 006 77 9//Hoao sapiens chroaosoae 17, clone hRPK.628_E_!2, c 
oapl e te sequence. //2. 3e-46 : 305 : 87//AC005701 

R-HEMBA 1 006 7 80/ /Huean DNA sequence fro* clone 243E7 on chroaosoae 
22 q 1 2. 1. Contains ESTs. STSs and CSSs, coaplete sequence. //7. 2e-3 
9: 305 : 82//AL022323 

R-HEMBA1 006789//St reptoayces coelicolor cosaid 6C4. //0. 0085:449: 61 
//AL031317 

R-HEMBA 1 006 795//Hoao sapiens chroaosoae 17, clone hRPK. 346JM0. c 
oaplete sequence. //4. 1e-43: 355: 80//AC006 120 

R-HEMBA!0Q6796//HS_3038_B2_H11_MF CIT Approved Huaan Cenoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3038 Col=22 Row=P, gen 
oaic survey sequence. //0. 99: 158: 63//AQ1 02483 

R-HEMBA I 006807//Hoao sapiens clone OJ0673M1S. VORKING ORAFT SEQUEN 
CE. 33 unordered pieces. //8. 4e-47:481 : 75//AC004854 
R-HEMBA 1 006821 //Hoao sapiens chroaosoae 17, clone hRPC.62_0_9, coa 
pi ete sequence. //3. 0e-08: 84 : 90//AC004797 

R-HEMBA !006824//Hoao sapiens DNA sequence froa PAC 958B3 on chrowo 
soae Xp22. 11-Xp22. 22. Contains ESTs STS and CpC island.//3.7e-54:4 
96 : 76//293023 

R-HEMBA I 006832//Hoao sapiens chroaosoae 17, clone hRPK. 243_K_12, e 
oaplete sequence. //0. 70: 206 : 65//AC005668 

R-HEMBA1 006849//Hoao sapiens 12q24. 1 PAC RPC13-521EI9 (Rosaell Par 
k Cancer Institute Huaan PAC library) coaplete sequence.//!. 2e-46: 
281 :91//AC0Q4217 

R-HEMBAI 00686S//Mus ausculus clone 101 B1 repeat region sequence./ 
/O. 61:115: 70//AF056074 

R-HEMBA 1006877//Mus ausculus aRNA tor oiysterol-bind ing protein, c 

oaplete cds. //3. 3e-102 : 61 8: 87//AB01 7026 

R-HEMBA1 006885 

4. 2e-14: 379: 63//AC006839 

R-HEMBA 1006900//C I T-HSP-2006M20.TR CIT-HSP Hoao sapiens genoaic cl 
one 2006M20. genoaic survey sequence. //2.6e-07: 230 :66//B56395 
R-HEMBA 1 006 92 1 //Hoao sapiens PAC clone DJ0777023 froa 7p14-pl5, co 
aplete sequence.//2. le-68:267:86//AC005IS4 
R-HEMBAI 006 926 

R-HEM8A1006929//H$_3244_A2_C01_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3244 Co!=2 Row=E. geno 
aic survey sequence. //6. 9e-2l : 191 :83//AQ207500 
R-HEMBA 1006936 

R-l£MBAt006938//Col ias philodice eriphyle large subunit ribosoail 
RNA gene, partial sequence: tRNA-Val gene, coaplete sequence: and 
seal! subunit ribosoaal RNA gene, partial sequence, ai tochondr i a I 
genes for ai tochondr ial RNAs. //0. 1 1 : 309: S9//AF0448S3 
R-t£M8A1006941//Hoao sapiens aRNA for putative thioredoiin-l ike pr 
otein.//2. 0e-75:371 : 98//AJ01084I 

R-HEMBA I 006949//Hoao sapiens PAC clone DJ0777GO9 froa 7q34-q36, co 
aplete sequence. //0. 47 : 240: 63//AC0055I8 

R-HEMBAI 006973//HS_2009_A2_AI2_MR CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2009 Col=24 Row=A, gen 
oaic survey sequence. //9. 6e-05: 407: 60//AQ232302 
R-HEMBA 1 006 976//RPC 1 1 1-49L1 1. TJ RPCI1I Hoao sapiens genoaic clone 
R-49L1I, genoaic survey sequence. //0. 0018: 184:63//AQ051701 
R-HEMBA1 006993//Huaan thyaopoietin (TMPO) gene, partial exon 6. co 
aplete exon 7, partial exon 8. and partial cds for thyaopoietin be 
ta. //I. 9e-47 : 394: 79//UI 8271 

R-HEMBA1006996//CIT-HSP-2172017.TF CIT-HSP Hoao sapiens genoaic cl 
one 2 1 7201 7. genoaic survey sequence. //I. 8e-Q7: 365: 62//B93406 
R-HEMBA) 007002//P I asaodiua falciparua MAL3P2, coaplete sequence.// 
0. 001 2 : 505 : 56//AL034558 

R-HEMBA I 00701 7//Hoao sapiens chroaosoae 17. clone hRPK. 597JM 2, c 
oaplete sequence. //5. 6e-41 : 437: 71//AC005277 

R-HEMBA 1 00701 8//G. gal I us aRNA for dynein light chain-A.//8. 2e-73:5 
56 : 80//X79088 
R-HEMBA 1 007045 

R-HEMBA 10070 51 //Huaan DNA sequence froa cosaid N69F4 on chroaosoae 
22011. 2-qter contains EST.//9. 9e-27:342:71//Z720O6 
R-HEMBA) 007052//Hoao sapiens FStC-associated repeat DNA, proxiaa! 
reg i on. //5. 4e-85 : 558 : 87//U850S6 
R-HEMBA! 007062 
R-HEMBA 1 007066 

R-HEMBA 1007073/ /Hoao sapiens chroaosoae 17, clone hRPK. 42l_E_14, c 
oaplete sequence. //2. Oe-66 : 476: 8S//AC006I41 

R-HEMBA 1007078//Hoao sapiens chroaosoae 17, clone hRPK. 60_A_24, co 
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aplete sequence.//!. Oe-38: 179:82//AC005325 

R-HEMBA1 Q07085//Hoao sapiens clone DJ0965K10. VORKING DRAFT SEQUEN 
CE. 6 unordered pieces.//3. 2e-49:SSI :73//AC00601S 
R-HEMBA) 00 7087//Huaan Chroaosoae II pac pOJ392a17, coaplete sequen 
ce. //I . 0:261 : 61//AC00038S 

R-HEMBA 1007 11 2//Hoao sapiens chroaosoae 12p»3.3, VORKING DRAFT SEQ 
HENCE, 37 unordered pieces. //0. 043:295:62//AC004803 
R-HEMBA 1 0071 1 3//Hoao sapiens (subclone 6_a8 froa PI HI6) DNA seque 
nee. //I. 4e-52 : 307: 87//L43392 

R-HEMBA1 0071 29//Huaan DNA sequence froa PAC 863K19 on chroaosoae 
X. Contains STS.//1. 2e-G8: 131 :75//Z92547 

R-1CM8A1 007 147//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one S5f 1 , reverse read cpg65f1. rtla.//0. 16: 187:64//Z62246 
R-HEMBA 1 0071 4 9//Hoao sapiens chroaosoae 19. cosaid F23149. coaplet 
e sequence. //7. fie- 1 08 : 543 : 96//AC005239 

R-HEMBA1 0071 51 //Hoao sapiens PAC clone DJ0745KQ6 froa 7q3l. coaple 
te sequence. //0. 14:323: S8//AC004875 

R-HEMBA 1 0071 74//Hoao sapiens epsin 2a aRNA. coaplete cds. //5. 1e-!0 
3: 529: 94//AFO620BS 

R-HEM8A1 007 1 78//Hoao sapiens chroaosoae 1 2p1 3. 3 clone RPCI11-372B 
4. VORKING ORAFT SEQUENCE. 129 ordered pi eces. //5. 4e-10fi: 537: 96//A 
COOS911 

R-HEMBA 1 0071 94//Hoeo sapiens Xp22 bins 87-93 PAC RPCM-122K4 (Rosa 
ell Park Cancer Institute Huaan PAC Library) coaplete sequence. // 
4. 1 e-39:262 : 80//AC003035 

R-HEMBA 1 007203//Hoao sapiens aRNA for KIAA0214 protein, coaplete c 
ds.//S. 3e-51 : 332 : 95//086987 

R-HEMBA 1 00 720fi//Hoao sapiens DNA sequence froa PAC 958B3 on chroao 
soae Xp22. I1-Xp22. 22. Contains ESTs STS and CpG island. //I. 9e-50:4 
36: 81//Z93023 

R-HEMBA 1007224//Hoao sapiens aRNA for KIAA0797 protein, partial cd 
s . //2. 3e-96 : 47 1 : 97//AB0 1 8340 

R-HEMBA 1007251/ /Hoao sapiens chroaosoae 5, PAC clone 247f3 (LBNL H 
85). coaplete sequence. //0. Oil : 349: 62// AC004777 
R-HEMBA 1 00725S//Hoao sapiens PAC clone DJ0676L20 froa 7q3S-q36. co 
aplete sequence. /It. 8e-)0:224:70//AC004856 

R-HEMBAI 007267//Hoao sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //3.4e-53: 36 
2: 86 //AC 0059 2 4 
R-HEMBAI 007273 

R-HEMBAI 007279//Ri eke ttsi a prowazekii strain Madrid E. coaplete ge 
noae: segaent 4/4.//0. 042:454 :57//AJ 23 527 3 

R-HEMBAI 007281//Rickettsi a prowazekii strain Madrid E. coaplete ge 
noae: segaent 3/4.//0. 99: 288: 60//AJ235272 

R-HEMBAI 007288//Huaan DNA sequence froa clone 422G23 on chroaosoae 
6q24 Contains EST, STS, GSS, CpG island, coaplete sequence. //7. 4 
e-107 : 554: 95//AL03I003 

R-HEMBAI 007300//Caenorhabdi tis elegans cosaid C48C5.//0. 22: 474: 59/ 

/U39994 

R-HEMBAI 007301 

R-HEMBAI 00731 9//Caapy I obac ter jejuni repetitive DNA. clone pINT .// 
4. 9e~08: 524: 58//Y14425 

R-HEMBAI 0073 20//Hoao sapiens genoaic DNA, chroaosoae 2lqll.l. sega 
ent 14/28. VORKING DRAFT SEQUENCE. //3. 4e-l 6: 244 : 7I//AP000043 
R-HEMBAI 007322//Hoao sapiens BAC clone RG324018 froa 7pl5-p2l, coa 
plete sequence. //3. 9e-83 : 383: 85//AC00S251 

R-HEMBA) Q07327//Huaan DNA sequence *** SEQUENCING IN PROGRESS *•» 
froa clone 7706, VORKING DRAFT SEQUENCE.//!. 6e-3B: 533: 71//Z96804 
R-HEMBAI 007341 //Huaan DNA sequence *»» SEQUENCING IN PROGRESS *•* 
froa clone 268DI3. VORKING DRAFT SEQUENCE. //3. 6e-21 : 394: 66//AL0235 
13 

R-HEMBA 1007 34 2//Huaan BAC clone GS368FI5 froa 7q31. coaplete seque 
nee. //1 . 7e-IS: 1 90: 73//AC003080 

R-HEMBA 1 007 347//Huaan DMA sequence *** SEQUENCING IN PROGRESS «*» 
froa clone N38G6, VORKING DRAFT SEQUENCE. //2. 2e-47: 455: 77//Z96802 
R-HEMBB1 00000 S//HOBO sapiens 3p2l.l-9 PAC RPCI4-793P23 (Rosaell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //I . 1 e-6 
2 : 539: 79//AC006208 

R-HEM88 1 OOOOOB//Hoao sapiens chroaosoae 17, clone hCIT. 21 1 _P_7. co 
aplete sequence. //1 . 2e-36 : 285 : B3//AC003665 

R-HEM88 1 0000 1 8//Hoao sapiens clone DJ0038I10, VORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //1 . 2e-S1 :41 6 : 79//AC004820 
R-HEM8B1 00002 4//Huaan DNA sequence froa BAC 175E3 on chroaosoae 22 
Oil. 2-qter. Contains ESTs. STSs and polyaorphic CA repea t. //3. 9e-l 
8:211 :79//Z951 1 3 

R-HEM8B1000025//H5_3064_B2_B07JIF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3064 Co I = 1 4 Row=0, gen 
oaic survey sequence. //S. 9e-40: 254: 90//AQ132765 
R-HEM8B1000030//Huaan DNA sequence froa clone 108KI1 on chroaosoae 
6p21 Contains SRP20 (SR protein faaily aeaber), Ndr protein kinss 
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e gene siailar to yeast suppressor protein SRP4Q, EST and CSS, coa 
plete sequence. //I . 5e-32:452 : 70//Z85986 

R-HEM8B100Q036//CIT-HSP-2024L15. TF CIT-HSP Hoao sapiens genoaic cl 
one 2024L1S, genoaic survey sequence. //9. 3e-63: 541 :77//B66264 
R-HEMBB 1 00003 7//Hoao sapiens erythrobtast aacrophage protein EMP a 
RNA. coaplete cds.//7. 6e-91 :467:97//AF084928 

R-HEMBB 10000 39//Hooo sapiens chroaosoae 17, clone hRPK. 401_0_9, co 
apl ete sequence. //I. 4e-44: 4S6 : 68//AC00S291 

R-HEMBB 10000 44//Huaan BAC clone RG016J04 froa 7q21, coaplete seque 
nee. //I . 4e-S4 : 307 : 80//AC0020S4 

R-HEMB81 000048/ /Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-27 
9810. coaplete sequence. //3. 8e-09: 330: 63//AC0023Q0 
R-HEMBB 1 0000 50//Huaan ONA sequence froa PAC 436111 1 on chroaosoae X 
P22.11-22.2. Contains the serine threonine protein phosphatase gen 
e PPEFt, and the first coding exon of the RSI gene for retinoschis 
is (X-l inked, juvenile) I (XLRS1) . Contains ESTs, an STS and GSSs. 
coaplete sequence. //6. 7e-l2: 225: 65//Z94056 
R-fOBB 1 000054/ /Huaan DMA sequence froa clone 444C7 on chroaosoae 
6p22. 3-23. Contains an EST, an STS and GSSs, coaplete sequence.// 
8. 9e-76: S57 : 82/ /AL0 3 3521 

R-HEH8B1 00005S//Huaan housekeeping (Q1Z 7F5) gene, exons 2 through 
7. coaplete cds.//1.6e-8B:3S0:86//H81806 
R-HEMBB 1 OOOOS9//Hoao sapiens clone DJ08S0I01, MORKINC DRAFT SEQUEN 
CE. 1 unordered pieces. //4. 9e-l 2:356 :65//AC006009 
R-HEMBB 1 00008 3//Hoao sapiens clone DJ0607J02. tORK INC DRAFT SEQUEN 
CE. 12 unordered pieces. //3. 7e-41 : 31 1 : 82// AC004B40 
R-HEMBB 1 00008 9/ZHoao sapiens clone DJ1021I20, VORKING DRAFT SEQUEN 
CE, 6 unordered pi eces. //3. 6e-34: 314: 78//AC005520 
R-HEMBB I000099//Hoao sapiens DNA sequence froa BAC I216H12 on chro 
aosoae 22q12. Contains a pseudogene with siailarity to part of aou 
se Ninein and the KIAA0609 gene for a protein siailar to C. elegan 
s K09C8. 4. Contains ESTs, GSSs and a ggtt repeat pol yaorpbisa. coa 
plete sequence.//8. 8e-32:434: 71//AL0O871 5 

R-HEMBB 1 000 103//Huasn DMA sequence froa BAC 44SC9 on chroaosoae 22 
Q12.1. Contains CRYBB1 . beta B1 crystal! in. CRVBA4, beta A4 crysta 
llin, high aobi I ity group-1 protein (WG-1), ESTs. //2. 5e-l6: 207 : 74 
//Z9S115 

R-HEMBB 10001 l 3//HS_30 I 3_A1_B08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3013 Co I =1 5 Row=C, gen 
oaic survey sequence. //0. 94:21 1 :63//AQ1 1 8730 

R-HEMBB 10001 19//Koao sapiens ASMTL gene.//!. 9e-1 06:531 :96//Y15S21 
R-HEM8810001 36//Huaan Chroaosoae X, coaplete sequence. //0. 00073: 35 
9: S9//AC002407 

R-HEMB81 0001 41 //Hoao sapiens chroaosoae 21q22. 3 PAC 39C17, coaplet 
e sequence. //6. 8e-41 :280:74//AF04394S 

R-HEMBB 1000 I 44//Hoao sapiens chroaosoae 17, clone hCIT. S07_E_Z. co 
apl ete sequence. //0. 00083: 206 :66//AC004 134 

R-HEMBB 1 0001 73//Hoao sapiens. V0RKING ORAFT SEQUENCE. 97 unordered 
pieces. //2. Se-82 :4Q1 : 90//AC004QBS 
R-HEMBB 10001 75 

R-KEMBB10001 98//Hoao sapiens DNA sequence froa BAC S5C20 on chroao 
soae 6. Contains a Spinal Muscular Atrophy (SMA3) LIKE gene overla 
pping with a beta-glucoronidase LIKE pseudogene. Contains a aeabra 
ne protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydroge 
nase (GAPDH) LIKE pseudogene, five predicted tRIHA genes. Contains 
ESTs, CSSs (BAC end sequences) and a CA repeat polyaorphisa, coapl 
ete sequence. //0. 91 .428: 56//AL02 1368 

R-hEM881 0002 1 5/ /Hoao sapiens DNA sequence froa PAC 69E11 on chroao 
soae 1q23-24. Contains a MADH-Ubiquinone Ox idoreductase MLRQ subun 
it (EC 1.6.5. 3. EC 1.6.99.3, Cl -MLRQ) LIKE pseudogene, a 60S Ribos 
oaal protein L34 LIKE pseudogene, an unknown gene siailar to yeast 
YPR037V and vora C02C2.6 predicted genes, a predicted CpG island, 
ESTs and an STS, coaplete sequence. //4. 4e-S4:298:91//AL02l397 
R-HEMBB 10002 17 

R-fCMBB 100021 8/ /Hoao sapiens I2q24 PAC RPCI1-66E7 (Roswell Park Ca 
near Institute Huaan PAC library) coaplete sequence. //5. 8e-32: 517: 
70//AC004216 

R-HEMBB 1 000 22 6//Huaan ONA sequence froa cosaid COSI2 froa a contig 
froa the tip of the short ara of chroaosoae 16. spanning 2Mb of 1 
6p13.3. Contains ESTs, Flanking sequences of 3’ alpha globin HVR a 
nd CpG i stand. //2. 5e-77:450: 92//Z69706 

R-HEMBB 1 0002 40//Hoao sapiens chroaosoae 9 duplication of the T cel 
1 receptor beta locus and trypsinogen gene faai I ies.//4. le-05: 310: 
62//AF029308 

R-HEMBB 1 0002 44//Huaan DNA sequence *»* SEQUENCING IN PROGRESS **• 
froa clone 1112F19, M0RK1NG DRAFT SEQUENCE.//!. 3e-43: 278: 85//AL034 
420 

R-HEMBB 1000 2 S0//Huaan DNA sequence froa clone 34B20 on chroaosoae 
6p21 . 31-22. 2. Contains seventeen Histone (pseudo)genes and a 40S R 
ibosoaal protein S10 pseudogene. Contains ESTs, STSs and GSSs, coa 



plete sequence. //3. 8e-16: 484: 64//AL031777 

R-HEMBB 1000 2 5 8/ /Huaan hereditary haeaochroaatosis region, histone 
2A-I'ike protein gene, hereditary haeaochroaatosis (HLA-H) gene. Ro i 
Ret gene, and sodiua phosphate transporter (NPT3) gene, coaplete c 
ds.//4. 3e— 1 1 : 286 :67//U9 1328 

R-HEMBB 1000264//Mus ausculus enhancer of polycoab (Epcl) aRNA, coa 
plete cds.//1.2e-42:406:79//AF079765 

R-HEMBB 1000266//RPCI 1 1-76C20. TV RPC 1 1 1 Hoao sapiens genoaic clone 
R-76C20, genoaic survey sequence. //1 . 0:232: S9//AQ26SS33 
R-HEi©81Q00272//H5_3Q32_Bl_H06_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Piate=3032 Co I - 1 1 Row=P, gen 
oaic survey sequence. //0. 0082: 209:6 2//AQ096702 
R-HEMBB 1 0002 74//Hoao sapiens Chroaosoae 22ql1.2 Cosaid Clone 8l7g 
In IGLC Region, coaplete sequence. //1. 6e-45: 277: 72// AC000053 
R-HEMBB 1000 2 84//Hoao sapiens full length insert cONA clone YY88A0 
5. //6. 9e-1 12: 572 : 96//AF08801 8 

R-HEM8B1000307//Hoao sapiens chroaosoae 17, clone hRPK. 471_L_1 3. c 
oaplete sequence. //S. 7e-96:S23:93//AC005244 

R-HEMBB 1 00031 2//Huaan DNA sequence «* SEQUENCING IN PROGRESS *** 
froa clone 32B1, MARKING DRAFT SEQUENCE.//?. 5e-21 : 218: 67//AL02 3693 
R-HEMBB1 000317//Toxopl asaa gondii chloroptast, coaplete genoae.// 

0. 062: 354: 5B//U8714S 

R-HEMBB 1 00031 8//Huaan DNA sequence froa PAC 292H14 on chroaosoae X 
p21. Contains STS and CA repeat polyaorphisa.//4. 5e-S2: 302:81//AL0 
08710 

R-HEMB81 0OO335//Hoao sapiens chroaosoae 5. PI clone 1041F10 (LBNL 
H88). cowpleto sequence.//!. 9e-1 6: 139: 84//AC005 179 
R-HEMBB 1 000 336/ /Hoao sapiens coaplete genoaic sequence between 016 
S3070 and D16S327S. containing Faailial Mediterranean Fever gene d 
i sea se. //0. 0062:231: 64//A J 003 1 47 

R-HEMB81000337//C1T-HSP-2329010.TF CIT-HSP Howo sapiens genoaic cl 

one 2329010, genoaic survey sequence.//! . 2e-31 : 1 92: 92// AQ035976 

R-HEMBB! 0003 3B//Hoao sapiens Chroaosoae 16 BAC clone Cl T9S7SX-A-24 

8F7. coaplete sequence. //1. 9e-39: 477: 71//AC004605 

R-HEMBB 1000 3 3 9//Huaan DMA sequence «• SEQUENCING IN PROGRESS a** 

froa clone 862K6. MORKINC DRAFT SEQUENCE. //4. 1 e- 54: 357: 76//AL03 168 

I 

R-HEMBB 1 000 341 //Hoao sapiens 12q24 PAC RPCI3-424M6 (Roswell Park C 
ancer Inst i lute Huwan PAC library) coaplete sequence. //I. 8e-19:50 
1 : 63//AC002350 

R-HEMSB1000343//Hoso sapiens chroaosoae 16, cosaid clone 367EI2 (L 

ANL) , coaplete sequence. //3. 6e-41 : 457: 72//AC004644 

R-HEMBB 1 000354//Huaan ONA sequence froa PAC 560B9 on chroaosoae 1q 

24-lq25. Contains prof i I in-l ike pseudogene, 60S ribosoaal protein 

L4 pseudogene RNA binding protein, ESTs. GSS. //7. 2e-36: 325: 74//Z98 

751 

R-HEMBB 1 000 36 9//Hoao sapiens chroaosoae 4 clone B366024 nap 4q25. 
coaplete sequence. //9.0e-2S: 179: 79//AC004067 

R-HEMBB 1 000 374//Huwan ONA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 7SN14. WORKING DRAFT SEQUENCE. //8.4e-58: 332 :79//Z97 1 99 
R-HEMB81 000376//Hoao sapiens ONA for aayloid precursor protein, co 
apl ete cds.//2. 1e-47: 309: 88//D87675 

R-HEMBB 1000 391 //Hoao sapiens Clone RG269P13. VORKING DRAFT SEQUENC 
E, 6 unordered p i eces. //5. 7e-46: 302: 85//AC005080 
R-HEMBB 1000399//Hoao sapiens Radi 7-1 ike protein (RADI 7) aRNA. coop 
lete cds.//1. Oe- 107: 53 1 :97//AF076838 

R-HEMBB 1 00040 2//Huaan DNA sequence froa clone 505813 on chroaosoae 
Ip36. 2-36. 3 Contains CA repeat and GSSs, coaplete sequence.//). 1 
•-25:441 :67//Z980S2 

R-W:MBB100Q404//HS_2246_A2_D01_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2246 Col=2 Row=G. geno 
aic survey sequence. //0. 0025: 1 96: 63//AQ084251 

R-HEMBB 1 00042 0//HOBO sapiens Chroaosoae 22q11.2 Cosaid Clone 8l7g 
In IGLC Region, coaplete sequence.//!. 2e-29: 358: 72//AC000053 
R-HEMBB 1 00043 4//Hoao sapiens chroaosoae 4 clone B71M12 aap 4q25, c 
oaplete sequence. //2. 8e-SI :299:89//AC004069 

R-HEMB81000438//HS_2239_B2_E08_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-2239 Col=16 Row=J, gen 
oaic survey sequence. //1. 3e-1 0:76: 100//AQ067700 
R-HEMBB 1000441 //Huaan DNA sequence *** SEQUENCING IN PROGRESS *»• 
froa clone 424J12. VORKING DRAFT SEQUENCE. //4. 4e-60: 281 :90//Z82207 
R-HEMBB 1 00044 9//HOBO sapiens clone OJ0898018. MORKINC DRAFT SEQUEN 
CE, 8 unordered pieces. //4. 8e-1 1 : 2Z8:68//AC004920 
R-HEMBB I 000455//Hoao sapiens clone GS0S1M12, coaplete sequence.// 

3. 1 e- 1 4 : 388 : 6 5//AC005007 

R-HEMBB 1 00047 2//Hoao sapiens chroaosoae 17. clone HCIT48C1S, coapl 
ete sequence. //4. 9e-34: 320:79//AC003I04 

R-KEMB31000480//Huaan ONA sequence froa Fosaid 65B7 on chroaosoae 
22q1 1 . 2-qter. Contains exons 6-12 of the SLCSA1 (SCLT1) gene for s 
olute carrier faaily 5 (sodiua/glucose cotransporter) aeaber I (Hi 
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gh Affinity Sodiua-GI ucose Cotransporter). coaplete sequence. //3. 4 
e-36: 285:82//Z83849 
R-HEMBB) 000487 

R-HEMBB 1 0004 90//Huaan ONA sequence *»• SEQUENCING IN PROGRESS *«• 
fro* clone 118SN5, WORKING DRAFT SEQUENCE. //1 . 5e-34 : 281 : 81// AL0344 
23 

R-HEMBB1 000491 //Hoao sapiens ONA sequence froa PAC 9S8B3 on chroao 
soae Xp22. H-Xp22. 22. Contains ESTs STS and CpG island. //8. Se-37:4 
83: 7Z//Z93023 

R-KEM881000493//Huaan ONA sequence froa clone I09FI4 on chroaosoae 
6p21.2-2l.3. Contains the alternatively spliced gene for Transcri 
ptional Enhancer Factor TEF-5, the 60S Ribosoaal Protein RPL10A ge 
ne, a PUTATIVE ZKFI27 LIKE gene, and the PPARD for Peroxisoae Pro I 
iterator Activated Receptor Delta (PPAR-Del ta. PPAR-Beta. Nuclear 
Horaone Receptor I, NUC1, NUCI. PPARB) . Contains three putative Cp 
G islands, ESTs, STSs, GSSs and a ca repeat polyaorphi sa. coaplete 
sequence. //7.6e-14: 21 7: 7I//AL022721 
R-HEMBB 1 0005 1 0//Huaan ONA sequence a** SEQUENCING IN PROGRESS «aa 
froa clone 27K12, WORKING DRAFT SEQUENCE. //7. 1e-44: 221 : 80//AL033 39 
7 

R-HEMBB 1 000S18//Huaan PAC clone DJ327A19 froa Xq2S-q26, coaplete s 
equence. //3. Se-SI : 280: 90//AC002477 

R-HEMBB 1 00052 3//Boao sapiens PAC clone 0J0167F23 froa 7plS, coaple 
te sequence. //1 . 7e-S3 : 304: 82//AC004079 

R-HEMBB 1000530//Hoao sapiens chroaosoae 17, clone hCIT. 1 62_E_I 2, c 
oaplete sequence. //4, 2 e-74: 428: 92//AC006236 

R-HEHB81 000550/ /Huaan Chroaosoae 16 BAC clone CIT987SK-A-363E6. co 
•pi ete sequence. //5. 6e-13: 112: 80//U91 32 1 

R-HEMBB1 0005S4//Huaan ONA sequence see SEQUENCING IN PROGRESS ate 
froa clone 409J21. WORKING DRAFT SEQUENCE. //S. le-1 4:239: 63//Z83824 
R-HEM8B1 0005S8//Ho*o sapiens envoplakin (EVPL) aRNA. coaplete cds. 
//0. 031 :27S:60//US3786 

R-HEMBB 1 000S64//Hoeo sapiens chroaosoae 5. Bac clone 189 (LBNL HI 3 
5). coaplete sequence. //3. i#-1 7: 227: 76//AC00S914 
R-KENBB1 00057 3//Bor rel ia afzelii (strain NT28) OKA, internal trans 
c r i bed spacer . //0. 078 : 1 6 1 : 63//D8440S 

R-HEMBB 1000 S75//Hoao sapiens chroaosoae 17, clone hRPC. 859_0_20, c 
oaplete sequence. /II . 2e-52:Z60:80//AC003695 

R-HEMBB 1 000 S86//Huaan DNA sequence froa cosaid V2I0E9, between aar 
kers DXS366 and DXS87 on chroaosoae X.//2.0e-33:30S:79//Z70280 
R-HEMBB 1 000589//Hoao sapiens chroaosoae 17, clone hRPK. 1064_E_1 1, 
coaplete sequence.//!. 3e-14:409:6S//AC005208 

R-HEMBB 1000591 //Hoao sepiens Xp22 bins 45-47 BAC GSHB-665M22 (Ceno 
ae Systeas Huaan BAC Library) coaplete sequence. //6. 2e-39: 493: 71// 
AC005I84 

R-HEMBB 1000592//Hoao sapiens 12p13. 3 PAC RPCIS-1 180012 (Roswell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence.//! . Se-0 
8: 254: 64//AC00583 t 

R-HEMBB I 00D598//Hoao sapiens chroaosoae 11 pac pDJ159o1. coaplete 
sequence. //3.3e-38: 407: 76//AC000381 

R-HEMBB1000623//C 1T-HSP-2374PI7.TR CIT-HSP Hobo sapiens genoaic cl 
one 2374P17. genoaic survey sequence.//). 3e-41 :212: 100//AQ1097I7 
R-t€M8B1000630//Huaan DNA sequence froa clone 413H6 on chroaosoae 
6p22. 3-24. 3. Contains a haaster Androgen-dependent Expressed Prote 
in like protein gene, ESTs and GSSs. coaplete sequence. //5. 2e-31 : 3 
19: 78//AL022724 

R-HEMBB 100063 1 //Sequence 28 froa patent US 57081 57. //6. Se-20: 208:8 
0// 1 80058 

R-HEMBB 1 0006 32//Hoao sapiens Cosaid C4, WORKING DRAFT SEQUENCE. 1 
o rdered pieces. //7. 4e-47 : 457 : 75//AC0041 76 

R-HEMB81000637//Huaan BAC clone RG094H21 froa 7q21-q22. coaplete s 
equence. //2. 9e-45 : 263 : 87//AC003085 

R-HEMBB I 0006 38//Cenoa i c sequence froa Huaan 6. coaplete sequence./ 
/9. 1e-34: 375: 73//AC002I 1 2 

R-HEMBB 1 00064 3//HS_2 24 2_A2_B07_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2242 Col=14 Ro«=C, gen 
oaic survey sequence. //0. 010: 239:60//AQ06S993 

R-HEMBB 1 000649//Hoao sapiens RBPSS/hTAFM 68 gene, exon 7.//8.3e-6 
3:306: 100//AB0 1006 I 

R-HEMBB 1 0006 52//Huaan DNA sequence froa PAC 467D16 on chroaosoae 6 
p22. 3-24. 1. Contains the 3’ part of the SCA1 (ataxin-l) gene with 
a poly-gl utaaine (CAG repeat) polyaorphisa, the 3’ part of the GMP 
R (CMP reductase, Guanosine 5' -aonophosphate oxidoreductase) gene, 
ESTs and an STS with a poiyaorphic CA repeat. //3. 3e-!4:450:64//AL 
009031 

R-HEMB81 000665//Arab i dopsi s thaliana genoaic DNA, chroaosoae 5. PI 
clone: MXA21. coaplete sequence. //0. 98:251 : 63//AB005247 
R-HEMBB 1000671 //Huaan DNA sequence froa PAC I06C24, between aarker 
s DXS294 and DXS730 on chroaosoae X.//6.8e-58:296:85//Z83313 
R-HEMB81000673//CITBI-E1 -2506F20.TR CITBI-E1 Hoao sapiens genoaic 

[0 7 9 2] 



clone 2506F20, genoaic survey sequence. //0. 98: 71 : 76//AQ264731 
R-HEMBB I 000684//Huaan DNA sequence froa clone I158E12 on chroaosoa 
e Xp 1 1 . 23-1 1 . 4 Contains EST. STS, GSS. CpG island, coaplete sequen 
ce.//2.6e-ll : 153: 77//AL031 584 

R-nnnnnnnnnnnn//Hoao sapiens neuroanl aRNA, coaplete cds.//2.0e-5 
0: 287 : 93//AF04D723 

R-HEMBB1 000705//Hoso sapiens chroaosoae 19. cosaid R30S38, coaplet 
e sequence. //3. 4e-18: 340:65//AC005943 

R-HEMBB 1 000706//Huaan DNA sequence tea SEQUENCING IN PROGRESS *a« 
froa clone 462C17, WORKING DRAFT SEQUENCE. //4. 7e-10: 358:64//AL0333 
80 

R-HEM8BI000709//RPC1 1 1-79A8. TV RPC 111 Hoao sapiens genoaic clone 
R-79A8. genoaic survey sequence. //1. 4e-40: 262 :89//AQ282374 
R-HEMBB 1 000725//Arab i dops i s thaliana genoaic DNA, chroaosoae 5, Pt 
clone: MGN6, coaplete sequence. //0. 00018: 386: 60// AB01 7066 
R-HEMBB 1 0007 26//HOBO sapiens PAC clone DJM85I07 froa 7qll.23-q2l t 
coaplete sequence.//!. 5e-48: 316: 88//AC004990 

R-HEMBB 1 0007 38/ /Hoao sapiens PAC clono DJ074SK06 froa 7q31, coaple 
te sequence. //7. 1e-53: 382 :85//AC00487S 

R-HEMBB) 00074 9//Hoao sapiens clone RG140B11. WORKING DRAFT SEQUENC 
E. 1 unordered pi eces. //6. Se-SI :43S: 80//AC00S069 
R-KEIffiBI000763//PlasBid Col I b-P9 (froa E. col i K12) colicin lb pro 
aoter region and 5' coding region. //1 . 0: 1 1 S: 63//K02071 
R-HEMBB 1 0007 70//Huaan Rhesus blood group antigen (RHCE) gene, intr 
on 6. partial sequence. //S. 6e-24: 183 : 86//U83205 
R-HEMBB 1 000781 //Hoao sapiens Xp22 PACs RPC11-263P4 and RPCI1-164K3 
coaplete sequence. //0. 00054: 154: 67// AC003046 

R-HCMB81000789//RPCI 1 1 -21 14. TVB RPCI-11 Hoao sapiens genoaic clone 
RPCl-1 1-21 14, genoaic survey sequence. //3.0e-09: 299 :64//B63628 
R-HEMBB 1 0007 90//Huaan Chroaosoae 16 BAC clone CIT987SK-A-362G6, co 
ap I e te sequence. //4. 5e-46 : 1 85: 85//U95740 

R-HEM881Q00794//HS_3253_A!_G06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3253 Co 1 = 11 Row=M, gen 
oaic survey sequence. //5. 7e-l 3: 1 72 :65//AQ2 16291 
R-KEMBB1 000807 

R-HEMBB 1 0008 1 0/ /Huaan BAC clone RCI14A0S froa 7q3t, coaplete seque 
nee. //I . 3e-24: 385: 71//AC002542 
R-HEMBB1 000821 

R-HEMBBI000822//CITBI-E1-2517E13. TF C I TB 1 —El Hoao sapiens genoaic 
clone 2517E13, genoaic survey sequence.//4. Se-08: 278: 64//AQ279944 
R-HEMBB 1 0008 26//Hoao sapiens genoaic DNA, chroaosoae 21 q V 1 . 1 . sega 
ent 14/28. WORKING DRAFT SEQUENCE. //I . 2e-44: 521 : 72//AP000043 
R~HEM8B1000827//Hoao sapiens clone DJ098I007, coaplete sequence.// 
6. 8e-43 : 3 1 9: 84//AC00601 7 

R-HEMBB) 00083 1//HS_3247_B2_A09_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3247 Col=l8 Row=B. gen 
oaic survey sequence. //5. Se-74: 381 : 96// AQ223850 
R-HEMBB1000835//Hoao sapiens DNA sequence froa BAC 55C20 on chroao 
soae 6. Contains a Spinal Muscular Atrophy (SMA3) LIKE gene overla 
pping with a beta-glucoronidase LIKE pseudogene. Contains a aewbra 
ne protein LIKE pseudogene, a Gl ycera Idehyde 3-phosphate dehydroge 
nase (GAPOH) LIKE pseudogene, five predicted tRNA genes. Contains 
ESTs, CSSs (BAC end sequences) and a CA repeat polyaorphisa. coapl 
ete sequence. //4.2e-17: 167: 80//AL021368 

R-HEMBB 1Q00840//Hoao sapiens clone DJI039L24, WORKING DRAFT SEQUEN 
CE. 3 unordered pieces. //7. 9e-26: 220: 73//AC005283 
R-HEM88 1 000848/ /Hoao sapiens. WORKING DRAFT SEQUENCE. $2 unordered 
pieces. //7. 8e-39 : 356 : 79//AC004086 

R-HEMBB 1 000852/ /HS_3G7 5_A2_B0 7_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3075 Col-14 Row=C, gen 
oaic survey sequence. //3. 4e-l 1 : 1 51 : 75//AQ1 3881 6 
R-HEMBB t 0008 70//Huaan DNA sequence *aa SEQUENCING IN PROGRESS aaa 
froa clone 72E17. WORKING DRAFT SEQUENCE. //1 . 8e-44: 454: 75//AL03352 
3 

R-HEIBB1000876//Huaan ONA sequence froa clone 91J24 on chroaosoae 
6q24 Contains part of utrophin Gene, part of cytochroae C oxidase 
gene. EST, CpG island, coaplete sequence. //0. 0016: 227: 65//AL024474 
R-HEMBB 1 000883//Hoao sapiens chroaosoae 19. cosaid FI 9678, coaplet 
e sequence. //3. 62 : 238:62//AC00S621 

R-HEM8B1 000887//$ynthet ic huaan/adenovi rua type 5 recoabination ju 
net ion. //9. 9e-24:275: 76//M34061 

R-HEMBB1000888//C I T-HSP-2282A13.TR CIT-HSP Hoao sapiens genoaic cl 
one. 2282A13. genoaic survey sequence. //2. 4e-0S: 31 0: 60//AQ000826 
R-HEMBB 1 0008 90//Hoao sapiens clone DJ0042M02, WORKING DRAFT SEQUEN 
CE. 20 unordered pieces. //6. Se-44: 305:84//AC005995 
R-HEMBB 1000B93//Hoao sapiens BAC clone RG363EI9 froa 7q31.t. coapl 
ete sequence. //3. 7e-30: 265: 80//AC004492 

R-HEMBB1 000908//RPCI 11-13P12. TV RPCI-11 Hoao sapiens genoaic done 
RPCI-11-13P12, genoaic survey sequence. //0. 98; 183 : S1//B761 99 
R-HEMBB 1 0009 10//Hoao sapiens Chroaosoae 22 q 11.2 Cosaid Clone 50d 1 0 
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In ICLC Region, complete sequence.//!. 7e-28: 302:76//AC000024 
R-HEM88 1000913/ /Hoao sapiens Xp22 BAC CSHB 526021 (Genoa® Systeas 
Huaan BAC library) coaplete sequence. //4. 1e-34: 314: 76//AC003037 
R-HEMBBI 0009t 5/ /Hu wan chroaosoae 16p1l.2-p12 BAC clone CIT987SK-22 
406 coaplete sequence. //6. 3e-09: 536: 59//U95739 
R-HEM8810009I 7//Huaan DMA sequence **e SEQUENCING IN PROGRESS »e» 
froe clone 16915. MORNING DRAFT SEQUENCE.//!. 6e-47:234:86//Z930l5 
R-HEMBB! 000927 

R-HEM8B1000947//CIT-HSP-2287M13.TF CIT-HSP Hoao sapiens genoaic cl 
one 22871113, genoaic survey sequence. //0. 090: 1 1S:69//B99228 
R-HEMBBI 0009$9//Hoso sapiens chroaosoae 17. clone HRPC90SN1 , coapl 
ete sequence. //5. 7e-89:S44:90//AC003098 

R-HEMBB! 000973//Arabi Oops is thaliana chroaosoae II BAC F2I9 genoei 
c sequence, coaplete sequence. //0. 038: 377:58//AC005S60 
R-HEMB8I 000975//Ar ab i dops i s thaliana chroaosoae II BAC F5H14 genoa 
ic sequence, coaplete sequence.//!. 0e-05: 342: 6Z//AC006234 
R-HEM881000981//CIT-HSP-2386J13. TF. 1 CIT-HSP Hoao sapiens genoaic 
clone 2386 J 1 3* genoaic survey sequence. //I. 1 e— 1 8 : 23! :74//AQ239443 
R-HEM88 1 000985/ /HS_3 1 84_A1 _D1 2_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3184 Col=23 Rcv=C, gen 
oaic survey sequence. //6. 3e-52: 286 : 95//AQ1 50008 
R-HEMBB1 000991 

R-HEMBB 1000996//Hoao sapiens Xq28 BAC PAC and cosaid clones contai 
ning FMR2 gene exons t.2. and 3, coaplete sequence. //!.4e-42:343:8 
1//AC0O23S8 
R-HEMBB 1 00 1 004 

R-HEM8B1001008//CITBI-EI-2504L23.TF CIT8I-E1 Hoao sapiens genoaic 
clone 2504L23, genoaic survey sequence. //3. 1e-57: 317: 94//AQ262056 
R-tEMBBI 001 01 1//H$_3017_B1_G03_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30!7 Col=5 Row=N, geno 
aie survey sequence. //7.3e-34: 237: 86//AQ1 0! 944 
R-HEMB81001 0I4//Huaan DNA sequence t*« SEQUENCING IN PROGRESS *** 
froa clone 460J8, MORNING DRAFT SEQUENCE. //2. 4e-49: 417: 80//AL031 66 
2 

R-HEMBB 100 1 02 0//Hoao sapiens Xp22 BAC GS-377014 (Genoae Systeas Hu 
aan BAC library) coaplete sequence. //7. 6e-41 : 303: 76// AC002S49 
R-HEMBB 100 102 4//Hoao sapiens (subcione 2_g$ froa PI H16) DNA seque 
nee. //7. 4e-4B: 341 : 8S//L48475 

R-HEMBB 100103 7//Hobo sapiens 22q11 BAC Clone 489d1 In MOR Region, 
coap I e t e sequence. //2. Oe-SO : 41 6 : 82//AC005527 

R-HEMBB I 00 1047//Hoao sapiens chroaosoae 19, cosaid R3I973, coaplet 
e sequence. //8. 4e-22 : 288 : 71//AC004699 

R-HEMBB1001051//H. sapiens aRNA for FAN protein.//?. Ie-I8:114:98//X 
96586 

R-HEMBB1 001 056//Hoao sapiens clone DJ0953A04, V0RKING DRAFT SEQUEN 
CE. 5 unordered pieces. //6. le-94:520: 93//AC0060I4 
R-HEMBB 1 00 1058//Hoao sapiens clone UMGC:y17cl3l froa 6p21, coaplet 
e sequence.//!. le-SB: 242: 82//AC004I87 

R-HEMBB 1 00 1060//Huean Tiggerl transposable eleaent, coaplete conse 
nsus sequence. //4. 2e-66 : 323 : 81//U49973 

R-HEMBB 1 00 1 063//Huaan DNA sequence **« SEQUENCING IN PROGRESS ♦** 
froa clone 523C1, MORNING DRAFT SEQUENCE. //4. 0e-ll 4: 556 : 98//AL0343 
75 

R-HEXB81001 068//Hoao sapiens I ipri n-betaZ aRNA. partial cds.//2.8 
e-105: 51 2: 97//AF034803 

R-t€M3BI001096//Huaan DMA sequence froa PAC 24608, between Barkers 
DXS6791 and DXSB038 on chroaosoae X contains ESTs.//2. 4e-l 3:225:6 
9//Z76735 

R-HEMBB 1 00 1 102//Huaan 0MA sequence froa clone 3S3H6 on chroaosoae 
Xq25-26. 2. Contains the alternatively spliced SMARCAI gene for SMI 
/SMF related, aatrix associated, actin dependent regulator of chro 
Batin, subfaaily a, aeaber 1 (SNF2L1) and a 40$ Ribosoaal Protein 
S26 pseudogene. Contains ESTs, STSs and GSSs, coaplete sequence.// 
2. 4e-35 : 295 : 80//AL022577 

R-HEMBB 1001 I05//Huaan DMA sequence see SEQUEMCINC IN PROGRESS *«* 
froa clone 462023, MORNING DRAFT SEQUENCE. //7. 9e-46: 380 : 80//AL03 1 4 
31 

R-HEMBB I 001 1 14//Koao sapiens DMA sequence froa PAC 119E23 on chroa 
osoae Xq2S-q27. 1 . Contains glypican-3 precursor (intestinal protei 
n OCI-5) (GTR2-2) , S' UTR. ESTs. STS.//1. 1e-38: 306:84//Z99570 
R-HEM8B1 001 1 1 7//RPC 1 11-35 18. TK RPCI-11 Hoao sapiens genoaic clone 
RPCI-11-3SI8. genoaic survey sequence.//1. 5e-08: 67: 100//AQ0471 13 
R-HEMBB 1001 11 9//Hoao sapiens BAC clone BN085E0S froa 22ql2. 1-qler, 
coaplete sequence. //9. 0e-26 : 481 : 67//AC003071 
R-HEMBB 1001 1 26//Hua an DNA sequence froa clone 441 J1 on chroaosoae 
6p24 Contains STS. GSS. coaplete sequence. //0. 045: 127: 69//Z99495 
R-HEMB81 001 1 33//Huaan SS-A/Ro r i bonuc t eoprotein autaantigen 60 kd 
subunit aRNA. coaplete cds. //5. Oe-23 : 285: 73//M25077 
R-HEMBB 1 00 1137//P I aaaodittB falciparua DNA «•» SEQUENCING IN PROGRE 
SS froa contig 4-09, coaplete sequence. //2. Se-07: 334: 62//ALOIO 



222 

R-HEM8B100II42//Huaan BAC clone RG164L14 froa 7q2l-q22. coaplete s 
equence. //2. Se-46 : 412: 79//AC002564 

R-HEMBB 1001 151 //Mus ausculus IFN alpha-treated eabryonic fibroblas 
t aRNA.//!. 8e-1 1 : 148 : 77//U5 1904 

R-HEMBB 1 001 153//RPCI1 1-10L7. TP RPCI-11 Hoao sapiens genoaic clone 
RPCI-1 1-10L7. genoaic survey sequence. //2. 3e-34: 213: 82//B71 766 
R-HEMBBI 00 1169//Hoao sapiens chroaosoae 17, clone HCIT39G8. coapl e 
te sequence. //0. 040: 465: 56//AC003070 

R-HEMB8100I 1 75//Sequence I froa patent US 561 8695. //2.8e-l5: 176:80 
//I 40055 
R-HEM8BI001 177 

R-HEM881 001 182//PI asaod iua falciparua ONA e»* SEQUENCING IN PROGRE 
SS **a froa contig 4-52, coaplete sequence. //1 . 9e-05: 1 74: 70//AL0I0 
226 

R-HEMBB1 001 1 99 
R-HEMBB 1 001208 

R-fCMB81 001 209//RPCI 1 1-41EI3. TP RPCI-1! Hoao sapiens genoaic clone 
RPCI-1 1-41E13, genoaic survey sequence.//!. 1e-95 : 473: 97//AQ029098 
R-HEM881 001210/ /Hoao sapiens chroaosoae 16, cosaid clone 330011 (L 
ANL). coaplete sequence. //6. 2e-08:412: 6I//AC005I99 
R-HEM8B1 00121 8//RPC 1 1 1-13L8. TV RPCI-11 Hoao sapiens genoaic clone 
RPCI-1 1-I3L8, genoaic survey sequence.//!. Oe-46: 498: 74//B751S8 
R-HEMBBI 001 22I//RPCJ11 -62024. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-62024, genoaic survey sequence. //3. 2e-09: 215: 68//AQ200950 
R-HEM88I 001 234 * 

R-HEMBBI 00 1242 

R-HEMBBI 001 249//Hoao sapiens clone OJ1136G02, MORNING DRAFT SEQUEN 
CE, 4 unordered pieces. //I. 4e-33: 361 :72//AC005377 
R-HEMBBI 001 2 S3//Hoao sapiens chroaosoae 3. olfactory receptor pseu 
dogene cluster 1. coaplete sequence, and ayosin light chain kinase 
(MLCX) pseudogene, partial sequence. //3. 8e-1 05: 517: 98//AF042089 
R-HEMBBI 001 254//Methanococcus jannaschii section 3 of ISO of the c 
oaplete genoae. //0. 96 : 203: 6I//U67461 

R-HEIB81 001 267//Huaan ONA sequence froa clone 1409 on chroaosoae X 
pit. 1-11.4. Contains a Inter-Alpha-Trypsin Inhibitor Heavy Chain L 
INE gene, a alternatively spliced Meianoaa-Associated Antigen MAGE 
LINE gene and a 6-Phosphof ructo-2-kinase (Fructose-2, 6-bisphospha 
tase) LIKE pseudogene. Contains ESTs, STSs and genoaic aarker OXS8 
032, coaplete sequence. //2. 8e-39: 320: 80//Z98046 
R-HEMB81 001 271 //Hoao sapiens chroaosoae 17. clone hRPK. 349_A_8. co 
aplete sequence. //3. 9e-47:494:75//AC005544 

R-HEMBBI 001 282//Huaan ONA sequence SEQUENCING IN PROGRESS *« 
froa clone 184J9. MORNING DRAFT SEQUENCE. //0. 001 1 : 97: 79//AL03 1428 
R-HEMBBI 001 288 

R-HEMB81 001 289//Hoao sapiens chroaosoae 5. BAC clone 343 gl 6 (LBNL 
HI 80). coaplete sequence. //Z. 0e-31 : 301 : 78//AC005601 
, R-HEMBB 10012 94/ /Hoao sapiens BAC clone RG060NZ2 froa 7q21, coaplet 
e sequence. //0. 053: 283 : 60//AC003083 
R-HEMBBI 001 302 

R-HEMBBI 001 3 04//Huaan DNA sequence **« SEQUENCING IN PROGRESS «** 
froa clone 27K12. MORNING DRAFT SEQUENCE. //6. 3e-l 5:396 :64//AL03339 
7 

R-HEMBB! 001 31 4//Hobo sapiens genoaic ONA, 21q region, clone: f30F8 
SpN6. genoaic survey s equence. //3.4e-4Z: 293 :86//AG0! 3777 
R-HEMBBI 001 3 15//Huaan NFE genoaic f ragaenl.//7. 5e-30:243:78//M985! 
1 

R-HEMBBI OOl 3 17//Hoao sapiens chroaosoae 17, clone hRPC. 1 028_K_7, c 
oaplete sequence. //2. 3e-39: 301 : 82//ACO04585 

R-HElffiBI 001 3Z6//HS_3054_A1_F1 2_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=30S4 Co I =23 Row=K, gen 
oaic survey sequence. //0. 90: 117 :63//AQ1 06096 

R-HEMBBI 001 331 //Mus ausculus aRNA for hepatoaa-der ived growth fact 
or. coaplete cds, strain:BALB/c.//0. 037: 103:77//D63850 
R-KEM881001 335//Hoao sapiens Xp22 BAC GSHB 526021 (Genoae Systeas 
Huaan BAC library) coaplete sequence. //9. te-1 9:229: 77//AC003037 
R-HEMBB 100 1 337 

R-HEMBB 1001 33 9//Hooo sapiens FSHD-asscciated repeat ONA, prosisal 
region. //Z. 9e-45:55! :72//U850S6 

R-HEMBB) 00 1346//Hoao sapiens phenylal anine-tRNA synthetase (FARSI) 
aRNA, nuclear gene encoding ai tochondr ial protein, coaplete cds./ 
/2. 7e-59 : 292 : 99//AF097441 

R-HEMBBI 00 1348//H0B0 sapiens clone DJ0691F11, MORNING DRAFT SEQUEN 
CE, 11 unordered pieces. //9. le-4! : 326: 82//AC004859 
R-HEMBBI 001 356//Huaan DNA sequence **« SEQUENCING IN PROGRESS **« 
froa clone 424J12. MORNING DRAFT SEQUENCE. //I . 8e-1 1 : 21 3: 67//Z82207 
R-HEMBBI 001 364//HS_3050_A2_F05_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3050 Co 1 = 10 Row=K, gen 
oaic survey sequence. //I. 8e-21 : 158: 91//AQ1 33940 
R-HEMBBI 00 1 366//Hoao sapiens chroaosoae 10 clone Cl T987SK- 11881 S a 
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ap 10p11. 2-1 Opt 2. 1, coapiete sequence. //4. te-37: 419: 73//AC005876 
R-HEMS81001 367//Huaan Chroaosoae 16 BAC cions CIT987SK-A-234F9, co 
aplete sequence. //9. So- 1 5; 201 : 75//U91 326 

R-HEMBBI 001 36 9//Huaan DNA sequence *«« SEQUENCING IN PROGRESS «** 
fro* clone 477J10, VORKING DRAFT SEQUENCE.//!. 8e-28: 224: 83//AL02 16 
86 

R-HEMBB1001 380//HS_2267_Bl_F1 1_VR CIT Approved Hunan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate»2267 Col*2l Row=t, gen 
oaic survey sequence. //4.0e-14: 100: 95//AQ084896 
R-HEMBBI 001 3 84/ /Mu s ausculus COP9 coap I ex subunit 4 (C0PS4) aRNA, 
coapiete cds.//9.6e-55:312:8l//AF071314 

R-HEMBBI 001 387//Hoao sapient chroaosoae 9. PI clone 8660 (LBNL H10 
S). coapiete sequence. //I . 0: 166: 63// AC003953 

R-HEMBB 1001 3 94//Hoao sapiens chroaosoae 17. clone hRPK. 2l5_E_t3, c 
oapl ele sequence. //1 . 4e-S5: 494: 76//AC005549 

R-HEMBB 1 001410/ /Hoao sapiens PAC clone DJ1102B04 froa 7q11.23-7q2 
1. coapiete sequence. //0. 01 1 : 208: 63//AC006204 

R-HEMB81001424//Hoao sapiens. VORK IMG DRAFT SEQUENCE. 76 unordered 
pieces.//! . 5e-22 : 325 : 69//AC002370 

R-HEMBBI 001 426//Hoao sapiens 12q24 PAC RPCI3-424M6 (Roswell Park C 
ancer Institute Hunan PAC library) coapiete sequence.//!. 3e-46: 32 
8: 84//AC002350 

R-HEM8B100I429//M* SEQUENCING (N PROGRESS «*• Hoao sapiens chroao 
sone 4. BAC clone C0481P14: HTGS phase 1. VORKING ORAFT SEQUENCE. 

7 unordered pieces. //6. 6e-IOS: 550: 95//AC006160 
R-HEM8B1 001436 

R-HEM8B!001443//H$_2228JU_B0S_MF CIT Approved Hunan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2228 Col=9 Row=C. geno 
aic survey sequence. //0. 37: 1 73:62// AQ066934 

R-HEMBBI 001 449//Hoao sapiens clone DJ1129E22. VORKING DRAFT SEQUEN 
CE. 7 unordered pieces.//2. 7§-23: 339:69//AC005S22 
R-HEMBBI001454//Hoao sapiens chroaosoae 5, PI clone 1307e8 (LBNL H 
60), coapiete sequence.//1. 1 e-39:299:84//AC005355 
R-HEMBB 1 OO 1458//Ptasaodiua falciparua chroaosoae 2. section 67 of 
73 of the coapiete sequence.//6.0e-0$:486:59//AE001430 
R-HEMBBIOOI463//Hoao sapiens PAC clone OJ0777023 froa 7p14-p15, co 
aplete sequence. //1 .2e-50: 317: 89// AC0051 54 

R-HEMBB 1 00 1 464//C I T-HSP-2370C1 0. TF CIT-HSP Hoao sspiens genoaic cl 
one 2370CI0. genoaic survey sequence. //0. 20: 95: 71// AQt 07941 
R-HEIffiB10014B2//Mus ausculus clone 0ST2023S. genoaic survey sequen 
ce. //4. 3e-09 : 1 92 : 70//AF046762 

R-HEMBB 1 001 500//Huaan ONA sequence froa PAC 465G10 on chroaosoae X 
contains Menkes Disease (ATP7A) putative Cuf-t- transport ing P-type 
ATPase exons 2 to 21. PGAM-B, ESTs.//1. 9e-21 :253:70//Z94801 
R-HEM8BI 001 521//Mus ausculus clone 0ST1209. genoaic survey sequenc 
e. //7. 5e-30 : 332 : 7S//AF046642 

R-HEMBBI OOl 527//Hoao sapiens clone DJ241PI7, VORKINC DRAFT SEQUENC 
E. 7 unordered pieces. //9. 5e-55: 483: 76//AC00S000 
R-HEMBBI 001 S3 1//Huaan BAC clone 7E17 froa 12q. coapiete sequence./ 
/I. 3e-08: 159: 71//AC00207Q 

R-HEMBBI 001 535//Huaan ONA sequence froa cosaid E127CI1 on chroaoso 
ae 22q1 1 . 2-qter contains STS.//4.0e-30:286:79//Z74581 
R-HEMBBI 001 536//Hoao sapiens cosaid clone LUCA16 froa 3p21.3. coap 
lete sequence. //1. 6e-39: 342 :80//U73169 

R-ldBBt 001 537//Genoaic sequence froa Huaan 9q34, coapiete sequenc 
e.//3. 7e-41 : 361 : 77//AC000394 

R-hEKBBl 001 $55//Hoao sspiens Chroaosoae 16 BAC clone CIT987SX-A-48 

SG10, coapiete sequence. //0. 34: 212 :6t//AC003049 

R-HEMBBI 00 J 56 2//Hobo sapiens Chroaosoae 16 BAC clone CIT987SK-A-32 

8A3. coapiete sequence. //8. 0e-40: 267: 88//AC002301 

R-HEMBBI 001 564//Hoao sapiens clone DJ0414A15. VORKING DRAFT SEQUEN 

CE. 9 unordered pieces. //$. 1e-30:286:76//AC005225 

R-KEMBBI001565//Hoao sapiens clone DJ06D7J02. VORKING ORAFT SEQUEN 

CE, 12 unordered pieces. //2. 5e-1 5: 194: 7S//AC004840 

R-HEMBBI 001 S85//Huaan DNA sequence froa clone 790B6 on chroaosoae 

20pl 1. 22-12. 2. Contains STSs and GSSs. coapiete sequence. //2. 6e-3 

3:234: 79//AL031 677 

R-HEMBBI 001 586//HOBO sspiens clone NH0479C13. VORKING ORAFT SEQUEN 

CE, 12 unordered piecet.//2. 7e-30:371 :74//ACOOS236 

R-HEMBB 1 00 1S88//Hoao sapiens Xp22 GS-52411 (Genoa# Systeas Huaan 8 

AC library), coapiete sequence. //8.0e-32; 323 :73//AC003l 06 

R-HEMBBI 001 603//P I asaodiua falciparua DNA **e SEQUENCING IN PROGRE 

SS froa contig 4-59, coapiete sequence. //0. 034: 302 :S9//AL01 023 

5 

R-HEMBBI 001 6 18//Hoao sapiens DNA sequence froa PAC 958B3 on chroao 
soae Xp22. 1 1-Xp22. 22. Contains ESTs STS and CpG i s I and. //7. le-31 : 5 
03:68//Z93023 

R-HEMBBI 00 1 61 9//Hobo sapiens Xq28 BAC PAC and cosaid clones contai 
ning FNR2 gene exons 1,2, and 3, coapiete sequence. //3. 7e-S0:539: 7 
2//AC002368 
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R-HEMBBI 00 1630//Huaan DNA sequence froa PAC 12IC13 on chroaosoae 6 
contains flow sorted chroaosoae 6 Hi nd 1 1 1 fragaent ESTs. polyaorp 
hie CA repeat, CpG island. CpG island genoaic fragaents.//!. 3e-27: 
228: 82//Z86062 

R-HEMB8IOOI63S//Hoao Sapiens Chroaosoae X clone bVXD90, coapiete s 
equence. //1 . 5e-23 : 407 : 69//AC004075 

R-HEMBBI 001 6 37//Hoao sspiens Xq28 BAC PAC and casaid clones contai 
ning FMR2 gene exons 1,2. and 3, coapiete sequence. //3. 9e-54: 51 9: 7 
4//AC002368 

R-HEMBBI 001 64I//Huaan DNA sequence froa clone 133H11 on chroaosoae 
6p24. Contains STSs, GSSs and genoaic Barker D6S410. coapiete seq 
uence. //1 . 9e-0B : 464: 60//AL024506 

R-HEMBB 1 001 653//Hoao sapiens chroaosoae 17, clone HCIT3L16, VORKIN 
G DRAFT SEQUENCE, 7 unordered pieces.//2.8e-39:318:82//AC002344 
R-t€M88100l665//t*«ALU VARNING: Huaan Alu-Sp subfaaily consensus s 
equence. //3. 8e-47 : 283 : 90//U1 4572 
R-HEMBBI 001 668 

R-HEMBBI 001 67 3//Hoao sapiens aRNA for KIAA0646 protein, coapiete c 
ds.//1.8e-1 1 5: 573: 97// ABO 14546 

R-HEM881 001 6B4//Sequence 1 froa patent US 5700927. //I. 9e-40: 343: 77 
//1 86429 

R-HEMBBI 001 685//Hoao sapiens chroaosoae 17. clone hRPK. 721 JM. co 
aplete sequence. //2. 6e-43:31 1 :83//AC00541 I 
R-HEMBBI 001 69S 

R-HEMBBI 001 704//C I T-HSP-2324C15.TR CIT-HSP Hoao sapiens genoaic cl 

one 2324CI5. genoaic survey sequence. //0. 0074: 259: 58//AQ028704 

R-HEMBBI 001 7 06//Hoao sapiens clone DJ0665P05, VORKING DRAFT SEQUEN 

CE. 5 unordered pieces. //9. 1e-34: 296: 80//AC00485I 

R-HEMBBI 001 70 7//Hobo sapiens Chroaosoae 16 BAC clone CIT987SX-A-31 

9E8. coapiete sequence. //7. 7e-32 : 241 : 76//AC0Q4020 

R-HEMBB 1 001 717//C1 T-HSP-2378C19. TF CIT-HSP Hoao sapiens genoaic cl 

one 2378C19. genoaic survey sequence. //4. 8e-35: 228: 89//AQ1 08992 

R-HEMBB 1001 735//Hoao sapiens chroaosoae 5, BAC clone M4k9 (LBNL H 

94), coapiete sequence.//!. 8e-l 0:80: 90// AC00561 3 

R-HEMBBI 001 736//C1 T-HSP-2369K6. TF CIT-HSP Hoao sapiens genoaic cio 

ne 2369X6. genoaic survey sequence. //9. 9e-38: 242: 90//AQ075221 

R-HEMBBI OOt 747//Hoao sapiens cosaids Qc14E2. Qc12H12, Qcl1F9, QcIO 

G9. LAI 733 and Qc17B8 froa Xq28. coapiete sequence. //3. 3e-60 : 366:8 

0//U82671 

R-HEMBB 1 00 1 749//Hoao sapiens chroaosoae 17, clone hRPK. 259_G_18. c 
oap I e te sequence. //1 . 4e-60 : 242 : 92//AC005829 

R-HEMBB1001 753//RPCI1 1-59J22. TK RPCIII Hoao sapiens genoaic clone 
R-S9J22, genoaic survey sequence. //6. 2e-08: 28? : 64//AQ200046 
R-HEMBBI OOt 7S6//HOBO sapiens BAC clone RG293FI7 froa 7p!5-p21. coa 
pi ete sequence. //3. le-l 8: 395:67//AC0041 30 

R-HEMBBI 001 760//Hoao sapiens genoaic ONA, chroaosoae 21q11.1, sega 
ent 21/28. MORK INC DRAFT SEQUENCE. //9. 9e-1 8:41 6: 64//AP000050 
R-HEMBBI 001 762//Mus ausculus aajor hi stocoapat ibi I i ty locus class 
II region: aajor histocoapat ibi I i ty protein class II alpha chain 
(lAaipha) and aajor histocoapatibil i ty protein class II beta chain 
(lEbeta) genes, coapiete cds: butyrophi I in-l ike (NG9), butyrophil 
in-like (NGIO). hypothetical protein (NG8). and butyrophi I in-like 
(NGH) genes, partial cds: NG12 pseudogene, partial sequence: and 
hypothetical butyrophi I in-l ike protein (NG13) gene, partial cds.// 
0.21:521 : 57// AF0501 57 

R-HEMBBI 001 78S//Toru lops is glabrata ai tochondr ial intergenic regio 

n ATPase 6 -ATPase 9 genes. //0. 00073 : 189: 6S//X021 70 

R-HEMBB 1 00 1797//P I asaodiua falciparua 3D7 chroaosoae 12 PFTACB8-42 

0 genoaic sequence, VORKING DRAFT SEQUENCE, 14 unordered pieces.// 
0.0049: 322: 62//AC005 140 

R-HEMBB 1 00 1 802//Hu«an detain gene, coapiete cds.//8. 1 e-95:510:93// 
M63391 

R-HEMBBI 001 81 2//Huaan ONA sequence »*« SEQUENCING IN PROGRESS *** 
froa clone 356B8, VORKING DRAFT SEQUENCE. //I. 3e-7 1 : 368: 96//Z98882 
R-HEMBBI 00 1 81 6//H000 sapiens chroaosoae 21 PAC LLNLP704C! 150Q13.// 
8. 4e-21 : 164: 76//AJ006996 

R-HEMBBI 00 1 831 //Hoao sapiens PAM COOH-terai na I interactor protein 

1 (PCIPl) aRNA. coapiete cds.//1 . 7e-104:498:98//AF056209 
R-HEMBBI OOt 836//Hoao sapiens chroaosoae 19, cosaid R26660, coaplet 
e sequence. //9. 2e-44 : 388 : 71//AC005328 

R-HEMBBI 001 839 

R-KEMBB100l8S0//Arabidopsis tha liana genoaic ONA, chroaosoae 5, PI 
clone: M0P10. coapiete sequence. //0. 00093: 488: 60// AB00S24I 
R-HEMBBI 001 863//Huaan poly (ADP-ri bos e) polyaerase gene, 5’ end.// 

1 . 2e-1 6: 458 : 6S//M60436 

R-HEMBBI 001 867//Huaao ONA sequence froa cosaid U2SD11, between aar 
kers DXS366 and DXS87 on chroaosoae X. //5. Oe-31 : 399: 74//Z68327 
R-HEMBBI 001 668//Arabidops i s thaliana genoaic DNA, chroaosoae 5, PI 
clone: MYN8, coapiete sequence. //0. 26: 303: 59//AB020754 
R-HEMBBI 001 86 9//Hobo sapiens chroaosoae 17, clone hCIT529MQ, coap 
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late sequence, f/7. Oe-37: 285:85//AC002553 

R-KCHBBIOOI872//Caenorhabdi t i s elegans OHA M» SEQUENCING IN PROGR 
ESS *** froa clone Y44FS, WORKING DRAFT SEQUENCE. //O. 093: 367: 58// A 
L009027 

R-HEMBBI 00 1874 

R-HEMBBI QO 187 5//Lac toe occ us lactis DPC3147 plasaid pMRCOl. coaplet 
e plasaid sequence. //O. 037: 406: 60// AE001 272 

R-KEMB81 001 880//Hoao sapiens chroaosoae 17. clone hRPK. 235_l_10. c 
oaplete sequence.//! . 3e-49: 461 : 77//AC0QS92Z 

R-I08B1001 899//Caenorhabdi tis elegans DNA *•» SEQUENCING IN PR OCR 
ESS *** froa clone YII6A8. VORXING DRAFT SEQUENCE. //O. 56 : 295: 60//Z 
98856 

R-HEMBBI 001 905//Huaan DNA sequence tea SEQUENCING IN PROGRESS *•« 
froa clone Y738F9, WORKING DRAFT SEQUENCE.//!. 9e-28: 181 :75//AL02Z 3 

45 

R-HEN88100I906 

R-HEKB81 001 908//Genoai c sequence froa Huaan 17. coaplete sequence. 
//2.9e- 36:274: 76//AC001231 

R-HEM8810Q1 91 0//Hoao sapiens chrososoae 17, clone KCIT39G8. coaple 
te sequence. //3. 5e-41 : 408: 76//AC003070 

R-HEM8810Q1 91 l//Koao sapiens *%% SEQUENCING IN PROGRESS *#*. WORK I 
NG ORAFT SEQUENCE. //6. le-64: 310: 89//AJ01 1929 

R-KEM88100191 5//Mouse aRNA for ary Ihydrocarbon receptor, coaplete 
cds. / /2. 0o-20: 220: 78//D3841 7 

R-KEM68I00!921//Huaan DNA sequence *** SEQUENCING IN PROGRESS **» 
froa clone 114IE15, I0RKIIIG DRAFT SEQUENCE. //1 . 9e-47 : 410: 8O//AL034 
422 

R-HEKB81001922//Hoao sapiens chroaosoae 17. done HCIT421XZ4. coap 
lete sequence. //6. 2e-32: 378: 74//AC004099 

R-HEMBB 1001925/ /Huaa n Chroaosoae It over lipping pacs pDJ235k10 and 
pOJ239b22, VORKING ORAFT SEQUENCE. 17 unordered pieces. //8. 2e-41 : 
304 : 64//AC000406 

R-HEMBBI 001 930//Hoao sapiens genoaic ONA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer , s 
egaen t 10/1 1 ./ft. 3e-1 2 : 202 :69//AB020867 

R-HEN8BI00I 944//P. falc iparua gene for beta subunit RNA polyaerase. 
//0. 00090 : 264: 62//X7SS44 

R-HEMBB1 001 94S//Saie tenia huailis DNA for staple tandea repeat (24 
2 bp) . //0. 056 : 224 : 62//AJ0004D8 

R-HEMBBI 001 947//RPC I1 1-6011 3. TJ RPC 111 Hoao sapiens genoaic clone 
R-60L13, genoaic survey sequence. //7. 4e-23: 146: 94//AQ20233S 
R-HENBB1 001 9SQ//Huaan ONA sequence froa clone 415G2 on chroaosoae 
22 Contains synapsin Ilia exon I, EST and GSS, coaplete sequence./ 
/0. 57:115: 68//Z83846 

R-HENB8100I 952//Hoao Sapiens Chroaosoae I clone bWXDl7l, WORKING 0 

RAFT SEQUENCE. 1 ordered pieces. //5. 6e-36 :283:84// AC004676 

R-HENB8100I 953//Hoao sapiens clone NH0469N07, WORKING DRAFT SEQUEN 

CE. 7 unordered pieces. //8. 9e-60: 334:82//ACO0S037 

R-HEN8B1001 9S7//Hoao sapiens clone RG228D17. WORKING DRAFT SEQUENC 

E. 2 unordered pieces. //I. 9e-56: 518: 77//AC005077 

R-hCMBB 1 00 1 962/ /Hoao sapiens chroaosoae 16. BAC clone 462GI8 (LAN 

L). coaplete sequence. //3. 2e-1 9: 157: 86//AC005736 

R-HEMBB 1001 967//Hoao sapiens DNA for aayloid precursor protein, co 

aplete cds. //5. 7*-68: 3 14 89//D87675 

R-HEMBB 1001 973//Hoao sapiens *** SEQUENCING IN PROCRESS *** froa P 
AC E7.1 / cosaid 40M1, WORKING ORAFT SEQUENCE. //1.4e-37: 484: 70//AJ 
009617 

R-HEM8B1001 983//Huaan DNA sequence «•* SEQUENCING IN PROGRESS *»* 
froa clone 2I5D11. WORKING ORAFT SEQUENCE. //2. 1e-28: 286: 75//AL0344 
17 

R-HEM881001988//Huaan ONA sequence *** SEQUENCING IN PROGRESS «* 
froa clone 1I12F19. WORKING DRAFT SEQUENCE. //6. 9e-29: 203: 88//AL034 
420 

R-HEMBB I 00 1 990/ /Hoao sapiens full length insert cONA clone ZC33GO 
3. //7. Be-95 : 456 : 99//AF0861 92 
R-HEMB8 100 1996 

R-HEH&BtOOl 997//Hoao sapiens clone RC050N15. WORKING DRAFT SEQUENC 
E. 26 unordered pieces. //6.4e-2S: 162: 83//AC005055 
R-HEM681002002//Huaan DNA sequence froa PAC 2A2 on chroaosoae X co 
ntains ESTs. //8. 2e-83 : 362: 93//Z848I6 

R-HEHB8100200S//Hoao sapiens chroaosoae 3p clone RPCIS-1034C16, WO 
RKING ORAFT SEQUENCE. 45 unordered pi eces. //8. Se-36: 291 :83//AC0059 
03 

R-hENBB 1 002009/ /Hoao sapiens clone DJ0828F13. coaplete sequence.// 
5. 6e-08 : 307 : 65//AC004904 

R-HEMB8I0020I 5//HS-1039-A1-C10-MF. abi CIT Hunan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate-CT 821 Col-19 Ro«=E, genoai 
c survey sequence. //I . 9e-0S: 375: 62//B36336 

R-HEM8B1002042//CIT-HSP-2313EI3.TF CIT-HSP Hoao sapiens genoaic cl 
one 2313E13, genoaic survey sequence. //0. 34:241 :62//AQ028389 
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R-HEM58! 002043//Hoao sapiens chroaosoae 21. PI clone LBLI8 (LBNL H 

8). coaplete sequence. //7. 4e-35:297:82//AC005612 

R-HENB81 002044/ /Hoao sapiens chroaosoae 5p. BAC clone 50g2l (LBNL 

HI 54), coaplete sequence. //S. 8e-96: 582: 90// AC005740 

R-HEIB8! 00204 S//Hoao sapiens chroaosoae 19, cosaid F22676, coaplet 

e sequence. //A. 7e-63:57S:77//AC005778 

R-HEMB81 00204 9//Huaan Chroaosoae X done bWXD187. coaplete sequenc 
e.//l . 9e-2l : 384: 64//AC004383 

R-HEMBB1002050//Hoao sapiens chroaosoae 17, clone hRPK. I IZ_J_9, co 
aplete sequence. //2. Se-37: 368: 76// AC005S53 

R-HEMBBI 002068/ /Hoao sapiens chroaosoae 5. BAC done 205e20 (LBNL 
HI 70) , coaplete sequence. //0. 30: 167: 6S//AC004782 
R-HEN8B1 002069//Hoao sapiens chroaosoae 19. cosaid R33S16, coaplet 
e sequence. //2. 3e-73:449:84//AC004799 

R-HEN3BI 002092//Hoao sapiens chroaosoae 17. clone hRPK. 269_G_24, c 
oaplete sequence. // 3. 8e-45 : 307 : 87//AC005828 

R-HEMB8I 002094//Hoao sapiens chroaosoae 19. cosaid R30S38, coaplet 
e sequence. //3. 1 e-47:457: 76//AC005943 

R-HEMBBI 0021 I S//HS_2Z23_81_G1Q_IW : CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2223 Col=t9 Row=N. gen 
oaic survey sequence. //3. 0e-58: 295: 98//AQ1S2279 
R-HEMBBI 0021 3 9//*t*ALU WARNING: Huaan Alu-Sq subfaaily consensus s 
equence. //6. 6e-49 : 283 : 93//UI 4573 

R-HEMBBI 002 1 42//Hoao sapiens done DJ08I3F1I, WORKING DRAFT SEQUEN 
CE, 5 unordered pieces.//! . I e-45: 451 :76//AC006006 
R-HEKBB1 002 1 52//Hoao sapiens chroaosoae 10 done Cl T987SK-1079E16 
aap 1 0q2S. coaplete sequence. //1 . 3e-S7:359: 81//AC00S881 
R-HEMB81002 189//Huaan Chroaosoae 11 pac pOJ392il7, coaplete sequen 
ce.//4. 5e-43:420:77//AC000385 

R-HEN88I002190//Hoao sapiens clone 0J0876A24, WORKING DRAFT SEQUEN 
CE. 6 unordered pieces.//8.2e-33:340:64//AC0049!3 
R-HEMBBI 0021 93//Sequence 5 froa patent US 5709858.//3. 2e-23: 154: 92 
//1 80846 

R-HEMBBI 00221 7//Hoao sapiens done HS19. 2 Alu-Ya5 sequence. //2. 6e- 
52:415: 81//AF01 51 48 

R-HEMB8I002218//, coaplete sequence. //3. 4e-1 7: 178 :82//AC005300 
R-HEMBBI 002232//»»* SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
soae 4. BAC clone C0052I22: HTGS phase I. WORKING DRAFT SEQUENCE. 

4 unordered pieces. //I . 6e-55: 292: 88//AC004599 

R-KEMBBI002247//Hoao sapiens chroaosoae 17. clone hRPK. 259_C_18. c 
oaplete sequence. //2. 9e-l 3:227: 70//AC005829 

R-HEMBBI 00224 9//Huaa n DNA sequence ♦** SEQUENCING IN PROGRESS ta* 
froa done 455J7, WORKING DRAFT SEQUENCE.//!. I e-OS: 284: 64//AL031 73 
3 

R-HEM881 002254//Huaan Chroaosoae X. WORKING ORAFT SEQUENCE. 6 unor 
dered pieces. //6. 3e-IO4:593:91//AC0024t5 

R-HEM881O022S5//Huaan ONA sequence **» SEQUENCING IN PROGRESS *** 
froa done 292E10, WORKING DRAFT SEQUENCE. //2. I e-40: 284: 85//Z93930 
R-HENBB1 002266/ /Pt asaod i ua falc iparua DNA «* SEQUENCING IN PROGRE 
SS *•» froa contig 4-10, coaplete sequence. //I . 3e-09: 371 : 63//AL010 
216 

R-HEM8B1 002280//Hoao sapiens PAC done OJ054SC24 froa 7q21-q22. co 
aplete sequence.//! . 3e-39: 247 : 86//AC004534 

R-HENB81 002300//Huaan Chroaosoae 11 Cosaid cSRL30h11, coaplete seq 
uence. //4. le-84:S49:86//U73642 

R-HEN881 002306//Hoao sapiens BAC clone RGI36NI7 froa 7pl5-p2l. coa 
plete sequence. //2. Se-10: 164:7I//AC004129 

R-f€NBB1O02327//Hoao sapiens BAC clone GS539F22 froa 7p12-p14, coa 
plete sequence. //0. 39:365:59//AC0050Z8 

R-hEMBBI 002329//HS-1049-81 -D05-NR. ab i CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 771 Col=9 Row=H. genoaic 
survey sequence. //0. 96 : 180: 58//B3931 3 
R-HEHBB1 002340//Hoao sapiens PAC clone DJ0659J06 froa 7q33-q3S, co 
aplete sequence. //7. 9e-l 7 : 258 : 73//AC004849 

R-ICMBB1 002342//Hoao sapiens aRNA for putative thioredoxin-l ike pr 
otei n.//6. 9e-96 : 479: 97//AJ01 0841 

R-HEN8B1 0023S8//Huaan Xp22 BAC CT-285II5 (froa CalTech/Reiearch Ge 
netics) , PAC RPCI1-27C22 (froa Roswell Park Cancer Center), and C 
osaid U35B5 (froa Lawrence Liveraore). coaplete sequence. //2. 3e-5 
3: 309: 83//AC0023&6 

R-HEMBBI O023S9//Hoao sapiens clone NH0486I22, WORKING DRAFT SEQUEN 
CE, 5 unordered pi eces.//4. 9e-27: 350:74//AC005038 
R-HEMBBI 0023&4//Hoao sapiens Xp22 PAC RPCII-108H6 (Roswell Park Ca 
ncer Center PAC library) coaplete sequence. //8.6e-53: 302 :79//AC003 
036 

R-1£MB6I002371//Huaan gene for catalase (EC 1.11.1.6) exon 11 aapp 
ing to chroaosoae II, band PI3.//3. 2e-38: 199: 100//X04094 
R-HEMBBI 00 2 381 //Hoao sapiens (JH8) aRNA, partial cds.//3. 2e-07: 12 
0: 78//AF072467 

R-HEMBBI O02383//Huaan DNA sequence froa cosaid U 1 9H 1 0 on chroaosoa 
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e X. Contains ESTs and CA repeat. //O. 98:351 :S8//AL021 182 
R-KEM8B1002387//HS-1Q52-BZ-G1 O-MR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 774 Col=20 Row=N. genoai 
c survey sequence. //2. 0e-07:276:67//841091 

R-hHEKBB 1 0024 1 5/ /Hoao sapiens chroaosoae 17, clone hRPK. 209JM4. 
coaplete sequence. //I . 4e-25: 202 : 79//AC00S730 

R-HENBBI 00242 S//Hoao sapiens chroaosoae 19, cosaid R33516, coaplet 
e sequence. //3. 6e-60:401 : 87//AC004799 

R-HENBB 1002442//Hoao sapiens clone UVGC:r9a froa 6p2t, coaplete se 
quence. //3. le-51 : 358: 81//AC006046 

R-HENBBI 0024S3//Huaan DNA sequence M* SEQUENCING IN PROGRESS »*e 
froa clone 86D1. WORKING DRAFT SEQUENCE. // 1. 4 e- 1 15: 557 :98//AL0 3434 
9 

R-HEN8B1002457//Huaan ONA sequence froa clone 364122 on chroaosoae 
Xq21. 31-22. 3. Contains an STS and GSSs. coaplete sequence.//6. 3e~ 
37:33B:80//AL03I012 

R-f€NB8l0024S8//Hoao sapiens T-cel I receptor alpha delta locus fro 
a bases 2S0472 to 501670 (section 2 of 5) of the Coaplete Nucleoti 
de Sequence. //9. 7e-09: 314:64//AE0006S9 

R-KEMB81002477//Arabidopsis thaliana DNA chroaosoae 4, BAC clone T 
12H17 (ESSAII project). //0. 42: 1 10:74//AL021635 
R-HENBBI 002489//Sa Ivel inus fontinalis ai crosatel I i to sequence SFO- 
!2.//6.6e-06: 167: 71//U50302 

R-HENBB1002492//RPCI 1 1 -74F21 . TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-74F21. genoaic survey sequence. //3. !e-t4:410:63//AQ238960 
R-HENBBI 002495//HS_3220_A2_F07_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3220 Co!=14 Row=*. gen 
oaic survey sequence. //1. 3e-24: 1 37 : 100//AQ180762 
R-KEMBB1 002502/ /Hoao sapiens chroaosoae 17. clone hRPK. 346JM 0, c 
oaplete sequence. //9. 6e-81 : 538: 86//AC0061 20 

R-HENBBI 002$09//Huaan DNA sequence froa clone 581 Ft 2 on chroaosoae 
Xq21. Contains Eukaryotic Translation Initiation Factor EIF3 P3S • 
Subunit and 60S Ribosoaal protein L22 pseudogenes. Contains ESTs, 
coaplete sequence. //0. 0061 : 482: 57//AL031 31 3 

R-HEMBB1 00251 0//HS_21 79JU_F03_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2179 Col=S RowrK. geno 
aic. survey sequence. //6. 9e-3S:423:72//AQ298309 
R-HEM88) 0025Z0//Huaan DNA sequence Me SEQUENCING IN PROGRESS ee.e 
froa clone 27K12, WORKING DRAFT SEQUENCE. //2. Oe-62: 201 :85//AL03339 
7 

R-HEK8B1 002522//Hoao sapiens chroaosoae 5. Pac clone 61 c2 (L6NL HI 
39). coaplete sequence. //O. 99: 323: 58//AC004225 
R-HEHBB1 002531 

R-HEM881 002534//Hoao sapiens genoaic DNA, chroaosoae 21q22. 2 (Down 
Syndroae region), segaent 2/15, WORKING DRAFT SEQUENCE. //I . Oe-6 I : 
380: 79//AP000009 

R-HENBBI 00 2 54 5// RPC I 1 1 -2F3. TVB RPCI-11 Hoao sapiens genoaic clone 
RPCI-11-2F3. genoaic survey sequence. //3. 5e-12:414:63//B63283 
R-HENBB 1002550 

R-HENBBI 002556//MS SEQUENCING IN PROGRESS »e» Hoao sapiens chroao 
soae 4, BAC clone C0481P14: HTGS phase 1, WORKING DRAFT SEQUENCE, 

7 unordered pieces. //2. 6e-62 : 299: 85//AC0061 60 

R-HENBBI 00257 9//Huaan ONA sequence M« SEQUENCING IN PROGRESS ms 

froa clone 1141E1S, WORKING DRAFT SEQUENCE.//!. 7e-42: 286: 88//AL034 

422 

R'KEN&B1002582//Hoao sapient clone DJ1I19N0S, coaplete sequence.// 
3. 0e- 14 : 426 : 60//AC004968 

R-HENBBI 002590//Hoao sapiens clone RGI32J19. coaplete sequence.// 

I. 1e-30:392: 74//AC005 163 

R-HENBBI 002 5 96//Huaan DNA sequence MS SEQUENCING IN PROGRESS ss« 
froa clone 508 II 5, WORKING DRAFT SEQUENCE. //8. Se-44: 335: 83//AL02 1 7 
07 

R-HENBBI 002600//Hoao sapiens 12pl3.3 PAC RPCI5-1063N23 (Roswell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //2. Oe- 1 0 
5:470: 96//ACO0S86 5 

R-HENBBI 00260 1 //Hoao sapiens chroaosoae 17. clone HRPC837J1. coapl 
ete sequence.//!. 3e-44: 445: 77//AC0042Z3 

R-HE1&B1002603//Hoao sapiens clone UWGC:y23c049 froa 6p21. coaplet 
e sequence. //I. 0e-40:321 : 82//AC006 1 62 

R-HENBBI 002607//C I T-HSP-2347D7. TF CIT-HSP Hoao sapiens genoaic clo 
na 234707, genoaic survey sequence. //I . I e-44: 234: 98//AQO601 97 
R-HENBBI 0026 10//Huaan Chroaosoae 16 BAC clone CIT987SK-A-3S3E6, co 
aplete sequence. //7. 0e-22:455:65//U91321 

R-HENBBI 00261 3//Hoao sapiens I2pl3. 3 BAC RPC 1 1 1 -476N1 9 (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //3. Oe-7 
2: 302: 85//AC005908 

R-HENBBI 0026 14//Hoao sapiens I2q13.1 PAC RPC 1 1-228P16 (Roswell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence. //3. 8e-lQ : 
512:60//AC00480I 

R-HENBBI 00261 7//Hoao sapiens clone Oil 02 1120. WORKING DRAFT SEQUEN 
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CE, 6 unordered pieces. //6. 8e-24:486:63//AC005520 

R-HEM8B1 002623//Hoao sapiens PAC clone 0J1059N17 froa 7q21-q31.1. 

coaplete sequence. //2. 4e-41 : 326: 83//AC0049S3 

R-HEIffiB 1 0026 35//Hoao sapiens chroaosoae 12p13. 3 clone RPCI11-t89M2 
0. WORKING DRAFT SEQUENCE. 39 unordered pieces. //Z. 6e-42: 360:80//A 
C005910 

R-HENBBI 00 2$ 64//Hooo sapiens chroaosoae 2lq22. 3 PAC 17IF1S, coaple 
te sequence. //9. le-51 :335:87//AF042090 

R-HEH8B1002677//PI asaodi ua falciparua strain Od2 heat shock protei 
n 86 (HSP86). 01 (ol). 03 (o3), 02 <o2), CG8 (cg8). CG4 (cg4), CC3 
(cg3). CG9 (cg9). CGI (cgl). CC6 (cg6), chloroquine resistance ca 
ndidate protein <cg2). and CG7 (cg7) genes, coaplete cds.//0.0011 : 
399: 59//AF030694 

R-HENBBI 002 68 3//Hoio sapiens chroaosoae 21q22.3 PAC 1 71 FI 5. coaple 
te sequence. //4. 1e-5S:51 5: 76//AF042090 

R-HENBBI 002684//Huaan BAC clone RC066D11 froa 7q22. coaplete seque 
nee. //1 . 7e- 1 8 : 504 : 62//AC002430 

R-HENBB 10026 86//Hoao sapiens full length insert cONA clone ZC65D0 
S.//7. 0e-85 : 4 1 3 : 99//AF0862 1 7 

R-HENBBI 002692//Hoao sapiens 12p13. 3 BAC RPCI 1 1-319EI6 (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coapl eta sequence. //9. 8e-6 
9:505: 82//AC006206 

R-HENBBI 002697//PI asaodi ua falciparua 3D7 chroaosoae 12 PFYAC812 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 8 unordered pieces. //0. 2 
6 : 390 : 58//AC0041 53 

R-HENBBI 002699//Huaan NFE genoaic fragaent.//8.0e-32:226:79//N98S1 
I 

R-HENBBI 002 702//C I T-HSP-344K2 3. TVC CIT-HSP Hoao sapiens genoaic cl 
one 344K23. genoaic survey sequence. //8.6e-43: 351 :80//BS9764 
R-HENBBI 002705//P I asaodiua yoelii rhoptry protein, coaplete cds.// 
0.0064: 454 :59//L27838 

. R-1CNBB1 00271 2//Huaan DNA sequence froa clone 505B13 on chroaosoae 
Ip36. 2-36.3 Contains CA repeat and GSSs, coaplete sequence. //9. 6 
e-09:t87 : 67//Z98052 

R-NANMA1 0Q0009//Hoao sapiens clone NH046SN07. WORKING DRAFT SEQUEN 
CE. 7 unordered pieces. //4. 1 e-21 : 201 :80//AC005037 
R-MAMHA1 00001 9//Hoao sapiens chroaosoae 21q22. 2 PAC clone P169K17, 
coaplete sequence. //4. 2e-48: 306: 82// AF01 5720 
R-NANMA1000020//Huaan DNA sequence froa clone 551 El 3 on chroaosoae 
Xpll. 2-11.3 Contains farnesyl pyrophosphate synthetase pseudogen 
e. VT4 protein pseudogene, EST, GSS. coaplete sequence.//!. 4e-4l : 3 
06: 86//AL022163 

R-MANMA 10000 25//Huaan DNA sequence froa clone 512B1I on chroaosoae 
6p24-25. Contains the Desaoplakin I (DPI) gene, ESTs, STSs and GS 
Ss, coaplete sequence.//6. 1 e-36 : 281 83//AL031 0S8 
R-NANNA 1000043/ /Hoao sapiens Chroaosoae 22q11.2 Cosaid Clone Sc In 
DGCR Region, coaplete sequence. //I. 3e-67: 321 :8B//AC000090 
R-MAMNA1 00004 $//Hoao sapiens chroaosoae 4 clone B220G8 aap 4q2l. c 
oaplete sequence. //6. 7e-86: 559 86//AC004054 

R-NAMMAt000055//Branta canadensis CA dinucleotide repeat locus Bca 
a i c r 0 1 . //0. 79 : 63 : 77//AF025889 

R-MANMA 1 0000 57//Hoao sapiens ONA sequence froa cosaid ICX0721Q on 
chroaosoae 6. Contains a 60S Ribosoaal Protein L35A LIKE pseudogen 
e. a gene coding for a 60S Ribosoaal Protein LI 2 LIKE protein in a 
n intron of the HSET gene coding for a Kinesin related protein, th 
e PHF1 (PHF2) gene coding for alternative splice products PHD fing 
er proteins 1 and 2, the gene coding for five different alternativ 
ely spliced aRNAs coding for a protein siailar to CYTA (CYCY) and 
identical to a polypeptide coded for by a known patented cONA, and 
the first two exons of the gene coding for the huaan hoaolog of t 
he rat synaptic ras GTPase-activating protein pi 35 SynGAP. Contain 
s three predicted CpG islands, ESTs and an STS, coaplete sequence. 
//I . 6e-S3 : 397 : 83//AL02 1 366 

R-NANNA! 00006 9//HOBO sapiens clone RG052H06, WORKING DRAFT SEQUENC 
E, II unordered pieces.//2. Oe-37:295:83//ACOOSOS7 
R-MAMMA1000084 //Hobo sapiens chroaosoae Xp22-135-136 clone CSH8-56 
711, WORKING DRAFT SEQUENCE, 35 unordered pi sees. //7. 1 e-45: 296: 88/ 
/AC005867 
R-NANNA I 000085 

R-MAHNA1000092//Huaan DNA sequence *** SEQUENCING IN PROGRESS M« 
froa clone 774GI0, WORKING DRAFT SEQUENCE. //8. 2e-34: 539: 69//AL0344 
10 

R-NANNA I 000 103//Hoao sapiens chroaosoae 17, clone hCIT. 91_J_4, coa 
plete sequence. //3.4e-39: 297 : 85//AC003976 

R-HANNAI0O0I 17//Hoao sapiens p47-phox (NCF1) pseudogene, clone P3 
8. exon 5. //2. 6e-07 : 162 : 67//U6964I 

R-MANMA 1 000 1 29//Hoao sapiens clone OJ076B20, WORKING DRAFT SEQUENC 
E. 6 unordered pieces. //6. Ie-I3: 141 :80//AC004882 
R-NANNA I 000 133 

R-MAMMA 10001 34/ /Hoao sapiens chroaosoae 19, cosaid R26660, coaplet 
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e sequence. //9. 7 e— 18: 171 : 80//AC0Q5328 

R-MAMMA) 0001 39//Hoao sapiens clone 0J241P17. WORKING DRAFT SEQUENC 
E. 7 unordered pieces.//! . 2e-49: 366: 75//ACQ05000 
R-MAMMA 1000 143//Hoao sapiens *»* SEQUENCING IN PROGRESS *** froa P 
AC D9.2. WORKING DRAFT SEQUENCE. //3. 9e-56 : 3 1 8 : 89//AJ 0096 1 5 
R-MAMMA1 0001 S5//Huaan ONA sequence fro* clone 323M22 on chroaosoae 
22ql3. 1-13. 2. Contains the S’ part of the human ortholog of chick 
en P52 and aouse H74, and a novel gene coding for a protein siaila 
r to KIAA0173 and aora Tubulin Tyrosine Ligase. Contains ESTS. STS 
s, CSSs, genoaic Barker D22S418 and putative CpG islands, complete 
sequence. //2. 1 e-68 : S52 : 78//AL022476 
R-MAMMA1 0001 63//Hoao sapiens clone RG315H11. WORK INC DRAFT SEQUENC 
E. 5 unordered pieces.//S. 3e-06:408: S8//AC00S089 
R-MAMMAl 0001 71//CIT-HSP-2335120. TR CIT-HSP Hobo sapiens genoaic cl 
one 2335L20, genoaic survey sequence. //1. 5e-42: 173: 89//AQ03738I 
R-MAMMAl 0001 73 

R-MAMMAl 000 I7S//H. sapiens CpG island ONA genoaic Nse! fragaent. cl 
one I86c5, reverse read cpg!86cS. rtlb.//D.072:90:72//Z57594 
R -BANNA 1 000 1 83 / /Hobo sapiens Xp22 BAC GS1«-184P14 (Genoae Systeas 
Human BAC library) complete sequence. //I . Se-44:44S: 7S//AC004S52 
R -MANNA 1 000 198//Hoao sapiens clone c102D0968, complete sequence.// 
1 . 9e-23: 1 35: BS//AFQ38667 

R-MAMMAl 00022 1//HS_3242_B2_H02_T7 CIT Approved Huaan Genoaic Sperm 
Library D Homo sapiens genoaic clone Plate=3242 Col=4 Row-P. geno 
aic survey sequence. //0. 031 : 167: 67//AQ2Z0385 

R-MAMMA1000227//Huaan DNA sequence «** SEQUENCING IN PROGRESS *•* 
froa clone 1071N3, WORKING DRAFT SEQUENCE. //4. 5e-36:487: 71//AL03I7 
28 

R-MAMNA 100024 1 //Homo sapiens DNA sequence from PAC 93L7 on chromos 
oae Xq21. Contains part of the OBI (TCO. REP1) gene coding for RAB 
Escort protein 1 (REP-I, RAB proteins gerany Igerany I transferase c 
oaponent A 1. Choroideraemi a protein. Tapetochoroidal Dystrophy (T 
CO) protein). Contains ESTs and an STS. complete sequence. //6. 2e-0 
7 : 44S : S9//AL022401 

R-MAMMA1 00025 l//Hoao sapiens chromosome 19, cosaid F2346S, coaplet 
e sequence. //! . 6e-25 : 390 : 69//AC005266 

R-MAJMA1 0002$4//Hoao sapiens DNA sequence froa BAC 1Z16H12 on chro 
mosome 22a 1 2. Contains a pseudogene mith similarity to part of aou 
se Ninein and the KIAA0609 gene for a protein similar to C. elegan 
s K09C8. 4. Contains ESTs. GSSs and a ggtt repeat polymorphism, coa 
pi e te sequence. //1 . 1 e-37 : 327 : 80//AL0087 1 S 
R-MANMA10002S7//Huaan DNA sequence *** SEQUENCING IN PROGRESS 
froa clone 1I25A11. WORKING DRAFT SEQUENCE. //!. 3e-22: 281 : 74// AL034 
S49 

R-MAIQtA 1 000264//*** SEQUENCING IN PROGRESS *** EPM1/APECED region 
of chromosome 21. clones A68E8. B127P21, B173L3, B23NS, C1242C9, C 
S79E2. A70B6, B1S9G9, B175D10. BS2C10. C124G1 Note. Sequencing in 
this region has been discontinued by the Stanford Huaan Genome Cen 
ter. WORKING DRAFT SEQUENCE. SO unordered pieces. //1 . 7e-29:337:67/ 
/AC 00 3 6 S6 

R-MANMA1000266//Huaan DNA sequence *** SEQUENCING IN PROGRESS **» 
froa clone 68IN20. WORKING DRAFT SEQUENCE. //7.7e-37:339:80//AL03l6 
70 

R-MANMA1000270//Huaan Chromosome 16 BAC clone CIT987SK-A-270G1 . co 
mo I e t e sequence. //1 . 2e-40 : 283 : 86//AF001 549 

R-MAMMAI000277//CI T-HSP-SI6K6. TP CIT-HSP Homo sapiens genomic cion 
e S16K6. genoaic survey sequence. //3. 0e-2 9: 265: 80//B499Q0 
R-MAMMA1000278//Sequence 25 froa patent US 5708157.//2.6e-39:282:8 
2// 1 80056 

R-MAMMA1000279//Ho*o sapiens chroaosoae 16, cosaid clone 390H2 (LA 
NL). complete sequence. //1. 6e-S2: 295 : 84//AC004494 
R-MAMMA1Q00284//CITBI-EI-2522B20. TF C1TB1-E1 Homo sapiens genoaic 
clone 2S22B20. genoaic survey sequence. //I. 8e— 1 1 : 288:61//AQ280722 
R -MAMBA 1 000287 

R -MAMMA 1 000302//Hoao sapiens chroaosoae 17, clone hRPK. 1 1 2_J_9, co 
mplete sequence. //4. 1e-1 6: 169: 77//AC005553 

R-MAMBA1000307//RPCI 11-8911. TV RPCI11 Hoao sapiens genoaic clone 
R-89L1. genoaic survey sequence.//!. 3e-86:429:97//AQ284795 
R-MAMMA 1 000309/ /Hoao sapiens hJAG2.del-E6 (JAG2) aRNA. alternative 
ly spliced isofora of Jagged2, complete cds.//0. 00020: 384: 60// AF02 
9779 

R-MAMIA1000312//lchneutes sp. 16S ribosoma! RNA gene, partial sequ 
ence. //0. 0026:310:60//AF003518 

R-MAMMA 10003 1 3//Human cosaid Xq28_IA649, complete sequence. //I . 5e- 
26 : 31 7 : 67//U82694 

R-MAMMA 1000331 //Homo sapiens clone DJ1007F24, WORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //3. le-39: 277 : 86//AC004947 
R-MAMMA 1000339//Hoao sapiens clone HS19. 1 Alu-YaS sequence. //3. 2e- 
44: 160: 89//AF0I5I47 

R-MAMMA 1 000 340//P I asaodiua falciparum chromosome 2. section 25 of 
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73 of the complete sequence. //0. 97: 293:64//AE00l 388 

R-MAMA 1 000 348//Homo sapiens BAC129, complete sequence. //4. 4e-27: 3 

6S:72//U85195 

R-MAWA1 000356//Drosophi la aelanogaster DNA sequence (PI DS02252 
(D97)), complete sequence. //0. 73: 332: 61//AC002493 
R-MAWA1000360//Homo sapiens PAC clone OJ0905J08 froa 7pt2-pl4. co 
mplete sequence. //4. 6e-80: 279: 89//AC0051 89 

R-MAMMA1 00036 1//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
from clone 753D4, WORKING DRAFT SEQUENCE. //7. 8e-l 8:346: 63//AL031 67 
6 

R-MAMMA 1000372//Human DNA sequence «** SEQUENCING IN PROGRESS *** 
from clone Y214H10. WORKING DRAFT SEQUENCE. //5. 3e-40: 299:83//AL022 
344 

R-NAMNA1000385//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 310013, WORKING DRAFT SEQU£NCE.//l.0e-28:225:84//AL03l6 
58 

R-MAMNAIQ00388//CI T-HSP-232103. TR CIT-HSP Hoao sapiens genomic clo 
ne 232103. genoaic survey sequence. //4. 7e-60: 298: 99// AQ038I02 
R-MAMMA1 000395 

R-MAMMA 1 Q00402//Homo sapiens PAC clone OJ1107K12 froa 7pl2-p14, co 
mplete sequence. //I . 4e-84: 276: 88//AC004692 

R-MAMMA 1 00041 0//Human Chroaosoae 16 BAC clone CIT987SK-A-21 IC6. co 
mplete sequence. //$. 7e-35:360: 76//AC002394 

R-MAMMA 1 00041 3//Homo sapiens chroaosoae 17. clone hRPC. 842Jt_23, c 
oaplete sequence. //3. le-69: 327: 79//AC004662 

R-MAMMA 1 00041 4//Hoao sapiens DNA sequence froa PAC I64LIZ on chroa 
osoae Xqf 3. 1-Xq21 . 2. Contains GSS (BAC end sequence). STS. //3. 6e-4 
1 : 180:87//AL009028 

R-MAMMA 1 0004 16//Hoao sapiens clone DJI136G02. WORKING DRAFT SEQUEN 
CE, 4 unordered pieces. //3. le-59:478:77//AC005377 
R-MAMMA 10004 21 //Huaan coxVIb gene, last eion and flanking seauenc 
e. //5. 3e-53 : 294 : 82//X581 39 

R-MAMMA I 0004 2 2//Huaan DNA sequence **» SEQUENCING IN PROGRESS *** 
froa clone 8822, WORKING DRAFT SEQUENCE. //1. 0: 252 :59//AL031 737 
R-MAMMA 10004 2 3//Hoao sapiens clone DA0065G23, complete sequence.// 
2. 0e-50: 491 :76//AC0048l 6 

R -MAMMA 1 000424//Huaan DNA sequence froa PAC 507115 on chroaosoae X 
q26. 3-27.3. Contains 60S ribosoaal protein 144 (L41. L36) like gen 
e, ESTs. STSs and a polyaorphic CA repeat. //3. Se-40: 340: 80//298950 
R-MAMMA 1000429//Mus ausculus SDP8 aRNA, coaplete cds.//0. 0019:87:7 
9//AF 062484 

R-MAMMA 1000431 //Hoao sapiens clone DJ0098022. WORKING DRAFT SEQUEN 
CE. 5 unordered pieces. //2. Oe-58:564:77//AC004821 
R -MAMMA 1000 444//Hua an BAC clone RGI26M09 froa 7q21-q22. coaplete s 
equence. //3. Oe-43 : 328 : 83//AC002067 

R-MAMMA 1 000446//Huaan chroaosoae X done QcISBI, complete sequenc 
e.//0. 95:209:65//U82672 

R-MAMMA1 0004S8//Arabidops i t thaliana genoaic ONA. chroaosoae 5. PI 
clone: MXK3, coaplete sequence. //0. 99: 182: 61//AB01 9235 
R-MAINA 1000468 

R-MAMMA 1 0004 7 2//Hoao sapiens genoaic DNA. 21q region, clone: 6S5M9 
N34. genoaic survey sequence. //I . Oe-38: 142: 88//AG01 0148 
R-MAMMA 1000478//Huaan ONA sequence *** SEQUENCING IN PROCRESS *** 
froa clone 169J5, WORKING DRAFT SEQUENCE. //I. 3e- 37: 286: 83//Z93Q 15 
R-MAMMA1000483//C I T-HSP-384814.TR CIT-HSP Hoao sapiens genoaic clo 
ne 384814. genoaic survey sequence. //4. 3e-34: 1 58 : 86//B54637 
R-MAMMA 10004 90//Hoao sapiens chroaosoae 19. BAC CIT-B-191nS, coapi 
ete sequence. //4. 2e-9B: 569: 90//AC006130 

R-MAMMA 1 000 500//Huaan BRCA1. Rho7 and vatl genes, coaplete cds, an 
d i p f 35 gene, partial cds. //I. 2e-41 : 334: 79//L78833 
R-HAMMAt 000501 //Human ONA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 153C14, WORKING DRAFT SEQUENCE. //I. 4e-38:2S0:84//AL03l 1 
18 

R-MAMMA 1 00051 6//Huaan DNA sequence **t SEQUENCING IN PROGRESS *** 
froa clone 424J12. WORKING DRAFT SEQUENCE. //I. 3e-43: 318: 83//Z82207 
R-MAMMA 1000522//Huaan DNA sequence froa clone 739H1 1 on chroaosoae 
1p33-34.2 Contains KIAA0237 gene. EST, STS, CSS, coaplete sequenc 
e.//4. 4e-13: 202 : 73//AL03 1 289 

R-MAMMA 1000 5 5 9//Huaan DNA sequence *** SEQUENCING IN PROGRESS *e* 
froa clone 16915. WORKING DRAFT SEQUENCE. //2. 2e-30: 245: 83//Z930 15 
R-MAMMA 100 056 5//Hobo sapiens chroaosoae 10 clone LA10NC0I_183_B_7 
aap 1Qq24, WORKING DRAFT SEQUENCE. 1 ordered pieces. //3. 6e-39:281 : 
80//U82205 

R-MAMMA! 000 567//Ratt us norvegicus nonauscle caldesaon aRNA, coaple 
te cds.//9. 2 0 — 19:216: 76//U 18419 
R-MAMMA 1 000576 

R-MAMMA 1000 58 3//Hoao sapiens chroaosoae 17, clone hRPK. 1 I2_H_IQ. c 
oaplete sequence. //5. 4e-53 : 297 : 8S//AC00566S 

R-MAMMA 1000 58 5//Hoao sapiens clone 0J1015P16. WORKING DRAFT SEQUEN 
CE, 4 unordered pieces.//!. 2e-3S:4$0:7!//ACQ06018 
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R-MAMIA1000594//Hoao sapiens SEQUENCING IN PROGRESS ♦« froa c 
osaid SL5, WORK INC DRAFT SEQUENCE. //4. 3e- 26: 293: 7S//AJ 00961 3 
R-MAMMAI00Q597//CIT-HSP-2341F4. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2341F4. genoaic survey sequence. //0. 83 : 1 10: 70//AQ0S71 31 
R-MAMMA 1 000S05//Hoao sapiens clone DJ1090E20. VORKING DRAFT SEQUEN 
CE. 4 unordered pieces. //2. 6e-50:290:86//AC004956 
R-MAMMAI00061 2//CI T-HSP-2334J1 8. TF CIT-HSP Hoao sapiens genoaic cl 
one 2334JI8, genoaic survey sequence. //O. 76: 132: 65//AQQ38364 
R-MAMMA! 00061 6// I ba I ia leucospoides ai tochondr ion 16S rRNA gene, p 
ar t i a I sequence. //6. 8e-06 : 431 : S9//U06970 

R-MAMMA 1 000621 //Huaan NBR2 aRNA, coapiete cds.//5. 3e-27:258:80/AJ8 
8573 

R-MAMNA1 000623 

R-MAMMA 10006 2 S//Hoao sapiens chroaosoae 19. cosaid R31665. coapiet 
e sequence. //3. 3e-07: 32$:63//AC00S498 

R-MAMMA 1 000643/ Aluaan DNA sequence see SEQUENCING IN PROGRESS **e 
froa clone 39B17. VORKING DRAFT SEQUENCE. //I. 4e-06: 236: 68// AL0236S 
6 

R-MAMMA 1000664//*** SEQUENCING IN PROGRESS *« Hoao sapiens ctiroao 
soae 4. BAC clone C0326F06: HTGS phase 1, VORKING ORAFT SEQUENCE. 
16 unordered pieces. //I. 4e-40: 338: 81//AC004555 
R-NAMNA1 000669/ /Huaan DNA sequence froa clone 4S3C12 on chroaosoae 
20q12-13.12 Contains SDC4 (syndecan 4 (aaphiglycin. ryudocan)) pr 
edicts a gene like the aouse transcription factor RBP-L, NATN4 (a 
atri I in-4) STS. GSS. CpG island, coapiete sequence. //I. 2e-46: 327:8 
6//AL021578 
R-MAMMA1 000670 

fl -MAMMA 1 000672//Huaan DNA sequence froa clone 478D8 on chroaosoae 
6p24. Contains STSs and GSSs. coapiete sequence. //2. 2e-29: 328: 76// 
AL031 785 

R-NANHAt 0006B4//lkus ausculus frizzled-1 aRNA. coapiete cds.//0. 21: 
247:63//AF054623 

R -HANNA 10006 96//Huaan Chroaosoae X clone bVXD173, VORKINC ORAFT SE 

QUENCE. 2 ordered pieces. //2. 7e-46:464:71//AC004387 

R-MAMMA 1 00Q707//Hoao sapiens clone RC219EI6, VORKINC DRAFT SEQUENC 

E. 3 unordered pieces. //3. 4e-09:244:66//ACOOS075 

R-NAHNA1 00071 3//Hoao sapiens clone 0J0425I02. VORKING ORAFT SEQUEN 

CE, 5 unordered pieces.//3.7e-S1 : 439: 74//AC005478 

R-NANNA1 00071 4//Hoao sapiens BAC clone RG1S2H24 froa 7pt5-p21, coa 

plete sequence. /ft. 8e-29: 288 : 75//AC004694 

R-NANNA1 00071 8//Huaan Xp22 BAC CT-285I1S (f roa Cel Tech/Research Ge 
netics) , PAG RPCI1-27C22 (froa Rosvell Park Cancer Center), and C 
osaid U35B5 (froa Lawrence Liveraore), coapiete sequence. //3. 0e-3 
7:231 91//AC002366 

R-HAMMA 10007 20//Hoao sapiens chroaosoae 19. cosaid R33632, coapiet 
e sequence. //I. 4e-35:299:81//AC00578l 

R-NAIBIAt 000723//Huaan DNA sequence froa clone 551 E? 3 on chroaosoae 
Xpll.2-11.3 Contains farnesyl pyrophosphate synthetase pseudogen 
e. VT4 protein pseudogene. EST. GSS, coapiete sequence. //3. 9e-59:4 
09: 79//AL0221 63 

R-MANMA 10007 3 I //Hoao sapiens clone RC228D17, WORKING DRAFT SEQUENC 
E, 2 unordered pi eces. //9. 4e-29: 560: 66//AC005077 
R-KAMMA1 080732/ /Hoao sapiens clone OJ0539NO6. VORKING DRAFT SEQUEN 
CE, 10 unordered pieces. //2. 4e-14: 309: 68//AC004832 
R-NANNA 1000733//Huaan DNA sequence ee* SEQUENCING IN PROGRESS e*e 
froa clone 732E4. VORKING DRAFT SEQUENCE. //4. 1 e-29: 377: 71 //AL00872 
2 

R -MAMMA 1 000734/ /Huaa n DNA sequance M> SEQUENCING IN PROGRESS **e 
froa clone I91JI8. VORKING DRAFT SEQUENCE. //2. Oe- 1 08: 420: 99//AL024 
507 

R-NANMAI000738//Huaan V beta T-cell receptor (TCRBV) gene locus.// 
6. 6e-41 : 347 : 82//U031 1 5 

R-NANNA 1 000 744//T2708-T7 TANU Arabidopsis tha liana genoaic clone T 
2708, genoaic survey sequence. //0. 095: 367: 60//B201 50 
R-NAMMAl 000746//*** SEQUENCING IN PROGRESS *»* Hoao sapiens chroao 
soae 4. BAC clone CO 1 35005: HTGS phase 1. VORKING DRAFT SEQUENCE. 

23 unordered pieces. //7. 4e-95: 569: 87//ACQ04661 
R-MAMMAI0007S2//Koao sapiens BAC clone BX085E05 froa 22q1 2. 1-qter. 
coapiete sequence.//!. 3e-48:295:84//AC003071 
R-NAMMAl 000760//Huaan DNA sequence froa clone B79B4 on chroaosoae 
22 Contains CA repeat and GSS. coapiete sequence. //5. 7e-45: 347: 82/ 
/282178 

R-NAMMAl 000761 //Hoao sapiens cosaid clone LUCA 1 6 froa 3p2t.3. coap 
lete sequence.//!. 1e-32 : 292: 80//U73I69 

R-NAMMAl 000 7 7 5//Hoao sapiens chroaosoae 17, clone hRPK. 22_N_I 2, V 
ORKING DRAFT SEQUENCE. 2 ordered pieces. //2. 5e-50:467:79//AC0054l2 
R-MAMMA1000776//Huaan BAC clone CSS52A0I froa 7q2l-q22, coapiete s 
equence. //I . 0e-63 : 429 : 79//AC002454 

R-NAMMAl 0007 78//Huaan DNA sequence froa 4PTEL. Huntington’s Diseas 
e Region, chroaosoae 4p16. 3. //3. 5a-25: 234:81//Z95704 
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R-MANNA1000782//Huain DNA sequence froa clone 4S9L4 on chroaosoae 
6p22. 3-24. 1 Contains EST. STS. GSS, coapiete sequence. //0. 0021 : 1 1 
9: 74//AL031 1 20 

R-NAMMAl 000 7 98//Hoao sapiens 9S9 kb contig between AML) and C8R1 o 
n chroaosoae 21q22, segaent 2/3.//6. 3e-08:269:64//AJ229042 
R-NAIHA 1000802/ /Hoao sapiens chroaosoae 19, cosaid R33729, coapiet 
e sequence.//!. le-36:261 :80//AC005339 

R-MAMMA1 00083I//CIT-HSP-2387J3. TF. 1 CIT-HSP Hoao sapiens genoaic c 
lone 2387J3. genoaic survey sequence. //0. 68: 156; 65//AQ240807 
R-MANMA 1 000839//Hoao sapiens chroaosoae 17. clone hRPK. 726J)_1 2, V 
ORKING DRAFT SEQUENCE. 6 unordered pieces. //4. 6e-50: 335: 86//AC0055 
17 

R-MAMMA 1 000841 //Huaan Chroaosoae 16 BAC clone CIT987SK-A-97203. co 
aplete sequence.//!. 3e-40: 322: 77//U91 323 

R-MAMMA I000842//Huaan DNA sequence *>* SEQUENCING IN PROGRESS Ml 
froa clone 341DI0, VORKING DRAFT SEQUENCE. //4. le-44: 471 : 74//Z97985 
R-NAMU1 000843//Hoao sapiens clone 82F9. VORKING DRAFT SEQUENCE. 4 
unorder ed pi eces. //0. SS : 394 : 60//AC00481 5 
R-MAHMA) 000845//P I asaodiua falciparua DNA *** SEQUENCING IN PROGRE 
SS **» froa MALI PI, VORKING DRAFT SEQUENCE. //0. 54 : 303: 6 3//AL031 744 
R-MAHMA 1 000851 //Hoao sapiens chroaosoae X, MeCP2 locus, coapiete s 
equence. //I . 7e-1 0: 1 1 5 : 83//AF030876 

R-MAINA1 0008S5//Hoao sapiens PAC clone 278C19 froa 12q, coapiete s 
equence. //S. Oe-44 : 352 : 83//AC004263 

R-MANMA 1 0008 S6//Hoao sapiens chroaosoae 19, cosaid F24200, coapiet 
e sequence.//!. 8e-l0: 149: 74// AC00461 I 

R-MAMMA 1000 862//Hepati t is C virus genoaic RNA, 3’ nons translated r 
egion, partial sequence, clone 8I6.//8. 1e-OS:20S:66//AF009075 
R-MAMMA 1 00086 3//Hoao sapiens Xp22 Cosaids U15E4, U1I5H5. U132E12, 
U115B9 (Lawrence Liveraore huaan cosaid library) coapiete sequenc 
e.//2. 9e-49:421 :80//AC002364 

R-MAMMA 100086S//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-32 

8A3, coapiete sequence. //9. I e-41 : 302: 83// AC002301 

R-MAMMA 1000667//Huaan BRCA1, Rho7 and vat I genes, coapiete cds, an 

d i pf 35 gene, partial cds.//1.9e-l7:500:61//L78833 

R-MAMMA 1 000 87 5//Hoao sapiens chroaosoae 16. cosaid clone RT99 (LAN 

L), coapiete sequence.//!. 2e-l 7:211 : 74//AC004653 

R-MAWA 1 000876/ /Hoao sapiens Xp22 BAC CS-607H18 (Genoae Systeas Hu 

■an BAC library) coapiete sequence. //4. 7e-09: 160: 65//AC003658 

R-MAMMA 1 000877 / /Hoao sapiens DNA sequence froa PAC 958B3 on chroao 

soae Xp22. I 1-Xp22. 22. Contains ESTs STS and CpG i sland.//3. 2e-34: 3 

54: 7S//Z93023 

R-MAMMA 1 000880//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-S7 
5C2, coapiete sequence.//! . 4e-41 : 41 1 : 74//AC002425 
R-MAMMA 1000883 
R-MAMMA 1000897 

R-MAMMA 1 000905//Hoao sapiens chroaosoae 5, PI clone 274A11 (LBNL H 
66). coapiete sequence. //I . 3e-73: 304: 91 //AC004506 
R-MAMMA 1000906//Huaan DNA froa chroaosoae 19-specific cosaid F1415 
0. genoaic sequence, coapl ete sequence. //8. 4e-23: 1 94: 83//AC0031 10 
R-MAMMA 1 000908//Huaan Chroaosoae 15q26.1 PAC clone pDJ416i6, coapl 
ete sequence.//! . 5e-09: 1 70 : 71//AC003024 

R-MAMMA 1 0009 14//Hoao sapiens PAC clone DJ0740L10 froa 7pl3-pl4. co 
apl ete sequence. //8. 3e-1 3: 323:67//AC005247 

R-MAMMA 1000921 //Huaan DNA sequence *** SEQUENCING IN PROGRESS *M 
froa clone 423B22. VORKING DRAFT SEQUENCE. //6. 8e-28: 333: 72//AL0343 
79 

R-MAMMA1 Q00931//HS_3227_B1_B03_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3227 Col=5 Row=D, geno 
aic survey sequence. //I. 4e-SS: 443: 79//AQ1 91 777 
R-MAMHAt000940//Hoao sapiens clone RG013F03, VORKING DRAFT SEQUENC 
E. 6 unordered pi eces. //2. 0e-43: 340: 84//AC005046 
R-MAMMA I 000941 //Hoao sapiens chroaosoae 17. clone 297N7, coapiete 
sequence. //I . 8e-53 : 330 : 84//AC002347 

R-MAMMA 1000942//Huaan Chroaosoae X clone bVXD187, coapiete sequenc 
a. //I. 2e-39: 391 : 74//AC004383 

R-MAMMA 1000943//Huaan PAC clone DJ327AI9 froa Xq2S-q26. coapiete s 
equence. //4. 6e-75: 566: 81//AC002477 

R-MAMMA 1000956//P I asaodiua falciparua MAL3P7. coapiete sequence.// 
0. 013:285: 59//AL0345S9 

R-MAMMA 1000957//Hoao sapiens clone RC339CI2, VORKING DRAFT SEQUENC 

E. 10 unordered pieces. //5.2e-4S:288:90//AC00S096 

R-MAMMA 1000962//Hoao sapiens clone DJ07S6H1I, VORKING DRAFT SEQUEN 

CE, 5 unordered, pieces. //2. 9e-108: 561 :96//AC00600l 

R-MAMMA 1000968//Hooo sapiens PAC clone 278C19 froa 12q, coapiete s 

equence. //3. 9e-4l : 287 : 87//AC004263 

R -MAMMA 10009 75//Hoao sapiens DNA sequence froa PAC 179N16 on chroa 
osoae 6p21.1-21.33. Contains the SAPK4 (MAPK p38det ta) gene, and t 
he alternatively spliced SAPK2 gene coding for CSaids binding prot 
ein CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs and 
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two predicted CpG islands, complete sequence. //9. 4e-65: S42: 79//Z9 
5152 

R-MAMMA1000979//Hoao sapiens chroaosoae 21q22.3, PAC clones 314*7, 
22SL15, BAC clone 7B7, complete sequence bases 1 .. 333303. //3. 2e-3 
4 r 296 : SO//AJO1 1 930 

R-MAMMA 1 000 98 7//Hoeo sapiens CC cheaokine gene cluster, coaplete s 
equence. //I . 7e-4D : 255 : 87//AF0882J9 

R-MAMMA 1 000 9 98//Hoao sapiens PAC clone DJ11S2D16 f roe Iq23. coaple 
te sequence. //2. 5e-39: 31 5: 73//AC00SI90 

R- MAMMA 1 001 003//Hoao sapiens chroaosoae 10 clone CIT-HSP-1338F24 a 
ap 10p1 1. 2-10pl2. 1, complete sequence. //2.4e-52: 296 :84//AC0061 01 
R-HAMHA1 001 008//Hoao sapiens »« SEQUE*CI*C IN PROGRESS tee, VORKI 
NG DRAFT SEQUENCE. //7. 9e-88: 432: 98//AJ0I1 929 

R -MAMMA 1 00 1 021 //Homo sapiens PAC clone DJ0BS9N06 froa 7q11, coaple 
te sequence. //3. 8e-39: 286:87//AC004910 

R-MAMMA) 00 I 024//Hoao sapiens clone D30876A24. VORKING DRAFT SEQUEN 
CE, 6 unordered pieces. //2.0e-31 .274: 80//AC004913 
R-MAMMA 1 001 030//Hoao sapiens full length insert cDNA clone ZD96C0 
I . //3. 2e-99: 469: 99//AF08 8074 

R-MAMMA100!03S//RPCI-l-4$G8Sp6 RPC 1—1 Hoao sapiens genoaic clone R 
PCI-l-46G8Sp6, genoaic survey sequence. //3. Se-49: 270: 90//AQ27S285 
R-MAMMA 1 00 1038//Hoao sapiens chroaosoae 3. olfactory receptor pseu 
dogene cluster I. coaplete sequence, and ayosin light chain kinase 
(HLCX) pseudogene, partial sequence.//! . Ie-4I : 285 : 87//AF042089 
R-MAMMA 100 1041 

R-ttAlfllAI 001 050/ /Hoao sapiens genoaic DNA. 237 kb segaent froa 6p2 
1.3 region including HU genes. VORKING DRAFT SEQUENCE.//). 3e-55: 3 
34: 91//D84394 

R-MAIMA10010S9//Mouse RNA hel icase and RNA-dependent ATPase froa t 
he DEAD bo* faaily aRNA. coaplete cds.//l. 7e-S1 :481 : 77//L2S1 25 
R-MAMMA1001067//CIT-HSP-2371K2Q. TF CIT-HSP Hoao sapiens genoaic cl 
one 2371K20, genoaic survey sequence.//7. 2e-65: 346: 9S//AQ1 1 1326 
R-MAJMA1001073 

R- MAMMA 1 001 074//Hoao sapiens BAC clone NH04000I0 froa T. coaplete 
sequence. //8. 6e-33 : 457 : 69//AC006040 

R -MAMMA 100 107 S//Noao sapiens Chroaosoae 16 BAC clone CIT987SK-A-24 

8F7, coaplete sequence. //0. 15: 325:62//AC004605 

R-MAMMA 1 00 1Q78//Hoao sapiens chroaosoae 5, BAC clone 203o13 (LBNl 

HI 55). coaplete sequence.//1.6e-45:344:84//AC005609 

R-MAMMA1 OOl 082//Huaan genoaic DNA sequence froa clone 30801 on chr 

oaosoae Ipl 1.3-1 1.4. Contains EST. CA repeat. STS, GSS, CoG islan 

d.//8. Se-1 5: 41 3: 64//Z93403 

R-MAMMA 100 1091 //Sequence 7 froa patent US 5468610. //0. 0027: 159: 64/ 
/1 1 5499 

R-MAMMA 1 001 09 2//Hoao sapiens chroaosoae 17. clone hRPK. 372_K_20, c 
oaplete sequence. //2. Oe-51 : 267: 82//AC0059SI 

R-MAMMA 1 00 1 105//Hoao sapiens DNA sequence froa PAC 1I9E23 on chroa 
osoee Xq2S-q27. 1. Contains glypican-3 precursor (intestinal protei 
n OCI-5) (GTR2-2) , 5’ UTR. ESTs. STS.//6. 9e-22: 178: 85//Z99570 
R-MAMMA1 001 1 10//Hoao sapiens chroaosoae 17, clone HRPC1169K15, coa 
Plate sequence. //3. Oe- 1 9 : 1 41 : 81 //AC003963 

R-MAMMA 1 001 126//Huaan DNA froa overlapping chroaosoae 7 PAC and PI 
clones containing the XRCC2 gene, genoaic sequence, coaplete sequ 
ence. //2. 2 e-46 : 462 : 7S//AC003 1 09 

R-MAMMA1001133//Huaan DMA sequence eee SEQUENCING IN PROGRESS aas 
froa clone 120G22. VORKING DRAFT SEQUENCE. //I. 8e-68: 455: 86//AL031 8 
47 

R-MAMMA 1 001 139//Huaan ONA sequence eee SEQUENCING IN PROGRESS eee 
froa clone Y738F9, VORKING DRAFT SEQUENCE. //7. 1e-09: 100: 84//AL0223 
45 

R-MAMMA 1 001 143//Papio haaadryas lipoprotein lipase (LPL) gene, int 
ron 7. //I. 9e-49: 362 : 8S//U736S4 

R-MAMMA 1001145//Hoao sapiens chroaosoae 17. clone hRPK. 235_l_10. c 
oaplete sequence. //9. 5e-49:5!2: 74//AC005922 

R-MAMMA 1001 1 54//Hoao sapiens Chroaosoae 16 BAC clone CIT987-SKA-88 
01 'coaplete genoaic sequence, coaplete sequence.//!. Se-29 : 30S : 76 
//AC002289 

R-MAMMA 1001 161 //Huaan DNA sequence froa clone 681 J21 on chroaosoae 
1q23.2-24.3 Contains CpG island, coaplete sequence. //I. 1e-64:339: 
90//AL031 286 

R-MAMMA 1 001 162//Huaan DNA froa cosaid DNA MMDB (f 10080) and MMDC 
(f!3S44) froa chroaosoae 1 9q 13.3 (obtained by autoaated sequence a 
nal ys i s) . //3. 4e-09: 243 :64//M89651 

R-MAMMA 100 1 181 //Huaan Chroaosoae X clone bVXDI73. VORKING DRAFT SE 
QUENCE. 2 ordered pieces. //3. 7e-29:351 :74//AC004387 
R-MAMMA1 001 1 86//Hoao sapiens chroaosoae 19. cosaid R28778. coaplet 
e sequence. //2. 2e-25:415:68//AC006125 

R-MAMMA! 001 191 //Hoao sapiens T-cell receptor alpha delta locus fro 
a bases 1000498 to 1071650 (section 5 of 5) of the Coaplete Nucleo 
tide Sequence. //0. 99: 243:61//AE000662 
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R-MAMMA 1001 1 98//Mus ausculus epsISR aRNA, coaplete cds. //8. 0e-S7: 2 
23: 86//U291 56 

R-MAMXA10O1 202//Mus ausculus clone OST 1 3722. genoaic survey sequen 
c a. // 1 . 0 e- 30 : 2 20 : 8 5//AF046 748 

R-MAMMA 1001 203//Hoao sapiens chroaosoae 17. clone hRPK. 22_N_1 2. » 
ORKING DRAFT SEQUENCE. 2 ordered pieces. //8. 9e-61 : 567: 78//AC00S4I 2 
R-MAMMA 100 1206//Hoao sapiens chroaosoae 5. PI clone 854btl (LBNL H 
44). coaplete sequence. //4. 6e-08:442:61//AC004763 
R-MAMMA 100121 S//Koao sapiens chroaosoae 19, CIT-HSP BAC 470n8, coa 
Plate sequence. //I. 3e-117:564:97//AC005393 

R -MAMMA 1 001220//HS-1023-A1-G1 Q-MR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 802 Co I = 1 9 Roa=M, genoai 
c survey sequence. //6. Oe-16: 276 : 68//B33708 

R-MAU1A1001 222//F1 7E1 2TFB IGF Arabidopsis thaliana genoaic clone F 
17E12, genoaic survey sequence. //0. 041 : 277: 61//B97762 
R-MAMMA 100 1 243 

R-MAIMA100!244//HS-l058-A2-G01-MF.abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 780 Col=2 Row=M, genoaic 
survey sequence. //3. 5e-05: 104: 74//B43862 
R-MAMMA 1 001 249//H. sapi ens ONA for aatrix attachaent region. //0. 001 
3:95: 75//Z54221 

R-MAMMA 100 1256//Huaan BAC clone GS188PI8. coaplete sequence. //3. 4 
e-32: 356 : 74//ACOOOI 1 5 
R-MAMMA I 00 1259 

R-MAMMA 1 00 1260//Hoao sapiens aRNA for K1AA0661 protein, coaplete c 
d s . //6 . 3 e- 20 : 2 2 6 : 7 5//AB0 1456 1 

R-MAMMA 1 00 1268//Huaan ONA sequence froa PAC 22SD2 on chroaosoae Xq 
21. Contains ESTS. CA repeat.//! . 1e-47: 352:85//Z9S1 24 
R-MAMMA1001 271 

R-MAMMA1 001 274//H. sapiens DNA for trapped exon (ID HMC07C06). geno 
aic survey sequence. //3. 1e-40: 232: 93//XB8457 

R-MAMMA 1 001 280//Hoao sapiens full length insert cDNA clone YV25C0 
9. //1 . 9e- 1 1 2 : 574 : 95//AF087976 

R-MAMMA 1001 292//Huaan DNA sequence froa clone U70K4 on chroaosoae 
22ql2. 2-1 3. 1 . Contains three novel genes, one of which codes for 
a Trypsin faaily protein with class A LDL receptor doaains. and th 
e IL2RB gene for Interleukin 2 Receptor. Beta (IL-2 Receptor, CD12 
2 antigen). Contains a putative CpG island. ESTs. and GSSs. coaple 
te sequence. //2. 9e-1 14: 582: 96//AL0223I4 

R-MAMMA t OOl 296//Huain DNA sequence froa PAC 487J7 on chroaosoae 6q 
21-22.1. Contains an unknown gene coding for three alternative eRN 
As. Contains ESTs. STSs, a BAC end-sequence (GSS) and a CA repeat 
pol yaorph i sa. //1 . 9e-64 : 268 : 88//AL008730 

R-MAMMA 10012 98//Hoao sapiens chroaosoae 17, clone hRPK. 849_N_I5, c 
oaplete sequence. //I . 5e-38 : 306 : 83//AC005703 

R-MAMMA1001 305//Huaan DNA sequence froa PAC I27B20 on chroaosoae 2 
2qtt.2-qter, contains gene for GTPase-act ivat i ng protein siailar t 
o rhoGAP protein, ribosoaal protein L6 pseudogene. ESTs and CA rep 
ea t . //1 . 5e-37 : 306 : 82//Z83838 

R-MAMMA 1 00 1 3 22//Hoao sapiens DMA sequence froa PAC 434014 on chroa 
osoae 1 q32. 3. —41 . Contains the HSD11B1 gene for Hydroxysteroid (1 
1-beta) Dehydrogenase, 1. the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo novel genes. Contains ESTs and GSSs. coaplete sequence. //2. 4e-l 
S: 260: 71//AL022398 

R-MAMMA 1 001 324//Hoao sapiens chroaosoae 19. cosaid F23269, coaplet 
a sequence. //A. 0e-06:90: 83//AC005614 

R-MAMMA! 001 3 30//Huaan BAC clone RC066DII froa 7q22, coaplete seque 
nee. //I . 4e-4S : 439 : 74//AC002430 

R-MAMMA 1 001 341 //Huaan DNA sequence froa PAC 211DI2 on chroaosoae 2 
Oq 1 2— 13.2. Contains Krs-2, K+ channel protein, stress responsive./ 
/!. 3e-24: 137:81 //Z 9301 6 

R-MAMMA1 001 343//Huaan Chroaosoae 16 BAC clone CIT987SK-A-I7EI. coa 
plete sequence. //5.4e-SI : 197 : 89//AC002041 

R -MANIA 1 00 1 346//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-23 
3 AS, coaplete sequence. //0. 99: 182:64//AC004685 

R-MAMMA1 001 383//Ho«o sapiens clone 82F9. VORKING DRAFT SEQUENCE, 4 
unordered pi eces. //I. 9e-42: 303:86//AC00481 5 
R-MAMMA! OOl 388//Huaan DNA sequence eee SEQUENCING IN PROGRESS tee 
froa clone 508 1! 5, VORKING ORAFT SEQUENCE. //1 . 5e-44: 324: 83//AL021 7 
07 

R-MAMMAIOOI 397//Hoao sapiens genoaic DNA. chroaosoee 2 1 q 1 1 . 1 . sega 
ent 15/28, VORKING DRAFT SEQUENCE. //2. Oe- 39: 254 : 89//AP000044 
R-MAMMA too 140 8//Hoao sapiens chroaosoae 12q24. I. VORKING DRAFT SEQ 
UENCE. 33 unordered pi aces. //9. 4e-36: 251 : 88//AC005805 
R-MAMMA 1001 4 1 1//T1SF1-T7. I TAMU Arabidops is thaliana genoaic clone 
T15FI, genoaic survey sequence. //1 . 0: 98: 71//AQ248928 
R-MAMMA 1001 4 19//Hoao sapiens translation initiation factor 4e aRN 
A, coaplete cdS.//4. 8e-18: 1 17:96//AF0389S7 

R-MAMMA 1 001 420//Hoao sapiens chroaosoae 5. Pi clone 1041F10 (LBNL 
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H88) , coop) ate sequence. //2. 8e-09: 377:63//AC00S179 

R-MAMMA) 001 435//S. poabe chroaosoae I cosaid c26H5.//1. 0: 3S6 : S9//Z9 

9126 

R -MAMMA 1 00 1 442//Hoao stpiens chroaosoae 4 clone 81S0J4 aap 4q2S, c 
oap I e t e s equ enc e. //3 . 4 e- 1 7 : 259 : 7 2//AC00404 7 

R-MAMMA 1 001 446//Hoao sapiens BAC clone RC1 39P1 I froa 7q11-o21, coa 
plate sequence. //2.9e-l 7: 231 :71//AC004491 

R-MAMMA1 001 452//Huaan DMA sequence froa clone 452MI6 on chroaosoae 
Xq2l.1-21.33 Contains capping protein alpha subunit isofora 1 pse 
udogene. STS, CSS. and CA repeat, coaplete sequence. //6. 1 e-SC: 558: 
73//AL024493 

R-MAMMA1 001 465//cSRL-2F3-u cSRL flow sorted Chroaosoae 11 specific 
cosaid Hoao sapiens genoaic clone CSRL-2F3, genoaic survey sequen 
ce. //3. 0e-23 : 141 : 96//B04295 

R-MA1MA1 001 476//Mus ausculus uridine kinase aRMA. partial cds.//3. 
4e-09: 309 :S4//L3 1783 

R-MAMMA 1001 48 7//Hoao sapiens chroaosoae 17. clone hRPC. M0S_L_1 1, 
coaplete sequence. //5. 1e-30:286:79//AC005206 
R-MAMMA 100 1501 

R-MAWAIOOI S02//Huaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 356B7. MORNING 0RAFT SEQUENCE. //4. 3e-1 9: 349: 64//AL031 71 

4 

R-MAWA1QQ1 510 

R -MAMMA 1001 522//Hoao sapiens chroaosoae 5. BAC clone 24h24 (LBNL H 
194), coaplete sequence. //t . Se-09: 1 36: 7S//AC005352 
R -MAMMA! 001 547//Huaan Chroaosoae X, coaplete sequence. //3. 5e-40: 30 
0:84//AC002418 

R-MAMMA 1001 55l//Huaan 0NA sequence froa PAC 42616 on chroaosoae Ip 
34. 1-1p35. Contains NIPP-1-like gene a nuclear inhibitor of protei 
n phosphatase-1. ESTs. and a CA repeat. //I. le-57:282:89//AL020997 
R-MAMMA1001 575 

R-MAMIA1 001 576//Huaan gaaaa- tubu 1 1 n aRNA, coaplete cds. //7. 6e-60: 5 
30: 78//M61764 

R-MAMMA 1 001 S90//Hoao sapiens Bruton's tyrosine kinase (BTK). alph 
a-O-ga I ac tosidase A (GLA). L 44-1 ike ribosoaat protein (L44L) and F 
TP3 (FTP3) genes, coaplete cds. //I. 3e-29: 161 : 86//U78027 
R-MAMMA1 001 6 00//Hoao sapiens I2q24 PAC RPCII-66E7 (Roswell Park Ca 
ncer Institute Huaan PAC library) coaplete sequence. //2. Ie-I8: 390: 
66//AC004216 

R -MAMMA 1 001 604//Huaan ONA sequence froa clone 1042K10 on chroaosoa 
e 22 q 13. 1-13.2. Contains the ADSL gene for Adenylosuccinate lyase 
(EC 4. 3.2.2, Adenylosuccinase, ASL) and 4 novel genes (one with pr 
obable rabGAP doaains and Src hoao logy doaain 3). Contains ESTs, S 
TSs. CSSs and a putative CpG island, coaplete sequence. //1 . 0: 227: 6 
2//A1022238 

R-MAMMA 1 001 606//Huaan DNA sequence **« SEQUENCING IN PROGRESS t*s 
froa clone 228H13, V0RKING DRAFT SEQUENCE. //I . 3e-17:219:69//AL03l9 
85 

R-MAMMA 1001 6 20//Huaan DNA sequence %%% SEQUENCING IN PROGRESS ee* 
froa clone 1018012, WORKING DRAFT SEQUENCE. //2. I e-51 : 298: 84// AL031 
650 

R-MAMMA 1 001 627//Huaan DNA sequence *** SEQUENCING IN PROGRESS •«* 
froa clone 229A8. V0RK INC 0RAFT SEQUENCE. //7. 8e-4S: 328: 8S//Z86090 
R-MAMMAt 001630//, coaplete sequence. //2. 5e-08: 170: 72//AC005399 
R -MAMMA 1 0016 33//Hoao sapiens chroaosoae 10 clone CIT987SK-10S7L21 
aap 1 0q25, coaplete sequence. //2. 2e-21 : 241 : 70//AC005386 
R-MAMMA 1 00163 S//Hoao sapiens DNA sequence froa PAC 230G1 on chroao 
soae Xpl 1 . 3. Contains EST. STS and GSS, coaplete sequence. //I . I e-3 
2: 346 : 74//Z84466 
R-MAMMA 1 001 649 

R-MAMMA 1 00! 663//Hoao sapiens clone 162B15, coaplete sequence. //9. 4 
e-68: 267 : 89//AC00481 1 

R-MAMMA 1 001 670//Huaan DMA sequence froa PAC 75111 3 on chroaosoae Xq 
21.1. Contains ZNF6 like gene. ESTs, STSs and CpG i stands. //!. 7e-4 
9: 322 : 88//Z822 1 6 

R-MAMMA 1 001 671//Hoao sapiens chroaosoae 19. cosaid F23269, coaplet 
e sequence. //2. 4e-H4 : 57S : 96//AC00561 4 

R-MAMMA1001679//CIT-HSP-2335N4.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2335N4. genoaic survey sequence. //2. 4e-82: 400: 99//AQ037393 
R-MAMMA 1 001 683//Hoao sapiens Chroaosoae 7 BAC Clone 239cl0, WORK IN 
G DRAFT SEQUENCE. 9 unordered pieces. //5. 7e-47:533:72//AC004166 
R-MAMMA 1 001 686//Hoao sapiens chroaosoae 19, CIT-HSP-444n24, coapte 
t e sequence. //6. 6e-1 2 : 1 94: 72//AC005261 

R-MAMMA! 001 692//Huaan DNA sequence tee SEQUENCING IN PROGRESS see 
froa clone Y738F9. WORKING DRAFT SEQUENCE. //9. 6e-44:414: 77//AL0223 

45 

R-MAMMA 1 001 71 l//Hoao sapiens clone BAC 9H13 chroaosoae 8 aap 8q21. 
coaplete sequence. //3. 1 e-31 :436:70//AF1 10324 
R-MAMMA 1 001 7 1 S//Huaan DNA sequence *** SEQUENCING IN PROGRESS «•* 
froa clone 73E16. WORKING DRAFT SEQUENCE. //S. Be-76: S24: 84//Z9S330 
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R-MAMMA 1001 730 

R-MAMMA 1 001 735//Cr ice tu I us griseus (chinese haaster) aRNA for beta 
tubulin (clone B9T). partial. //2. 7e-l 3: 382 :63//X60786 
R-MAMNA100! 740//Hoao sapiens genoaic DNA, chroaosoae 2lql1.1, sega 
ent 21/28. WORKING 0RAFT SEQUENCE. //3. 9e-47: 318: 87//APOOOOSO 
R-MAMMA 1 001 743//Hoao sapiens clone DJ0981007, coaplete sequence.// 
4. Oe- 1 08 : 566 : 95//AC00601 7 
R-MAMMA 1001 744 

R-MAMMA100! 745//Hooo sipiens BAC done 529F11 froa 8q21. coaplete 
sequence. //3. 5e-l 13: 564 : 97//AF070718 

R-MAMMA! 001 751 //Hoao sapiens chroaosoae 19. cosaid R27328. coaplet 
e sequence. //3. 6e-30: 31 2: 75//AC005625 

R-MAMMA 1001 7 54//Bos taurus vacuolar proton puap subunit SFD alpha 
iso fora (SFD) aRNA, coaplete cds.//4. 7e-34: 320: 77//AF041338 
R-MAINAI001 757 //Hobo sapiens chroaosoae 17, clone hRPC. 4_G_17, coa 
plate sequence. //4. 7e-10: 244:67//AC003688 

R-MAMMA 1001 760//RPC1 1 1-38L16. TV RPCI-t! Hoao sapiens genoaic clone 
RPCI-1 1-38L16, genoaic survey sequence.//1 . 3e-10:236:64//AQ029432 
R-MAIM1A1001 764//PI asaodiua falciparua 307 chroaosoae 12 PFYAC88-42 
0 genoaic sequence, WORKING DRAFT SEQUENCE. 14 unordered pieces.// 
0. 74: 361 : 60//AC00S140 

R-MAMMA 1001 768//Hoao sapiens chroaosoae 17. clone hRPK. 147_L_1 3, c 
oaplete sequence.//!. 6e-42:416: 76//AC005332 

R-MAMMA100I 769/ /Hoao sapiens chroaosoae 17. clone hRPC. 1073_F_15, 
coaplete sequence. //I . 4e-l 3: 1 29: 83//AC004686 

R-MAMMA1001771//1I. ausculus aRNA for seaaphorin B. //I. le-34:530:69/ 
/X85991 

R-MAMMA 1001 783//Hoao sapiens Chroaosoae 2 BAC Clone 376a1. WORKING 
DRAFT SEQUENCE. 17 unordered pieces. //1. 1e-42: 282: 85//AC000360 
R-MAMMA 1001 78 5//Huaan chroaosoae 16pl3. II BAC clone CIT987SK-98H8 
coaplete sequence. //3. Oe-49: 282: 86//U91 319 
R-MAIMA 100 1788 

R-MAMMA 1001 790//Hoao sapiens clone DJ0876A24. WORKING DRAFT SEQUEN 

CE. 6 unordered pieces. //9. 8e-43: 530: 71//AC004913 

R-MAMMA 1001 806//HOBO sapiens Chroaosoae 16 BAC clone CIT987SK-A-31 

9E8, coaplete sequence. //I. 8e-43: 324: 79// AC004020 

R-MAMMA1 001 81 2//PI asaodiua falciparua chroaosoae 2, section 69 of 

73 of the coaplete sequence. //0. 65: 183: 63//AE001 432 

R-MAMMA 100 ISIS/ /Hoao sapiens clone GS223D04. WORK INC DRAFT SEQUENC 

E. 3 unordered pieces.//!. le-IO:417:62//AC0050l8 

R-MAMMA I 001 81 7//Hoao sapiens Xp22-83 BAC GSH8-324M7 (Genoae Sysiea 

s Huaan BAC Library) coaplete sequence. //2. 6e-40: 313: 84//AC005859 

R-MAMMA 1 001 818 

R-MAMMA1 001 820//Hoao sapiens, WORKING ORAFT SEQUENCE. 52 unordered 
pi eces. //2. 2e-4S : 340 : 82//AC004086 

R-MAMMA 1 001 824//Hoao sapiens clone DJ1107K1S. WORKING DRAFT SEQUEN 
CE. 8 unordered pieces. //I . 9e-53:291 :85//AC0Q4966 
R-MAMMA1001 B36//HS_3I64_81_A02_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3164 Col=3 Row=B, geno 
aic survey sequence. //6. 5e-08: 79: B9//AQI 85484 

R-MAMMA 1 001 837//Hoao sapiens chroaosoae 19, overlapping cosaids FI 
8547. F1 1133. R27945, R28830 and R32804. coaplete sequence. //8. 4e- 
55 : 309 : 8S// AC003682 

R-MAMMA 1 00 1 848//Hoao sapiens PAC clone DJ0296G17 froa Xq23. coaple 
te sequence. //I . 6e-1 6 : 1 25 : 90//AC0061 44 

R-MAMMA1001 851//Genoai e sequence froa Huaan 9q34. WORKING DRAFT SE 

QUENCE. 2 unordered pieces. //2. 4e-S0: 51 6: 74//AC002099 

R-MAMMA 1 00 1854//HOBO sapiens Chroaosoae 16 BAC clone CIT987SX-A-S7 

5C2. coaplete sequence.//1 . 7e-38: 308 : 82//AC002425 

R-MAMMA1001 858//Huaan Xq 1 3 3’ end of PAC 92E23 containing the X in 

activation transcipt (XIST) gene, coaplete sequence. //6. 5e-50: 283: 

86//U80460 

R-MAMMA 1 00 1 864//Huaan Chroaosoae I5q26.l PAC clone pOJ398g!9, WORK 
INC DRAFT SEQUENCE, 21 unordered pieces. //3. 4e-36:224:86//AC005143 
R-MAMMA 1 00 1868//P1 asaodiua falciparua chroaosoae 2, section 54 of 
73 of the coaplete sequence.//! . 4e-1 1 : 495: 63//AE001 41 7 
R-MAMMA 1 00 1 87 4//Huaan chroaosoae 1 BAC 308G1 genoaic sequence, WOR 
KING DRAFT SEQUENCE. 3 unordered pieces. //3.2e-42:446:76//AC003ll7 
R-MAMMA 1 001 878//Huaan DNA sequence froa PAC 431 A1 4 on chroaosoae 6 
p21. Contains CYCL0PHILIN (PEPTIDYLPROLYL ISOMERASE) like and Cl PI 
(WAF1, CDKNA1 , CDKNI , MDA-6, SOU, PICt. CAP20) genes. Contains p 
robable GTPase and receptor genes and ESTs. STSs and CpG islands./ 
/6. 9e-44: 391 : 78//Z85996 

R-MAMMA 1 001 8B0//Huaan ONA sequence froa foseid F77D12 on chroaosoa 
e 22q1 2-qter contains ESTs, tRNA. //1 . 3e-l 5: 181 : 76//Z82097 
R-MAMMA 1001 8 90//Hoao sapiens Chroaosoae 16 BAC clone CIT987-SKA-67 
0B5 coaplete genoaic sequence, coapl ete sequence. //1 . 7e-43: 283 : 8 
6//AC002303 

R-MAMMA 1 00 1 907//Huaan DNA sequence *** SEQUENCING IN PROGRESS M* 
froa clone 385E7, WORKING DRAFT SEQUENCE. //1 . 4e-48: 420: 79//AL03 172 



10 6 7 



miE# 2002-3046778 




# 2000—118776 



[«5 0 0 ] 



R-MAMA 1001 908//Sacchiroayces cerevisiae chroaosoae IV cosaid 948 
1.//2. 9e-14 : 505: G0//U2B373 

R-MAMA 100 1 931 //Hobo sapiens NACP/alpha-synuclein gene, allele AO, 
intron 4, partial sequence. //O. SI : 162:63//AF041008 
ft-MAMMAI 001 95fi//Huaan ONA sequence see SEQUENCING IN PROGRESS see 
froa clone 50024, VORKINC DRAFT SEQtCNCE. //I . 4e-51 :422 : 79//AL03438 
0 

R-MAMMAIOOt 963//Hoao sapiens clone HS19. 3 Alu-YaS sequence. //I . 9e- 
31 : 163: 91 //AFO 15149 

R-MAMMA1001969//Huaan DMA froa chroaosoae 19 cosaid F19410. genoai 
c sequence, coaplete sequence. //8.7e-10: 186: 76//AC002 128 
R-MAMMA1001 970//Hoao sapiens BAC clone BK085E05 froa 22q1 2. 1-qter, 
coaplete sequence. //I. Oe-62: 298: 86//AC00307I 

R-MAMMA1001 992//Huaan Chroaosoae 15q26.1 PAC clone pOJ460g16, VORK 
ING DRAFT SEQUENCE, 3 unordered pieces. //I . 8e-44: S25: 72//AC004581 
R-MAMMA 1 002009/ /Huaan DMA sequence sss SEQUENCING IN PROGRESS see 
froa clone I09G6, VORKINC DRAFT SEQUENCE. //1. 4e-43: 282: 79//AL02387 
9 

R-HAMKA I 002011 

R-MAMMA 100 203 ?//Huaan ONA sequence SSS SEQUENCING IN PROGRESS SSS 
froa clone 469022, VORKINC ORAFT SEQUENCE.//!. Ie-39:3I0:84//AL03I2 

84 

R-MAMMA1002033//Hoao sapiens chroaosoae 5, Pac clone 162017 (LBNL 
HI 47) , coaplete sequence. //2. Se-17: 170: 81 //AC003954 
R-MAMMA1 00204 1//Hoao sapiens PAC clone DJ0728D04, coaplete sequenc 
e.//8. 7e-79 : 296 : 85//AC004865 

R-MAMA I002042//Huaan chroaosoae 16 BAC clone CITS87SK-A-9S2B4, co 
aplete sequence. //8. 8e-46:386:80//U913l8 

R-MAMNA1 002047//Huaan chroaosoae 16 BAC clone CIT987SK-A-9S284, co 
aplete sequence. //I. 9e-32: 326: 75//U91 318 

R -MAMA 1 0020 56//Ho ao sapiens chroaosoae 17. clone hRPK. 506_H_2I. c 
oaplete sequence.//6.6e-48:367:82//AC005962 

R-MAMUA 1 00 2 058//Hoao sapiens clone RG038K21, VORKINC ORAFT SEQUENC 
E, 3 unordered pieces. //0.25: I39:69//AC005052 

R -MAMMA 1 00 2068//Hoao Sapiens Chroaosoae X clone bVXD171. VORKINC D 
RAFT SEQUENCE. 1 ordered pieces. //2. 2 e-45: 406: 78//AC004676 
R-MAMA 1002078/ /Hobo sapiens chroaosoae 17. clone hRPK. 401_0_9, co 
aplete sequence.//2. 3e-Z2: 357:64//AC00529l 

R-MAMA 100 2 082//Hoao sapiens PAC clone 276C19 froa I2q, coaplete s 
equenc e. //2. 5e-3B : 304 : 82//AC004263 

R -MAMMA 100 2084//Huaan DMA sequence *«* SEQUENCING IN PROGRESS ttt 
froa clone I174N9. VORKINC DRAFT SEQUENCE. //8. 9e-41 : 3I9:83//AL0316 
02 

R-MAMA1002093//CIT-HSP-2060J9. TF CIT-HSP Hobo sapiens genoaic clo 
ne 2060J9. genoaic survey sequence. //9. 7e-1 7: 129: 88//B69983 
R-MAMMA1002 t 08 

R-MAMMA10021 18//Huaan DNA sequence froa cosaid E116C6. on chroaoso 
ae 22 Contains ESTs, coaplete sequence. //0. 94: 168: 64//Z73495 
R-MAMMAIO021 25//Hoao sapiens chroaosoae 17. clone hRPK.63_A_l, coa 
pi ete sequence. //4. 8e-40 313: 83//AC005670 

R-MAMMAI0021 32//Hoao sapiens PAC clone DJ1059M17 froa 7q21-q3l.l, 
coaplete sequence. //2. 0e-70: 461 : 83//AC004953 

R-MAMMA 10021 40//Huaan DNA sequence froa PAC 46SG10 on chroaosoae X 
contains Menkes Disease (ATP7A) putative Cu++-transpor t i ng P-type 
ATPase exons 2 to 21, PGAM-B. ESTs. //I. 1e-32:477:73//Z94801 
R-MAMMA 1 002 143//Hoao sapiens platelet-activating factor acetylhydr 
olase gene, proaoter region and exon 1 .//6. 6e-06: 1 30: 73//AF027357 
R-MAMMA 10021 4 5//Huaan DNA sequence see SEQUENCING IN PROGRESS eee 
froa clone 126A5, VORKINC ORAFT SEQUENCE. //6. 0e-1 9: 242: 73//AL03 144 
7 

R-MAMMA I 002 153//see SEQUENCING IN PROGRESS see Hobo sapiens chroao* 
soae 4. BAC clone C0281M17: HTGS phase 1. VORKINC ORAFT SEQUENCE. 

3 unordered pieces.//2. 1e-5! : 291 : 7S//AC006052 

R-MAMMA 100 2 155//Huaan DNA sequence ee* SEQUENCING IN PROGRESS eee 

froa clone 608EB. VORKINC DRAFT SEQUENCE. //I. 2e-53: 461 .79//AL02234 

3 

R-MAMMA 1 002 1 S6//Hoao sapiens PAC clone DJ130HI6 froa 22q12. 1-qter. 
coaplete sequence. //5. 1e-37:305:82//AC004997 
R-MAMMA 1 002 158//Huaan ONA sequence froa clone I049G16 on chroaosoa 
e 20q1 2-1 3. 2 Contains gene siailar to GLUCOSAM I NE-6-SULFATASE. a n 
udear receptor coactivator gene, ESTs, STSs, GSSs, coaplete seque 
nce.//8. te-34: 296:8 1//AL0344 18 

R-MAMMA1002170//Huaan DNA sequence froa clone 1 1 S3 J 1 on chroaosoae 
22q1 3. 2-1 3. 33. Contains the 3' part of a gene for the ortholog of 
aousa transaeabrane receptor Celsrl, a novel gene for a protein s 
iailar to C. elegans B0035. 16 and bacterial tRNA (S-Methy laainoaet 
hy l-2-thiour idylate)-Methyl transferases, and the 3* part of a nove 
I gene for a protein siailar to aouse B99. Contains ESTs. GSSs and 
putative CpG islands, coaplete sequence. //7. 9e-39: 332: 82//ALQ31 58 
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R-MAMA 1 0021 74//Hoao sapiens chroaosoae 10 clone CIT9S7SK-H09P11, 
coap I ete sequence. //4. 4e- 12 : 1 89: 72//AC005871 

R-MAMA 1 0021 98//Hoao sapiens clone DJ0800G07, coaplete sequence.// 
1. 1 e-48: 338:81//AC004890 

R-MAMMA 100 2 209//Hoao sapiens chroaosoae 17. clone hRPK. 1 56_l_14, c 
oaplete sequence. //I . 2e-23: 269: 74//AC005821 

R-MAMMA 1 0022 15//Hoao sapiens done CS250N06. VORK i NG DRAFT SEQIENC 

E. 5 unordered pieces. //3. 2e-12:243:68//AC005158 

R-MAMMA 1 0022 19//Hoao sapiens 12p13. 3 RPCI4-773N5 (Roswell Park Can 

cer Institute Huaan PAC library) coaplete sequence. //3. 3e-45: 295:8 

8//AC004802 

R-MAMMA1 002230//Huaan DNA sequence «e* SEQUENCING IN PROGRESS ate 
froa clone 423B22. VORKINC DRAFT SEQUENCE. //7. 3e-41 : 385: 78//A10343 
79 

R-MAMMA 1 00 223 6//Ra 1 1 us norvegicus initiation factor elF-2B gaaaa s 
ubunit (elF-2B gaaaa) aRNA, coaplete cds.//7.3e-4S:363:79//U38253 
R-MAMMA 100 2 243//Hoao sapiens chroaosoae 17, done hRPK. 1 12_H_10. c 
oaplete sequence. //Z. 8e-1t 9:582 : 98//AC005666 

R-MAMA)0022S0//Hoao sapiens chroaosoae 16. PI clone 109-9C (LAN l 
). coaplete sequence. //4. 7e-42: 319: 84//AC005600 
R-MAMMA1 002267//Hoao sapiens chroaosoae 17, clone hRPK. 346 J(_10. c 
oaplete sequence. //I. 5e-33: 571 : 67// AC0061 20 

R-MAMA1 002268//Mui ausculus sphingosine kinase (SPHKIb) aRNA, coa 
plete cds.//2. 3e-35:462:70//AF068749 

R-MAMA1002269//3451 17. TV CIT978SKA1 Hoao sapiens genoaic clone A- 
345117, genoaic survey sequence. //4. 7e-05: 153: 69//B1 5590 
R -MAMMA1 002282//Huaan ONA sequence ttt SEQUENCING IN PROCRESS tt* 
froa done I12K5. VORKING DRAFT SEQUENCE. //8. 5e-37:467:71//285987 
R-MAMA 1 002292//Hor deua vu I gar e lipoxygenase 2 (LoxC) aRNA, coaple 
te cds. //0. 074: 1 78: 61//L37358 

R-MAMMA 1 002293//Hoao sapiens chroaosoae 16, cosaid clone RT167 (LA 
NL), coaplete sequence. //5. 8e-26: 355: 7 I//AC005568 
R-MAMMA1002294//Hoao sapiens chroaosoae 17, done hRPC. 1 1 10_E_20. 
coaplete sequence. //I. 2e-35: 281 :82//ACQ04231 

R-MAMMA 100 22 97//Huaan DNA sequence froa cosaid L174G8. Huntington’ 
s Disease Region, chroaosoae 4pl6. 3.//6. 7e-48: 381 : B0//Z6937S 
R-MAMMA 1 002298//Hoao sapiens BAC clone RG208H19 froa 7q11.23, coap 
I ete sequence. //1 . 8e-1 7 : 296: 70//AC005074 

R-MAMA1002299//HS_3116_A2_F07_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3116 Col = 14 Rovr=K, gen 
oaic survey sequenc e. //4. 1 e-60: 354: 91// AQ1 40526 
R-MAMA 1002308 

R-MAMA 1 0023 10//Huaan DNA sequence froa cosaid B10B1 on chroaosoae 
22 Contains ESTs. CA repeat and STS, coaplete sequence. //9. 9e-3S: 
283: 83//Z73979 

R-MAMMA I 002 3 11 //Hoao sapiens Xp22-150 BAC GSKB-309P1S (Genoae Syst 
eas Huaan BAC Library) coaplete sequence.//!. 3e-86:503: 90//AC00621 
0 

R-MAMMA 1 0023 12//H. sapiens gene encoding La autoantigen. //I. 3e-23:3 
82 : 67//X97869 

R-MAMMA1 00231 7//Huaan DNA sequence froa clone 48G12 on chroaosoae 
Xq27. 1-27. 3. Contains STSs and GSSs, coaplete sequence. //I. 3e-59: 3 
23:87//AL031054 

R-MAMMA 1 0023 19//Hoao sapiens chroaosoae 19. fosaid 39347. coaplete 
sequence. //2. 2e-106:5Z2: 98//AC005756 
R-MAMMA1002322//Hoao sapiens genoaic ONA, chroaosoae 2tqll.l. sega 
ent 13/28, VORKING DRAFT SEQUENCE. //Z. 3e-48 : 452 : 76//AP000042 
R-MAMMA1002329//M. ausculus aRNA for seaaphorin B.//2. Oe-l2:2IO: 73/ 
/X85991 

R-MAMMA 1002 3 3 2//Hoao sapiens PAC clone DJ1139I01 froa Xq23, coaple 
te sequence. //3. 4e-46: 393: 71//AC004973 

R-MAMA 1 D02333//HS_3245_A1_B04_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=324S Col=7 Row=C. geno 
aic survey sequence. //3. 1e-21 : 146: 92// AQ2057S9 

R-MAMMA 1 00 2 3 3 9//Huaan Chroaosoae 16 BAC clone CIT987SK-A-270G! . co 
aplete sequence. //9. 7e-39: 310: 79//AFOO 1549 

R-MAMMA1 D02347//Hobo sapiens I2q24. 1 PAC RPCI3-305I20 (Roswell Par 
k Cancer Institute Huaan PAC Library) coaolete sequence. //I . 2e-46: 
443: 76//AC006088 

R-MAMMA1 002351 //Huaan DNA sequence ate SEQUENCING IN PROGRESS *te 
froa clone 1059H15, VORKING DRAFT SEQUENCE. //I. 1e-90: 553:89//AL022 
100 

R-MAMMA1002352//Hoao sapiens aRNA for leukemia associated gene 2./ 
/8. 8e-81: 388: 92//Y1 5228 

R-MAMA 1 0023 53//Hoao sapiens I2q24 BAC RPC1 1 1-1 62P23 (Roswell Park 
Cancer Institute Huaan BAC library) coeptete sequence. //5. Se-3S: 3 
02 : 80//AC002996 

R-MAMMA 1002 3 5 5//Huaan ONA sequence tat SEQUENCING IN PROCRESS tat 
froa clone 222E13, VORKING DRAFT SEQUENCE. //5.4e-52: 361 : 76//Z93241 
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R-MAMIA 1 002 3 56/ /Hoao sapient chroaosoae 17. clone hRPC. 842_A_23, c 
oaplete sequence. //8. 3e-28: 187: 9I//ACQ04662 

R-MAMMA 1002 3 S9//Huaan ONA sequence froa cosaid LU8DS, Huntington' 
s Disease Region, chroaosoae 4p16.3 contains CpG islands.//6. 3e-4 
7 : 297: 85//Z68869 

R-MAMMA 10023 60/ /HS_2 1 6 3_B2_C08_MR CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=2163 Co 1 = 16 Row=F, gen 
oaic survey sequence. //\ . 5e-20: 374: 66//AQ12S21 3 
R-MAMMA 1002 36 1 //Huaan ONA sequence see SEQUENCING IN PROGRESS eta 
froa done 349A12, 80RKING DRAFT SEQUENCE. //2. 2e-35: 264: 85//AL033S 
20 

R-HAM8A1002362//H. sapiens PEX gene. //1. 8e-40:243:86//Y10196 
R-MAMMAI 002 3 80//RPC I 1 1-73J4. TJ RPCIH Hoao sapiens genoaic clone 
R-73J4, genoaic survey sequence.//!. 7e-38:29S: 77//AQ268168 
R -MANNA 1 00 2 3 84 //Hoao sapiens I2q13. 1 PAC RPCI1-228P16 (Roswell Par 
k Cancer Institute Huaan PAC Library) complete sequence. //2. 5e-37: 
3! 1 : B1//AC004801 
R-MANMA 1002385 

R-MAMMAI 002392//Huaan BAC clone RG066D11 froa 7q22. coaptete seque 
nee. //2. Oe-37 : 365 : 77//AC002430 

R-MAMMA1 0024 11 //Huaan DMA sequence eee SEQUENCING IN PROGRESS see 
troa clone 64K7. WORKING DRAFT SEQUENCE. //9. 4e-22: 496:6 5//AL03 1668 
R-MANMA t 002 4 13//Hoao sapiens 12q24.2 PAC RPCII-157K6 (Roswell Park 
Cancer Institute Huaan PAC library) coaplete sequence. //2. 3e-1 5: 1 
53: 77//AC005146 

R-MANMA1 00241 7//Huaan DNA sequence froa PAC 42616 on chroaosoae Ip 
34. 1-Ip35. Contains NIPP-1-like gene a nuclear inhibitor of protei 
n phosphatase-t. ESTs, and a CA repeat.//). 8e-23: 508:62//AL020997 
R-MAWAl 002427//Huaan Chroaosoae 16 BAC clone CIT987SK-A-363E6. co 
aplete sequence. //2. 5e-37:288: 84//U91 321 

R-MAIMIA1 002428//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aaa 
froa clone H85NS. WORKING DRAFT SEQUENCE. //6. 0e-05 : 1 30 : 75//AL0344 
23 

R-MAMMAI 002434//Hoao sapiens DNA sequence froa PAC 380E11 on chroa 
osoae 6p22.3-p24. Contains HB15 gene. ESTs. CA repeat, STS and GS 
S. //4. 8e-1 8: 205: 78//AL022396 

R-MAMMA1002446//CIT-HSP-202IL14.TR CIT-HSP Hoao sapiens genoaic d 
one 2021LI4. genoaic survey sequence. //4. 6e-41 : 387: 72//B65379 
R-MAMMAI 002454//Hoao sapiens chroaosoae 19. cosaid F23259, coaplet 
e sequence. //I. 2e-67: 491 : 82//AC005S12 

R-MAMM 100 2461 //Hoao sapiens PAC clone 166Ht froa )2q. coaplete se 
quence. //I . 4e-28 : 1 88 : 85//AC003982 

R-MAMMAI 002470//Saccharoayces cerevisiae chroaosoae VIII cosaid 92 
05. //6. 3e-09: 280: 61//U10556 

R-MAMMAI 00247S//Huaan ONA sequence froa PAC 30601 on chroaosoae X 
contains ESTs. //I . 5e-25: 310: 74//Z83822 

R-MAMMA1002480//Hoao sapiens clone RG228017. WORKING DRAFT SEQUENC 
E, 2 unordered pieces.//!. 2e-98: 533: 93//AC005077 
R-MAMMAI 00248 S//Hoao sapiens stanniocalein-2 (STC-2) aRNA, coaplet 
e cds. //2. 7e-l 14: 560: 97//AF055460 

R-MAMMAI 00 24 94//Huaan DNA sequence froa cosaid L174G8, Huntington' 
s Disease Region, chroaosoae 4p1G. 3.//2. le-46:329:84//Z6937S 
R-MAMMAI 002498//Ra t aRNA. //0. 0068 : 223 : 64//MS9859 
R-MAMMA1002524//PI asaodi ua falciparua 3D7 chroaosoae 12 PFYAC336 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 5 unordered pieces. //0. 01 
2 : 460 : 60//AC005! 39 

R-MAMMAI 002530//Hoao sapiens cytosolic phospho I ipase A2 gaaaa (cPL 
A2 gaaaa) aRNA. coaplete cda. //1 . 2e-l01 : 529: 95//AF065214 
R-MAMMAI 00 2 S45//Hoao sapiens ribosoaal protein s4 Y isofora gene, 
coaplete cds. //6. 6e-50:47l : 77//AF041427 

R-MAMMAI 002554//Hoao sapiens chroaosoae 4 clone B227H22 aap 4q25. 
coaplete sequence. //5. 7e-38 : 279 : 84//AC0040S6 

R-MAMMAI 002556//Hoao sapiens chroaosoae 10 clone CIT-HSP-125SF20 a 
ap 1 0p 11. 2— 1 0pt 2* I, coaplete sequence. //9. 6e-1 3:237 :67//ACOOS878 
R-MAMMA 1 002 566//C I TBI-EI-2509P21.TR CITBI-E1 Hoao sapiens genoaic 
clone 2S09P21, genoaic survey sequence. //9. 7e-l4: 216:73//AQ26I427 
R-MAMMA 1 002 57 1//C1TB I -EI-25I6L21 . TF Cl TBI-E1 Hoao sapiens genoaic 
clone 2516L21, genoaic survey sequence. //4. 6e-25: 1 42: 99//AQ279S42 
R-MAMMAI 002573//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aaa 
froa done 8I1H13, WORKING DRAFT SEQUENCE.//!. le-30:250:82//AL0238 
05 

R-MAMMA100258S//Rabbi t angiotensin-converting onzyae (ACE) gene, 5 
’ end. //I. 0: 1 96: 61//M58S80 

R-MAMMAI 002590//H. sapi ens CpG island DNA genoaic Msel fragaent, cl 
one 8d5, forward read cpgSdS. f lg.//l. 0: 114:64//Z63758 
R-MAMMAI 002597//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aaa 
froa done I103G7, WORKING DRAFT SEQUENCE. //9. Oe-96 : 459: 98//AL0345 

48 

R-MAMMA! 002 598//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aaa 
froa clone I20G22, WORKING DRAFT SEQUENCE. //0. 79: 362: S8//AL031 847 
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R-MAMMAI 002603//Hoao sapiens chroaosoae 17. done hRPK. 2I4_C_8, co 
aplete sequence.//!. 3e-46: 333: 80//AC005803 

R-MAMMAI 00261 2//Huaan DNA sequence aaa SEQUENCING IN PROCRESS aaa 
froa done 269MI5. WORKING DRAFT SEQUENCE. //7. 4e-41 : 283: 86//AL021 3 
95 

R-MAMMAI 0026 1 7//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aa* 
from done S9IN18. WORKING DRAFT SEQUENCE.//!. 7e-20: 308: 7I//AL03 1 5 
94 

R-MAMMAI 0026 1 S//HOBO sapiens clone RG122E10, coaplete sequence.// 

1 . 2e— 3 1 : 230: 76//AC00S067 

R-MAMMAI 0026 19/ /Hoao sapiens chroaosoae 21 PAC RPCIP704E141 35Q2. // 
9. 0e-l 13.551 :98//AJ0 10598 

R-MAMMAI 002622//Hoao sapiens chroaosoae 4 clone B207D4 aap 4q25. c 
oaplete sequence. //2. 8e-43: 324: 83//AC004050 

R-MAMMAI 00 26 2 3//Hoao sapiens chroaosoae 17. done hRPC. 1171_l_10. 
coaplete sequence. //2. 7e-80:344:84//AC004687 

R-MAMMAI 00262S//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aaa 
froa clone 1056L3. WORKING DRAFT SEQUENCE. //2. 6e-34: 391 : 72//AL031 7 
27 

R-MAMMAI 002629//Huaan DNA froa overlapping chroaosoae 19-specific 
cosaids R32S43. , and FIS6I3 containing ZNF gene family aeaber, ge 
noaic sequence, coaplete sequence. //5. 5e-58: 346: 81//AC003006 
R-MAMMAI 00 26 36//Hoao sapiens clone DJO8IOE06, WORKING DRAFT SEQUEN 
CE, 8 unordered pieces. //I. 1e-52 : 285: 92//AC004895 
R-MAMMAI 002637//Mus ausculus kinesin light chain 2 (Klc2) aRNA, co 
aplete cds.//2. 1 e- 1 3 : 359: 64//AF05S666 

R-MAMMAI 002646//Huaan DNA sequence aaa SEQUENCING IN PROGRESS aaa 
from done 39417, WORKING DRAFT SEQUENCE. //2. 5e-24: 285: 68//AL02358 
S 

R-MAMMA) 002650//Huaan IGF-II gene exon 2 for insulin-like growth f 
actor 1! located on chroaosoae 11 .//O. 64:237:6l//X03424 
R-MAMMAI 002655//Hoao sapiens ainisetellite cebl repeat region. //O. 
18:1 52: 6S//AF048727 

R-MAMMAI 002662//Hoao sapiens clone DJ0739M23, coaplete sequence.// 
2. 5e-46 : 370 : 82//AC004870 

R-MAMMAI 002665//Huaan DNA sequence froa PAC 435C23 on chroaosoae 
X. Contains ESTs. //7. 4e-55: 298: 92//Z92844 

R-MAMMAI 002671 //RPCI 1 1 -45M10. TK RPC 1 1 8 Hoao sapiens genoaic clone 
R-45M1Q, genoaic survey sequence. //0. 99: 151 :66//AQ 19441 1 
R-MAMMA! 002673//Hoao sapiens DNA sequence froa PAC 454M7 on chroara 
soae Xq25-26. 3. Contains the 0CRL1 gene for Lowe Oculocerebrorenal 
Syndroae protein OCRL-1. Contains ESTs. STSs and CSSs, coaplete s 
equence. // 3. 1 e-38 : 4 1 0 : 76//AL022 1 62 

R-MAMMA1002684//Hoao sapiens aRNA for KIAA02M protein, coaplete c 
ds. //! . 4e-107: 544: 96//D86987 

R-MAMMAI 002685//HS_20S2_A1_H02_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=2Q52 Col=3 Row=0. geno 
aic survey sequence.//!. 2e-23: 255: 75//AQ231 087 
R-MAMMAI 002698//Hoao sapiens Xp22-I32-134 BAC GSHB-S90J1S (Cenoae 
Systeas Huaan BAC library) coaplete sequence.//!. 1 e-38: 299: 83//AC0 
04673 

R-MAMMAI 002699//Mus ausculus intersectin-EH binding protein Ibpl a 
RNA. partial cds.//3. 3e-05:6! :93//AF057285 

R-MAMMA 1 002701 //Hoao sapiens gene for AF-6. coaplete cds.//3. 5e-3 
9: 31 7: 81 //ABO 1 1399 

R-MAMMAI 002708//Hoao sapiens I2pl3.3 PAC RPCI5-977LI (Roswell Park 
Cancer Institute Huaan PAC library) coaplete sequence. //0. 26 : 365: 
62//AC005293 

R-MAMMAI 00271! //Hoao sapiens chroaosoae 2! PAC LLNLP704F18108Q1 3. / 
/2. Se-31 :304:77//AJ006995 

R-MAIMA1 002721 //Huaan DNA sequence eat SEQUENCING IN PROGRESS >*l 
froa done 473B4, WORKING DRAFT SEQUENCE. //2. 3e-40:279: 87//Z83826 
R-MAMMAI 002727//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC5BB g 
enoaic sequence. WORKING DRAFT SEQUENCE, 2 unordered pieces. //0. 4 
5:183: 64// AC0047 1 0 

R-MAMMAI 002728//Huaan Chroaosoae 11 Overlapping Cosaida eSRL72g7 a 
nd cSRL140b8. coaplete sequence. //I . 1e-42:410: 74//AC002037 
R-MAMMA 1002744//Huaan chroaosoae 8 BAC done CIT987SK-2A8 coaplete 
sequence. //I . 6e-l 9: 473 : 63//U96629 

R-MAMMAI 002746//Hoso sapiens chroaosoae 17. done hRPK. 136_H_19, c 
oaplete sequence. //2.2e-l 08: 544: 97//AC005856 

R-MAMMAI 0027 48//Hoao sapiens 3p22 Conti g 7 PAC RPCI4-672N11 (Roswe 
li Park Cancer Institute Huaan PAC Library) coaplete sequence. //5. 
9e-106:5St : 95//AC006055 

R-MAMMAI 0027S4//Hoao sapiens clone GS259H13. WORKING DRAFT SEQUENC 
E. 4 unordered pieces.//!. 7e-34: 305: 79//AC005020 
R-MAMMA! 002758//Hoao sapiens ccr2b (ccr2), ccr2a (ccr2). ccrS (ccr 
5) and ccr6 (ccr6) genes, coaplete cds, and lactoferrin (lactoferr 
in) gene, partial cds, coaplete sequence. //0. 00014: 1 30 : 74//U95626 
R-MAMMAI 0O2764//Hoao sapiens chroaosoae 19, cosaid R33632, coaplet 
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e sequence.//*. 7e-10: 1 18:81//AC00578I 

R-MAMMAI 002765//Hoao sapiens chroaosoae 19. cosatd FZ09Q0, coaplet 
e sequence.//!. 2e-31 : 290: 78//AC006128 

R-MAMMAI 00276 9//Huaan DMA sequence froa PAC 36J3, between Barkers 
0XS1I92 and 0XS102 on chroaosoae X. //O. 94: 260:$2//Z»297S 
R-MAMMA1002780//Huaan DHA sequence «aa SEQUENCING IN PROGRESS ♦** 
froa clone 620EI1. VORKING DRAFT SEQUENCE. //2. 6e-21 : 529: 62//AL031 6 
67 

R-MAMMA1002782//Huaan DNA sequence *e* SEQUENCING IN PROGRESS *** 
froa clone 199H16, WORKING DRAFT SEQUENCE. //2. 8e-30: 234: 72//AL0223 
20 

R-MAMMAI002796//Huain DNA sequence *♦* SEQUENCING IN PROGRESS tea 
froa clone 237J2. WORKING DRAFT SEQUENCE. //1. 0: 155: 66//AL02 1394 
R-MAMMAI 002807//Huaan DNA sequence froa BAC 94IF9 on chroaosoae 22 
ql 1. 2-qter. Contains ESTs, STSs and 3’ part of FIBULIN-1 D PRECURS 
OR like gene, part of a Brain Protein E46 like gene and a CpG isle 
nd, coaplete sequence. //5. Oe-42: 443: 75//295331 
R-MAMMAI002820//345M16. TVB CIT978SKAI Hoao sapiens genoaic clone 
A-345II16. genoaic survey sequence.//!. 3e-l4:95:87//B1 7487 
R-MAMMAI 002830//Huaan PAC clone DJ51SN1 froa 22ql1.2-q22, coaplete 
sequence. //4. 1 e-20 : 223 : 74//AC002073 

R-MAMMA 1 002833/ /Hoao sapiens Xp22 bins 3-5 PAC RPCI4-6I7A9 (Rosael 
I Park Cancer Institute Huaan PAC Library) containing Arylsulfatas 
e D snd E genes, coaplete sequence. //1. 8e-37: 295: 84//AC005295 
R-MAMMAI 002835 

R-MANtA 100283 8//Huaan gene hY3 encoding a cytoplasaic Ro RNA.//4.4 
e- 1 4 : 1 08 : 92//V00585 

R-MAMMAI 002842//C I T-HSP-201 7022. TRB CIT-HSP Hoao sapiens genoaic c 
lone 2017022, genoaic survey sequence. //5. 2e-43: 1 68: 8S//B67141 
R-MAMMAI 00284 3//Hoao sapiens clone GSQ51M12, coaplete sequence.// 
8. 7e-44:525:7l//AC005007 
R-MANMA I 002844 

R-WAIBIA1002858//H. sapiens ERF-1 aRNA 3* end.//2. 8e-99:361 :91//X790 
67 

R-MAMIAI 002868/ /Hoao sapiens clone DJ 0852024, WORKING DRAFT SEQUEN 
CE. 2 unordered pieces. //9. 6e-39:288:81//AC004906 
R-MAMMA 1002871 //Hoao sapiens BAC clone NH0539824 froa 7pl5. l-p!4, 
coaplete sequence. //0. 0022:490: 57//AC006044 

R-MAMMAI 002880//Hoao sapiens Xp22 Bins 35-37 BAC GSKB-214DI8 (Ceno 
ae Systeas Huaan BAC Library) coaplete sequence. //I. 3e-09: 143: 76// 
AC005296 

R-MAMMAI 002881 //Huaan thyaopoietin (TMPC) gene, partial exon 6. co 
aplete exon 7. partial exon 8. and partial cds for thyaopoietin be 
ta.//5. 1 e— 41 : 264 :87//Ul 8271 

R-MAMMAI 002886//Hoao sapiens DNA sequence froa PAC 168L1S on chroa 
osoae 6q26-27. Contains RSK3 gene, ribosoaal protein S6 kinase. ES 
T, GSS, STS. CpG island, coaplete sequence. //4. 7e-32 : 21 6 : 90// AL022 
069 

R-MAMHA 1 002887 
R-MAMMAI 002890 
3. 4e-49: 376: 81//AG005257 

R-MAMMAI 002892//Hoao sapiens PAC clone DJ0765G07 froa 7qll, coaple 
te sequence. //6. 0e-60: 344:79//AC004881 

R-MANMA 1002895//RPC 1 1 1-9QKI 3. TV RPC 111 Hoao sapiens genoaic clone 
R-90X13, genoaic survey sequence. //2. 1e-34: 300: 77// AQ283502 
R-MAJMA1 002908//Huaan Chroaosoae X, coaplete sequence. //4. 2e-39: 29 
7 : 85//AC004070 

R-MAMMAI 002909//*ae SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
soae 4, BAC clone C0442P12; HTGS phase 1, WORKING DRAFT SEQUENCE. 

5 unordered pieces. //3.4e-23: 344: 74//AC005798 

R-MAMtAI 002930/ /Hoao sapiens PAC clone DJ1048BI6 froa 7q34-q36. co 

aplete sequence. //5. 2e-39: 261 :88//AC006019 

R-MAMMAI 002938//C. pas teurianua gap gene. //1. 0: 343: 59//X722I9 

R-MAMMAI 002941//Hoao sapiens chroaosoae 17. clone hRPK. 346_K_1 0, c 

oaplete sequence. //6. 3e-88: 556 : 87//AC0061 20 

R-MAMMAI 002947 

0. 48: 1 56: 69//AC005469 

R-MAlMtA1002964//Huaan DNA sequence froa PAC 42616 on chroaosoae Ip 
34. 1-1p35. Contains NIPP-1-like gene a nuclear inhibitor of protei 
n phosphatase-1, ESTs, and a CA repeat. //I. 2e-39:473: 73//AL020997 
R-MAMMAI 002970//HOBO sapiens chroaosoae S, PI clone 793c5 (LBNL H5 
7), coaplete sequence. //4. 7e-47 : 420 : 77// AC005200 
R-MAMMA1Q02972//a Ipha 1 syntrophin [huaan, aRNA Partial, 1771 nt). 
//0. 97 : 305 : 62//S8 1737 

R-MAIMAI002973//Huaan DNA sequence froa cosaid V210E9. between aar 
kers DXS366 and DXS87 on chroaosoae X. //2. 6e-35: 256: 85//270280 
R-MANMA 1002982 
1 . Oe-27 : 1 1 0: 85//AG00SS24 

R-MANMA 1002 987//Hoao sapiens PAC clone DJ1086DI4. coaplete sequenc 
e. //1 . 4e-28 : 527 : 66//AC004460 
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R-MAMMAI 003003//Hoao sapiens chroaosoae 10 clone CRI-JC2059 aap 10 
q24. 1 -1 0q24. 2, WORKING DRAFT SEQUENCE. 1 ordered pieces. //7. 9e-48: 
418: 78//AC006109 

R-MAMMAI 003004//, coaplete sequence. //2. Qe-1 2: 442: 61// AC005406 
R-MAMMAI 00 3 00 7//Hoao sapiens chroaosoae >0 clone CRI-JC2059 aap 10 
q24. 1-I0q24. 2. WORKING DRAFT SEQUENCE. I ordered pieces. //I . 7e-48: 
293: 91//AC006109 

R-MAMMAI 00301 1//A-306G8. TP CIT978SK Hoao sapiens genoaic clone A-3 
06G8. genoaic survey sequence. //0. 45: 168: 64//B 18092 
R-MAMMAI 0030! 5//Hoao sapiens chroaosoae 5p, BAC clone 50g21 (LBNL 
HI S4) . coaplete sequence. //2. 9e-44: 399: 77//AC00574D 
R-MAMMAI 00301 9//RPC 1 1 1-9J9. TV RPC I -11 Hoao sapiens genoaic clone R 
PCI-II-9J9, genoaic survey sequence. //2. 7e-14: 294: 68//B71 583 
R-MAMMAI 003026//HS_2!66_B2_C12_MF CIT Approved Huaan Genoaic Spere 
Library D Hoao sapiens genoaic clone Plate=2l66 Col=24 Row=F, gen 
oaic survey sequence. //0. 021: 189: 64//AQI 25639 
R-MAMMAI 003031 //Hoao sapiens chroaosoae S, BAC clone 319C17 (LBNL 
HI 59), coaplete sequence.//!. 8e-98: 525: 95//AC005214 A 

R-MAMMAI 003035//Hoao sapiens 12ql3.t Cosaid C174F5 (Lawrence Liver 
aore LLI2NC01 or LLI2NC02 huaan cosaid libraries) coaplete sequenc 

а. //6. 7e-06 : 297 : 63//AC004550 

R-MAMIA1 003039//RPC I1 1-56317. TJ RPC 111 Hoao sapiens genoaic clone 
R-56JI7, genoaic survey sequence. //0. 21 : 375: 59// AQ081 889 
R-MAMMAI 003 040//Huaan DNA sequence froa cosaid Ll08f12, Huntington 
s Disease Region, chroaosoae 4p16.3.//2. 7e-29: 298: 67//Z4923S 
R-MAMMAI 003 044//Hoao sapiens chroaosoae 19. cosaid R30676, coaplet 
e sequence. //2. 9e- 14: 113:91 //AC004560 
R-MAMMAI 003047 
R-MAMMAI 003049 

R-MAMMAI 00305 S//Huaan DNA sequence *** SEQUENCING IN PROGRESS t«* 
froa clone 377FI6, WORKING DRAFT SEQUENCE. //2. 3e-45: 317: 86//Z93783 
R-MAMMAI 0030S6//Hoao sapiens chroaosoae 19. cosaid R34275. coaplet 
e sequence. //I . 0 : 229: 63//AC005305 

R-MANMA! 003057//M.doaesticus MD6 aRNA. //6. 2e-42: 326: 82//X 54352 
R-MANMA I 003066//Huaan DNA sequence *** SEQUENCING IN PROGRESS **# 
froa clone 473B4. WORKING DRAFT SEQUENCE. //3. 1 e-49: 299: 87//Z83826 
R-MAIMIA1 003089//Hoao sapiens BAC clone RC298G08 froa 7plS-p21. coa 
Plate sequence. //2.7e-30: 520: 67//AC005084 

R-MANMA 1 003099//RPC 1 1 1 -8N9. TP RPC I -I! Hoao sapiens genoaic clone R 
PCI-1 1-8N9, genoaic survey sequence. //4. 2e-44: 338: 82//B71494 
R-MAMMAI 003 104//Mus ausculus rostral cerebellar aalforaation prote 
in (rca) aRNA, coaplete cds.//3. 4e-48:423 : 79//U72634 
R-MAMMAI 003 113//Hoao sapiens chroaosoae 12p13. 3 clone RPC 111 — 433J 

б, WORKING DRAFT SEQUENCE. 100 unordered pieces. //4. 8e-H4: 567:97/ 
/AC006087 

R-MAMMAI 003 127//Huaan DNA sequence *** SEQUENCING IN PROGRESS 
froa clone 250D10. WORKING DRAFT SEQUENCE. //I. 4e-34: 283: 83//Z99716 
R-MAMMAI 003 1 35//P. knowlesi Mbn-cutting sites in laabda KBS50.//0.0 
10:243 :62//M38776 

R-MAMMAI 003 1 40//Hoao sapiens chroaosoae 17. clone HCIT87G17. coapt 
ate sequence. //6. 7e-34: 288: 81//AC003663 

R-MAMMAI 0031 46//Sac char cay ces douglasii ai tochondrial cytochroae c 
oxidase subunit I (C0XI) gene, coaplete cds.//4. 8e-08 : 438 : 59//M97 
514 

R-MAMMAI 003 1 50//Huaan DNA sequence *** SEQUENCING IN PROGRESS •** 
froa clone 598F2, VORKING DRAFT SEQUENCE. //1 . 7e-63: 149: 94//AL021 57 
9 

R-MAMMAI 0031 66//HS_31 28_A1_BD1_MR c I T Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3l28 Co I =1 Row=C, geno 
aic survey sequence. //3. 0e-l 7:261 :70//AQl 40766 
R-NT2RM2002580//Hoao sapiens clone 24781 aRNA sequence. //2. 6e-1 1 1 : 
593 : 94//AF070640 
R-NT2RM4000024 

R-NT2RM4000027//Hoao sapiens PAC clone DJ1194E14 froa 7p21, coaple 
ta sequence. //0. 026:476: 56//AC004993 

R-NT2RN4000030//Mus ausculus ausculus sex deteraining protein (Sr 
y) gene, coaplete cds. //0. 00044:378: 59//U70653 
R-NT2I8I400QQ46//M. aulatta KHC DR beta 6 gene encoding eajor histoc 
oapa t i b i I i t y coap I ex. //0. 27:130: 64//Z26239 
R-NT2RM400006I 

R-NT2RM400Q085//Hoao sapiens clone 24700 unknown aRNA. partial cd 
s. //7. 2e-l 12:550: 97//AF070639 

R-NT2RN4000086//RPC 1 1 1-6J23. TV RPCI-11 Homo sapiens genoaic clone 
RPCI-I 1-6J23. genoaic survey sequence. //7. 2e-t8: 277:71//B49463 
R-NT2RN40001Q4//F. rubripes CSS sequence, clone 063K10aGS, genoaic 
survey sequence. //3. 6e-08: 287: 61//Z88B1 7 

R-NT2RN40001 39//Hoao sapiens chroaosoae 16, cosaid clone 330D11 (L 
AND. coaplete sequence. //9. 4e-08: 336: 65//AC0051 99 
R-NT2RM4000I 55 

R-NT 2 RM4 00015 6//Hoao sapiens chroaosoae 17. clone hRPK. 136_H_19, c 
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oapl e t e sequence. //3. 4e-23 : 335 : 72//AC005856 

R-NT2RN4000I67//Mouse k i f 4 aRNA for aicrotubule-based aotor protei 
n KIF4. coaplete Cds. //1 . 6e-87: 551 :87//D 12846 

R-NT2RM4000169//Huaan ribosoaal protein L37a aRNA sequence. //5. 9e- 

I4:I22:88//L22154 

R-NT2RM40001 91 

R-NT2RM40Q01 97//H$_324l_A2_H05_NR C1T Approved Huaan Cenoaic Spera 
Library 0 Hobo sapiens genoaic clone Plate=3241 Col=10 Row=0, gen 
oaic survey sequence. //2. 8e-8S: 430: 97//AQ20SBI 2 
R-NT2RN4Q001 99//Nus ausculus Yp BAC GSKB-368G7 (Genoae Systeas Mou 
se BAC Library) coaplete sequence. //0. 0047 : 1 93: 63//AC0060S6 
R-NT2RH4000200 

R-NT2RM4000202//Hoao sapiens chroaosoae 16. cosaid clone 378E2 (LA 

NL), coaplete sequence. //2. 1e-40:334: 76//AC004035 

R-NT2RM4Q002 I 0//Ho»o sapiens aRNA for KIAA07I2 protein, coaplete c 

ds.//5. 2e- 1 02: 546: 94//AB0I8255 

R-NT2RW4Q0021 5 

R-NT2RH4000229//Hoao sapiens chroaosoae 10 clone CIT987SK-1 144G6 a 
ip I0q25. I, coaplete sequence. //2. 1 e-55: 303: 86//AC005383 
R-NT2RW4000233//Struthio caaelus aicrosa tel I i te sequence OSN 7.// 
1. 2e-07 : 1 98: 67//AF003735 

R-NT2RV4000244//Hoao sapiens chroaosoae 19. BAC CIT-8-393 i 1 S (BC30 
1323), coaplete sequence.//!. 7e-49: 322 :88// AC006I 16 
R-NT 2 RW4000 2 5 1 //Hoao sapiens Chroaosoae 22qll.2 BAC Clone 72f8 In 
DGCR Region, coaplete sequence. //0. 97: 184: 66//AC00008S 
R-NT2RH400026S//Huaan PAC clone 0J073FI1 froa Xq23, coaplete seque 
nee. //6. 2e-66 : 552 : 78//AC000055 

R-NT2RM4Q00290//Huaan DNA sequence M* SEQUENCING IN PROGRESS Mt 
froa clone 39417, WORKING ORAFT SEQUENCE.//! . 4e-0S : 229: 65//AL02 358 
5 

R-NT2RH4000324 

R-NT2RM4000327//Huaan ONA sequence **e SEQUENCING IN PROGRESS ee* 
froa clone 75N14. NORKING DRAFT SEQUENCE. //3.3e-42: 443 : 75//Z971 99 
R-NT 2 RH4000 344/ /Hoao sapiens clone DJ0309019, WORKING DRAFT SEQUEN 
CE. 12 unordered pieces. //6. 4e-64 : 433 : 84//AC004826 
R-NT2RM4Q00349//Huaan aRNA for KIAAOOOS gene, coaplete cds. //7. Te- 
ll : 210.69//D13630 

R-NT2RM4000354//Caenorhabdi tis elegans cosaid T14A8.//0. 084:257:60 

//U50066 

R-NT2RM4000356 

R-NT2RK4000366//Hoao sapiens aRNA for KIAA0642 protein, partial cd 
s. //8. 7e-l 1 2 : 577 : 95//AB01 4542 
R-NT2RN4000368 
1 . 6e-48 : 348 : 8S//AG006257 

R-NT2RH4000386//Rat aRNA for growth potentiating factor, coaplete 
cds.//4. 4e-35: 141 : 87//D42148 

R-NT2RN4000395//RPC 1 1 1-8N9. TP RPCI-11 Hoao sapiens genoaic clone R 
PCI-11 -8N9, genoaic survey sequence. //!. 4e-2S: 207: 75//B71494 
R-NT2RW4000414//Huaan DNA sequence **e SEQUENCING IN PROGRESS *** 
froa clone 228HI3, WORKING DRAFT SEQUENCE. //7.1e- 1 7:492 :64//AL03l 9 
85 

R-NT2RM4000421//RPC1 1 1-66B1 . TK RPC II 1 Hoao sapiens genoaic clone 
R-66B1, genoaic survey sequence. //I . 8e-40: 31 1 82//AQ241 1 67 
R-NT2RN4000425//Hoao sapiens chroaosoae Xp22-I35-136 clone GStffi-56 
711. WORKING DRAFT SEQUENCE. 35 unordered pieces. //2. 5e-47: 316: 87/ 
/AC00S867 

R-NT2RW4000433//HUS ausculus retinoic ac id-respons i ve protein (Str 
a6) aRNA. coaplete cds.//1.6e-!7:)33:78//AF062476 
R-NT2RN 4000457 

R-NT2RM4000471//Hoao sapiens aRNA for putative tRNA splicing prote 
in. partial. //A. 6e-l 1 3 : 559 : 96//AJ01 0952 

R-NT2RM4000486//Hoao sapiens aRNA. coaplete cds, c lone: RES4-22C. // 
0.0001 5:1 70: 67//AB00046) 

R-NT2 RN4000496 

R-NT2MM0005I 1//Rat troponin T cardiac isofora gene, coaplete cds. 
//O. 21 : 290: S8//N80829 

R-NT2RW4000514//CIT-HSP-2169K4. TR C1T-HSP Hoao sapiens genoaic clo 
ne 2169K4, genoaic survey sequence. //I. Se-20: 150: 89//B957I 7 
R-NT2RM4000S1 5//MS-1024-B2-G01-NR. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Ptate=CT 803 Col=2 Row=N. genoaic 
survey sequence. //6. 3e-IO:74: 98//B34S56 
R-NT2RM4000520//Caenorhabd i t i s elegans cosaid F36H1 2. //0. 15:406:61 
//AF078790 
R-NT2RN4000531 

R-NT2RH4000532//Plasaodiua falciparua chroaosoae 2. section 28 of 
73 of the coaplete sequence. //I. 0:1 19:66// AEOOl 391 
R-NT2RM4000534//paraaeciua species 4.51er at dna diaer: replicatio 
n init. region, clone 2.//9. 8e-0S:326:60//K00909 
R-NT2 RN4000585//HS_32 52_A2_G08_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3252 Co I = 1 6 Row=N. gen 



oaic survey sequence. //I. 9e-69: 376 : 93// AQ2 19890 
R-NT2RN4000590//CI T-HSP-S39024. TV CIT-HSP Hoao sapiens genoaic clo 
ne 539024, genoaic survey sequence. //I . 7e-38: 226 : 93//B50657 
R-NT2RH4000595//Huaan Chroaosoae X clone bWXD342, coaplete sequeoc 
e. //! . 0: 239: 6I//AC004072 

R-NT2RM4000603//RPCI 1 I-49P1 3. TK RPCI t 1 Hoao sapiens genoaic clone 
R-49P13, genoaic survey sequence. //0. 77: 139:64//AQ05I950 
R-NT2RM400061 1 

R-NT2RN400061 6//HS_3lO7_A2_B03_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=31Q7 Col=6 Row-C, geno 
aic survey sequence. //I. 3e-54: 272 :99//AQ21 0034 
R-NT2RH4000674 

R-NT2RM4000689//Mus ausculus pericentrin aRNA. coaplete cds.//3.S 

e-70: 551 : 80//U05823 

R-NT2RM4000698 

R-NT2RW4000700 

R-NT2RM4000712//Hoao sapiens clone NH0S12E16, coaplete sequence.// 
0. 54:294: 58//AC005039 

R-NT2RIM0007 I 7//P I isaod i ua falciparua MAL3P8. coaplete sequence.// 
0.050: 387 : 58//AL034560 

R-NT2RH4000733//Huaan DNA sequence SEQUENCING IN PROGRESS *»* 
froa clone 423B22, WORKING ORAFT SEQUENCE. //I. Oe- 107: 566: 95//AL034 
379 

R-NT2RIM000734//Hobo sapiens aRNA for KIAA0760 protein, partial cd 
s.//1. 1e- 103: 536: 95//AB01 8303 

R-NT2RN400074I//C I T-KSP-2294N4.TR CIT-HSP Hoao sapiens genoaic do 
ne 2294N4, genoaic survey sequence. //5. 2e-41 : 244: 93//AQ006361 
R-NT2RW4000751 //Huaan DNA sequence **« SEQUENCING IN PROGRESS ♦** 
froa clone 537K23, WORKING DRAFT SEQUENCE. //2. 7e-28: 416: 67//AL0 344 
05 

R-NT2RU4000764//Huaan HepG2 3’ region Mbol cDNA, clone had3g01a3./ 
/2. 1e-33: 199: 9S//D1 721 7 

R-NT2RW4000778//Hoao sapiens Xp22 BAC 620F15 (Genoae Systeas BAC I 
ibrary) coaplete sequence. //0. 00060: 241 : 62//AC002980 
R-NT2RM4000779//Hoao sapiens aRNA for KIAA0451 protein, coaplete c 
ds.//2. 9e-104:S46:94//AB007920 

R-NT2RW4000787//Hoao sapiens, clone hRPK. 3_A_1 . coaplete sequence. 
//5. 3e-32 : 32 1 : 77//AC006 1 98 

R-NT2R1I4Q00790//Hoao sapiens chroaosoae 19, cosaid R27216, coaplet 
e sequence.//!. 9e-1t 1 : 552:97//AC005306 

R-NT2RN4000795//Hoao sapiens Chroaosoae 17p13 Cosaid Clone cos39, 
coaplete sequence. //O. 74:364:57//U58675 

R-NT2RN4000796//Hoao sapiens full length insert cDNA clone Z062DI 
0. //2. Te-105: 510: 98//AF086348 

R-NT2RN40007 9B//Huaan polyaorphic epithelial aucin core protein aR 
NA. 3’ end.//7. 7e-27: 1 58: 96//N21 868 
R-NT2RM400081 3 

R-NT2RH4000820//, coaplete sequence. //2. Oe-1 04: 432: 97//AC005406 
R-N72RW4000833//Arabidopsis thaliana genoaic ONA. chroaosoae 5, Pt 
clone: NX 1 22. coaplete sequence. //2. 0e-07: 166: 68//AB01 2248 
R-NT2RN4000648//Rabi es virus aatrix (M) protein aRNA. coaplete cd 
s.//0. 073:70:84//N2201 3 

R-NT2RN4000852//PI asaodi ua falciparua 3D7 chroaosoae 12 PFYACII22 
genoaic sequence, WORK INC ORAFT SEQUENCE. 3 unordered pieces.//!. 
0:237 : 62//AC004709 
R-NT2RM4000855 

R-NT2RM4000887//HS_3 1 89_B2_B08_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3189 Co 1 = 16 Row=D. gen 
oaic survey sequence. //2. 1e-06: 1 14: 73//AQ300S97 
R-NT2RH4000895//Pan troglodytes HS1 9. 8-s iai I ar locus and Y Alu ele 
aent, genoaic survey sequence. //3. 8e-46 : 207: 91//AF077058 
R-NT2RM4000950//Huaan BAC dona RG341010 froa 7pl5-p21. coaplete s 
equence. //I . 0 : 336 : 60//AC002S30 

R-NT2RN400097 l//Huaan Xq28 cosaids U126G1. U142F2, U69B6. U14SC10. 
U169AS. U84H1. U24DI2. U80A7. U153E6, L35485. and R7-163A8 contai 
nirrg iduronate 2-sulfatase gene and pseudogene, coaplete sequence. 
//7. 1 e-09 : 259 : 64//AF01 1 889 
R-NT2RM4000979 

R-NT2RN4000996//HS_3I64_AI_E02_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3164 Co I =3 Row=l, geno 
aic survey sequence. //2. Oe-82: 443: 94//AQ1 4! 622 
R-NT2RN4001 002//Hoao sapiens aRNA for KIAA0729 protein, partial cd 
a. //I. 2e-1 1 2: 545: 97//AB01 8272 

R-NT2RN400 1016/ /Hoao sapiens aRNA for KIAA0639 protein, partial cd 
S.//7. 9e-1 13: 556: 97//AB0I 4539 

R-NT2RN4001 032//Hoao sapiens Surf-5 and Surf-6 genes. //I. 2e->0: 12 
0 ; 82//AJ224639 

R-NT2RW4001 047//Huaan DNA sequence »« SEQUENCING IN PROGRESS 
froa clone I63G9. WORKING ORAFT SEQUENCE. //I. 0: 158:67//AL008733 
R-NT2RN4001054//C I T-HSP-2292N8.TR CIT-HSP Hoao sapiens genoaic clo 
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ne 2292N8. genoaic survey sequence. //5. 8e-19: I 18:97//AQ004096 
R-NT2RM4001084//Mouse DMA with hoao logy to EBV IR3 repeat, segment 
1, clone Mu2. //I . Oe-05: 271 : 64//M10296 

R-NT2RM4001Q92//CITBI-E1 -2524J2Q. TR CITBI-E1 Hobo sapiens genoaic 
clone 2524J20, genoaic survey sequence. //1. 0: 186 : 63//AQ277294 
R-NT2RM4001 116 

R-NT2RM4001 140//Hoao sapiens PAC clone DJ0964C11 froa 7p14-p15, co 
apl e te sequence. //3. 6e-79 : 468 : 90//AC004593 

R-NT2RM400I 1 51//H$_2270_B1_E05_MF CIT Approved Hunan Genoaic Spern 
Library D Kobo sapiens genoaic clone Plate=2270 Co I =9 Row=J, geno 
aic survey sequence. //5. 5e-62: 312: 98//AQ1 63739 
R-NT2RM40G1 1 55//Hoao sapiens chroaosoae 12pl3.3 clone RPC14-B16N1. 
VORKING DRAFT SEQUENCE, 31 unordered pieces. //1 . 4e-1 07 : S36 :97//AC 
005841 

R-NT2RM4Q01 1 60//HS_3Q1 5_B1_H10_T7 CIT Approved Hunan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3015 Col»19 Row=P, gen 
oaic survey sequence. //7. 1e-3 5: 201 :95//AQ1 18712 
R-NT2RN4001 187//X. laevis xUBFbeta2 aRNA for upstreaa binding facto 
r 1. //0. 01 9: 177 :63//X57201 

R-NT2RM4001 191//HS_3O02_A1_FOS_MF CIT Approved Hunan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Ptate=30O2 Col=9 Row=K, geno 
aic survey sequence. //3. 9e-33: 230: 75// AQ088791 
R-NT 2 RN400 1 2 00/ /Hoao sapiens full length insert cDNA clone YL35H0 
3. //7. 5e-69: 335 : 99//AF0858S7 
R-NT2RH400I203 
R-NT2RM4001204 
R-NT 2RM4001 217 
R-NT2RM4001 256 
R-NT2RM4001 258 
R-HT2RH4001 309 

R-NT2RK4001 31 3//Hoao sapiens 12q24.1 PAC RPCI1-7IH24 (Roswell Park 
Cancer Institute Huaan PAC library) coaplete sequence. //0. 00055: 1 
83 :63//AC004551 

R-NT2RM4Q01 316/Atoao sapiens chroaosoae 17. clone hCIT.117_K.16. c 
oaplete sequence. //4. 5e-21 : 21 2: 79//AC004757 

R-NT2RK4001320//C I T-HSP-2303E22.TR CIT-HSP Hoao sapiens genoaic cl 

one 2303E22. genoaic survey sequence. //3. 8e-30: 86: 89//AQ02 1 084 

R-NT 2RM400 1340 

0. 0027 :493:60//AC0051 33 

R-NT 2RM400 1 344 

R-NT2RM4Q01347//CITBI-E1-2506I20.TR CITBI-E1 Hoao sapiens genoaic 
clone 2506120, genoaic survey sequence. //6. 5e-16: 101 : 99//AQ262797 
R-NT2RM400 1371 //Cl TBI-E1-2S03G21 .tr CITBI-E1 Hoao sapiens genoaic 
clone 2S03G21, genoaic survey sequence. //0. 063:140:65//AQ265776 
R-NT2RH4001 382//HS_3044_A1_F02_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3044 Co 1=3 Row=K, geno 
aic survey sequence. //0. 96: 103: 66//AQ098668 

R-NT2RM4001 384//R. norvegi cus aRNA for dendrin.//8.5e-07:120:75//YO 
9000 

R-NT2R1I4001410//Bovine cytochroae P450-scc aRNA f ragaent. //2. 3e-1 
S: 199: 7S//N25920 

R-NT2RN4001 41 1//Rat tus norvegicus FceRI gaaaa-chain interacting pr 
otein SH2-B (SH2-B) aRNA, coaplete cds. //1 . 7e-55: 235: B3//U57391 
R-NT2RM40014I2 

R~NT 2 RN40 01414/ /Hoao sapiens Xp22 Cosaids (J98B4 and U24F2 (Lawrenc 
e Liveraore huaan cosaid library) coaplete sequence. //1 . 7e-80 : 489: 
89//U69730 

R-NT2RM4001437//RPCI1 1-56D2. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-5602, genoaic survey sequence. //3. 8e-43: 250: 93//AQ081 969 
R-NT2RM400! 444//Hoao sapiens Xp22-I71-I73 BAC GSHB-31214 (Genoee S 
ysteas Huaan BAC Library) coaplete sequence. //0. 0034: 224: 63//AC005 
926 

R-NT2RM400!4S4//Hoao Sapiens Chroaosoae X clone bVXD9Q, coaplete s 
equence. //2. 4e-33 : 360: 68//AC004075 

R-NT2RM400145S//HS_3229_B1_E04_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3229 Col=7 Row=J, geno 
aic survey sequence.//!. 0: 1 83: 61 //AQ1 91 289 

R-NT2RM4001 483//Hoao sapiens clone DJ0826EI8. VORKING DRAFT SEQUEN 
CE, 4 unordered pieces.//2. 2e-51 : 451 :79//AC005282 
R-NT2RH4001489//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds.//2. 2e- 1 02 : 547 : 93//AB0 14585 

R-NT2RM4001 519//HS_220B_A1_F07_MH CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P!ate=2208 Co 1=13 Row=K. gen 
oaic survey sequence. //0. 25: 214: 63//AQ091836 

R-NT2RN400IS22//H. sapiens gene for Cu/Zn-superos ide disautase. //3. 
6e-l 3 : 246 : 70//Z29336 

R-NT2RM4001 5S7//PI asaod i ua falciparua MAL3P4. coaplete sequence.// 
0.055: 320: 58//AL008970 

R-NT2RM4001 565//Hoao sapiens chroaosoae 12pl3.3 clone RPCIM-189M2 
0. VORKING 0RAFT SEQUENCE. 39 unordered pi eces.//3. 9e-26: 329: 72//A 
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R-NT2RM400 I S66//Huaan trophinin aRNA. coaplete cds.//6. 3e-38:296:8 
6//U048 1 1 

R-NT2RN400 1 S69//Huaan 0NA sequence froa clone 461 PI 7 on chroaosoae 
20qt2-13. 2. Contains four novel (pseudo) genes for proteins with K 
unitz/Bovine pancreatic trypsin inhibitor and/or lAP-type (they Ac 
•die Protein) 'four-disulfide core’ doaains, C0X6C (Cytochroae C 0 
xidase Polypeptide VIC. EC 1.9. 3.0 and RPL5 (SOS Ribosoaal Protei 
n L5) pseudogenes, a pseudogene siailar to part of the HSPD1 (HSP6 
0, Mitochondrial Matrix Protein PI precursor. Heat Shock Protein 6 

0, GR0EL protein, HUCHA60) gene, and the Major Epididyais-speci f ic 
protein E4 precursor (HE4, Epididyais Secretory protein E4, VAP-t 

ype (they Acidic Protein) 'four-disulfide core' doaain) gene. Cont 
ains ESTs, an STS. GSSs and a putative CpG island, coaplete sequen 
ce. //2. 0e-35 : 2 1 3 : 89//AL031 663 

R-NT2RN40O1 S82//Mus ausculus C0P9 coaplex subunit 7b (C0PS7b) aRN 
A. coaplete cds.//S.4e-60:558:77//AF0713l7 

R-NT2RM4001592//M. ausculus aRNA of enhancer-t rap-1 ocus l.//4.8e-B 
6 :56S: 8S//X69942 

R-NT2RH4001594//Huaan interleukin-13 (IL-13) precursor gene, coapl 
ete cds. //0. 083 : 283: 61 //U3 II 20 

R-NT2RN400I597//HS_2059_A1_G11_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2059 Co 1 =2 1 Row=M, gen 
oaic survey sequence. //4. 4e-09: 105: 83//AQ2451 36 
R-NT2RN400 I 605//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 
ds. //6. 7e-1 1 1 : 565: 95//AB018334 

R-NT2RN40016I l//Hoaarus aaericanus ryanodine receptor (RyR) aRNA, 
partial cds.//1.0:364:61//AF051936 

R-NT2RN400I629//RPCI 11-54G14. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-S4G14. genoaic survey sequence. //O. 0018:347:61//AQ083173 
R-NT2RN4001650 

R-NT2RM40O1662//Koao sapiens DNA sequence froa PAC 1S9A1S on chroa 
osoae Xpll. 21 —pi 1. 23. Contains inter-atpha-trypsin inhibitor heavy 
chain H3 precursor-1 ike protein. //0. 75:212:62//AL022575 
R-NT 2 RH400 1666/ /Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-23 
3A8, coaplete sequence. //2. 6e-26: 461 :6S//AC004685 
R-NT2 RN400 1 68 2/ /Huaan DNA sequence froa clone 30M3 on chroaosoae 6 
p22. 1-22.3. Contains three novel genes, one siailar to C. elegans 
Y63D3A.4 and one siailar to (predicted) plant, wora, yeast and arc 
haea bacterial genes, and the first exon of the KIAA0319 gene. Con 
tains ESTs. GSSs and putative CpG islands, coaplete sequence.//!. 5 
e-107: 544: 96//AL031775 

R-NT2RK400! 710//Huaan DNA sequence **# SEQUENCING IN PROGRESS *« 
froa clone 126A5, VORKING DRAFT SEQUENCE.//!. 8e-IJ 0:580 :95//ALQ3 1 4 
47 

R-NT2RN4001 7I4//PI asnodi ua falciparua 3D7 chroaosoae 12 PFYAC812 g 
enoaic sequence. VORKING DRAFT SEQUENCE, 8 unordered pieces. //3. I 
e-10: 543 : 59//AC004I53 

R-NT2RH40O1 71 5//Huaan 0NA sequence froa clone 93IK24 on chroaosoae 
20p!2 Contains ESTs and GSSs, coaplete sequence. //8. 7e-1 1 1 : 577:94 
//AL034430 

R-NT2RN4001 731//Ov i s iries dinucleotide repeat polyaorphisa at MAF 
92 I ocus. //0. 01 7:93: 73//M80527 

R-NT2RN40O 174! //Mouse aRNA for tal i n. //2. 4e-34: 273 :83//X56123 
R-NT2RM40O1 746//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 316G12. VORKING DRAFT SEQUENCE. //I . 7e-1 12 :567: 96//AL031 
709 

R-NT2RM40O1 7S4//Hoao sapiens PAC clone 248015 froa 13q!2-q13, coap 
lete sequence. //I. 4e-64: 475 :83//AC002483 

R-NT2RN4001 758//R. norvegicus aRNA for serine/threonine kinase MARK 

1 . //I . 9e-1 8:202: 78//Z83868 

R-NT2RN4001 776//Hoao sapiens aRNA for KIAA0727 protein, partial cd 
s.//2.0e-22: 236: 80//AB01 8270 

R-NT2RM4001 783//Hoao sapiens clone DJ098I007. coaplete sequence.// 
4. 4e- 106:551: 95//AC0060 1 7 

R-NT2RV4001 810//T28D3TF TAMU Arabidopsis t ha lima genoaic done T2 
8D3, genoaic survey sequence. //0. 76: 279: 60//B27099 
R-NT2RM400I 81 3 
R-NT2RN40O1 823 

R-NT2RM4001828//HS_3073_A2_EOI_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3073 Col=Z Row=l, geno 
aic survey sequence. //!. 6e-46: 255: 96//AQ1 21 030 
R~NT2RM4001836//Sus scrofa ni crosatet I i te S0398 sequence. //9. 4e-0 
6:141 :59//U78024 

R-NT2RH40O1841//Sa lao salar aicrosa tel I i te Ssa65 DNA. //I . Se-06 : 1 7 
S:65//AF019184 

R-NT2RM400 I 842//Hoao sapiens clone RG228D17, VORKING DRAFT SEQUENC 
E. 2 unordered pieces. //S. 0e-07: 332 :61//AC005077 
R-NT2RN40OI8S6//Nus ausculus clone 0ST16642, genoaic survey sequen 
ce. //4. 8e-30: 235:85//AF 046633 
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R-NT2RM400I 858//HS_3244_BI_Fl 0_NR CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3244 Col-19 Row=L, gen 
oaic survey sequence. //3. 0e-40: 263: 89//AQ2S2798 
R-NT2RM400I 865//Hoao sapiens aRNA for atopy related autoantigen CA 
LC. //5. 0e- 11 9 : 592 : 97//Y 17711 

R-NT2RM4001876//Negist igaus wacfttl i dinucleotide aicrosatel I ite. c 

I one NWA47CT. //0. 13:134: 64//AJ0D 1 069 

R-NT2RN4Q01880 

R-NT2RM400 1 905/ /HS_201 6_B 1 _H1 I _T7 CIT Approved Huaan Cenoaic Spera 
Library 0 Hoeio sapiens genoaic clone Plate=20!6 Col =21 Row=P, gen 
oaic survey sequence. //0. 0068: 264: S9//AQ226877 
R-NT2RM4001922//HS_2228_B2_B07_IF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2228 Co I = 1 4 Row=D, gen 
oaic survey sequence. //2. Se-35: 205: 96//AQ06S498 
R-NT2RN4001 930//Hoao sapiens chroaosoae 17. clone hRPC. 34_*_24, co 
aplete sequence. //0. 26:325:63//AC004562 

R-NT2RM4001 938//Hoao sapiens chroaosoae 17. clone hRPC. 1 081_P_3, c 
oaplete sequence.//Z. 9e-8S:421 : 98//AC005207 

R-NT2RN400I 940//Hoao sapiens tine I ess hoao log aRNA, coaptete cds./ 
/6. 2e-»09: 556: 95//AF098I62 

R-NT2RN4001 953//Huaan DNA sequence see SEQUENCING IN PROGRESS *#* 
froa clone 473B4. IORKINC DRAFT SEQUENCE. //I. 3 e-08: 175: 70//Z83826 
R-NT2RM4001 965//CIT-HSP-38SN14. TR CIT-HSP Hoao sapiens genoaic clo 
ne 385N14, genoaic survey sequence. //5. 7e-69: 532: 81//B5S044 
R-NT2RM4001969//R. norvegicus aRNA for IP63 protein. //1. 9e-61 :352:8 
3//X99330 

R-NT2RM400I 979//Hoao sapiens full length insert cDNA clone ZD29FO 
4. //I . I e-98 : 465 : 1 00//AF08624 1 

R-NT2RM400!9S4//Borrel ia burgdorferi (section 47 of 70) of the coa 

plete genoae.//0. 14:461 :60//AEO0 11 61 

R-NT2RM4001987 

R-NT2RH400201 3 

R-NT2RH4002018 

R-NT2RN4002034//Hoao sapiens chroaosoae 5, BAC clone 24p24 (L8NL H 
195), coaplete sequence. //3. 6e-42: 277: 89//AC0053S3 
R-NT2RM4002044//Hoao sapiens PAC clone Dili 02804 froa 7ql1.23-7q2 

1, coaplete sequence. //0. 83: 476 :S7//AC006204 
R-NT2RH4002054 

R-NT2RM4002062//Huaan aicrosoaal epoxide hydrolase gene, exons 5 a 
nd 6. //0. 1 1 : 1 36 : 67//U066 59 

R-NT2RN4002063//0ryctolagus cun i cuius sarcosine oxidase (SOX) aRN 
A. coaplete cds.//2. 9e-99:503: 96//U82267 

R-NT2RM4002066//Hoao sapiens CAGH4S aRNA, coaplete cds.//9. 6e-4l :5 
54 : 68//U80742 

R-NT2RM4002067//Huaan ONA sequence *•* SEQUENCING IN PROGRESS *** 
froa clone 329A5, VORKINC DRAFT SEQUENCE. //7. 7e-64: 476:8 1//Z97832 
R-NT2RM4002073//Hus ausculus fatty acid transport protein 3 aRNA, 
partial cds.//!. le-33: 238: 8S//AF072758 

R-NT2RB4002075//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC1383 
genoaic sequence. VORKINC DRAFT SEQUENCE, 3 unordered pieces. //0.0 
031 : 403 : S7//AC005504 

R-NT2RK4002093//Huaan Chroaosoae 11 pac pDJ227b23, VORKINC DRAFT S 
EQUENCE. 19 unordered pi eces. //9. 4e-07: 322:62//AC000383 
R-NT2RM4002109//Mouse k i ff 4 aRNA for aicrotubule-based aotor protei 
n KIF4, coaplete cds. //S. 6e-44: 432: 74//D1 2646 

R-NT2RM4002 1 28//Huaan HepG2 partial cDNA, clone had2e1 2a5.//2. Oe-2 
6: 186: 90//D1 7000 
R-NT2RN4002 140 

R-NT2RM4002I45//Hoao sapiens full length insert cDNA clone ZD38EI 

2. //l.4e-1 5: 193: 76//AF086247 

R-NT2RN4002 1 46//Huaan ABL gene, intron 1b, partial sequence. //0. 6 
6 : 1 70: 63//U07552 

R-NT2RM4002161 //Hoao sapiens laforin (EPN2A) aRNA. partial cds.// 
4. 5e-1 10: 560: 96//AF084535 

R-NT2RM4002174//Hoao sapiens chroaosoae 17, clone hRPK. 74_E_22, c 

oaplete sequence. //8. Oe-43: 302:85//AC00S696 

R-NTZRM4002IS9 

R-NT2RN4002 1 94//Huaan Cosaid g5129g129 froa 7q31.3, coaplete seque 
nee. //0. 29 : 382 : 60//AC003960 

’R-NT2RK4002205//SP i roplasaa virus (SpV1-R8A2 8) coaplete genoae.// 
3. 5e-0S : 432 : 56//X51 344 
R-NT2RM4002213 

R-NT2RM4002226//Hoao sapiens chroaosoae 17, clone HCIT187H2, coapl 

ate sequence. //0. 94: 1 98: 61//AC004448 

R-NT2RN40022S1 

R-NT2RH40022$6//Hoao sapiens PAC clone DJ0570D02 froa 7pl3~p14, co 
aplete sequence. //2. 3e-58: 299: 85//AC004837 

R-NT2RN4002266//H. sapiens CpG island DNA genoaic Msel fragaent. cl 
one I79f 1 1 , forward read cpg!79f 11. ftta.//0. 72:97:69//Z57487 
R-NT2RN4002278//Hoao sapiens clone RC140B11. VORKINC DRAFT SEQUENC 
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E, I unordered pieces. //7. Se-49: 405: B4//ACQ05069 
R-NT2RM4002281//Huaan DNA sequence tee SEQUENCING IN PROGRESS st* 
froa clone 702J19. WORKING DRAFT SEQUENCE. //I . 7e-l 3: 168: 77//AL0335 
31 

R-NT2RM4002287 

R-NT2RM4002294//Hoao Sapiens Chroaosoae X clone bVXDI7t, WORKING 0 
RAFT SEQUENCE. 1 ordered pieces. //0. 98: 208: 65//AC004676 
R-NT2RM4002301//H$_2028_A1_E10_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2028 Co 1 = 19 Row=t, gen 
oaic survey sequence. //0. 94: 321 : 57//AQ233262 

R-NT2RM40Q2323//Huaan DNA sequence froa clone 59BI6 on chroaosoae 
6p22. 1-22. 3. Contains a pseudogene siailar to GPISC20 and other ex 
onuc leases). Contains ESTsi STSs, GSSs, genoaic Barkers 06S1691 an 
d D6S299 and a ca repeat pel yaorphisa, coaplete sequence. //I . 9e-3 
5: 265: 84//AL032822 

R-NT2RN4002339//Huaan aRNA for KIAA0319 gene, coaplete cds.//2.4e- 
42 : 569 :68//AB002317 

R-NT2RN4002344//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC1122 
genoaic sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces. //0.0 
13:391 :59//AC004709 

R-NT2RN4002373//Hoao sapiens aRNA for KIAA0649 protein, coaplete c 
ds.//8. 6e-1 21 : 593 : 97// ABO 14549 

R-NT2RM400237 4/ /Huaan DNA sequence froa cosaid U131BI0, between aa 
rkers DXS366 and DXS87 on chroaosoae X contains XK aeabrane transp 
ort protein, ESTs and STS. //3. 8e-44: 258: 86//Z73417 
R-NT2RN4002383//Huaan Chroaosoae 15q26.1 PAC clone pOJIOkS contain 
ing huaan DNA poiyaerase gaeaa (polg) gene, coaplete sequence. //0. 
00084: 345: 60//AC005316 
R-NT2RM4002390 

R-NT2RN4002409//RPC 1 1 1 -45M1 D. TK RPC 111 Hoao sapiens genoaic clone 
R-45N10, genoaic survey sequence.//0. 99: 151 :66//AQI9441 1 
R-NT2RN4002438 

R-NT2RN4002446//Huaan DNA sequence froa clone 360A4 on chroaosoae 
16. Contains ESTs, coaplete sequence. //2. 8e-l03:533:95//AL03t008 
R-NT2RH4002452 

R-NT2RM4002457//Hoao sapiens chroaosoae 16. cosaid clone 32104 (LA 
NL), coaplete sequence. //0. 99: 171 : 64//AC004034 

R~NT2RM4002460//Huaan DNA sequence froa PAC S0A13 on chroaosoae Xp 
11. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2, P3) precur 
sor (ATP5G1 , ATP5G2, ATP5G3) like pseudogene. ESTs and STSs. Conta 
ins polyaorphic CA repeat. //0. 96: 94:71 //Z92 545 

R-NT 2 RH4002 4 7 9//Hoao sapiens RNA hel i case-related protein aRNA. co 
aplete cds. //2. 9e-l 02 : 508 : 97//AF083255 

R-NT2RN4002482//Hoao sapiens aRNA for KIAA0691 protein, coaplete c 
ds.//7. 0e-31 : 172: 98// ABO 14591 

R-NT2RN4002493//CIT-HSP-2296C24.TF CIT-HSP Hoao saptens genoaic cl 
one 2296C24, genoaic survey sequence. //0. 46 : 182 : 62// AQ0O6882 
R-NT2RN4002499/ /Huaan v-fos transforaat ion effector protein (Fte- 
1). aRNA coaplete cds.//7. 3e-24: 134: 99//N8471 1 

R-NT2RN4002504//Hoao sapiens Xq28 BAC PAC and cosaid clones contai 
ning FHR2 gene exons 1,2, and 3, coaplete sequence. //3. 9e-l1 : 334:6 
3//AC002368 
R-NT2RH4002527 

R-NT 2 RM4002 5 3 2//Huaa n DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 341D10, WORKING DRAFT SEQUENCE. //3.4e-l 7: 171 :79//Z97985 
R-NT2RM4002534 

R-NT2RN4002567//Hoao sapiens chroaosoae 7 clone UWGC:gl564a040 fro 
a 7p14-l5. coaplete sequence. //2. 2e-26: 181 : 76//AC005271 
R-NT2RN4 002571 

R-NT2RN4002593//C1T-HSP-2303L1 5. TF CIT-HSP Hoao sapiens genoaic cl 
one 2303LI5, genoaic survey sequence. //0. 034: 73 : 82// AQQ1 5579 
R-NT2RN4002623//Hoao sapiens done UWGC: gl 564a209 froa 7pl4-lS, co 
aplete sequence. //0. 0014:670: 55//AC005862 

R-NT2RP2000001//Plasaodi ua falciparua chroaosoae 2. section 59 of 
73 of the coaplete sequence. //Q. 00087 : 251 : 59//AE001 422 
R-NT2RP2000006//Huaan DNA sequence froa PAC 155022 on chroaosoae 6 
q27. Contains EST, STSs and a CSS.//2. 7e-37: 259: 86//Z 97205 
R-NT2RP2000008//RPC 1 1 1 -41 Gl 6. TP RPCI-11 Hoao sapiens genoaic clone 
RPC 1—1 1-41G16, genoaic survey sequence. //4. 1 e-25: 365: 70//AQ029090 
R-NT2RP2000027//Hoao sapiens chroaosoae 17, clone HCIT305D20, coap 
I e te sequence. //6. 0e-05 : 307 : 62//AC004098 

R-NT2RP2000040//Hoao sapiens aRNA for KIAA0747 protein, partial cd 
s. //8. 4e-41 : 223 : 96//AB01 8290 

R-NT2RP2000045//Hoao sapiens tuaorous iaaginal discs protein Tid56 
hoao log (TID1) aRNA. coaplete cds.//S. 8e-63:325: 96//AF061749 
R-NT2RP2000054//Huaan tyrosinase gene, 5’ -flank ing region (contain 
ing enhancer eleaent resposible for pigment cell-specific transcri 
ption).//0. 88:2I0:60//D26163 

R-NT2RP2000056//Hus ausculus epsilon tyrosine phosphatase cy topi as 
■ ic isofora (Ptpre) aRNA. coaplete cds. //4. 7e-38: 377: 78//U367S8 
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R-NT2RP2000Q67//Rat aRNA (or growth potentiating factor, complete 
cds. //6. QerlO: 1 37:79//D421 48 

R-NT2RP200Q070//Hoao sapiens chroaosoae 5. EMC clone 34jl5 (LBNL H 
169). complete sequence. //3. le-76: 381 : 98//AC00S7S4 
R-NT2RP2000076//PI asaod i ua falciparua chroaosoae 2. section 9 of 7 
3 of the complete sequence. //2. 3e-06: 380: 60// AE001 372 
R-NT2RP2000077//Hoao sapiens growth arrest specific 11 (CAS 11) aRN 
A. coaplete cds.//3. 5e-77:379:97//AF050079 

R-NT 2 RP 20000 7 9/ /Hub a n DMA sequence ttt SEQUENCING IN PROGRESS t»* 
free clone I12SA11, WORKING DRAFT SEQUENCE. //6. 5e-32: 314: 78//AL034 
549 

R-NT2RP2000088//Hoao sapiens aRNA for KIAA0795 protein, partial cd 
s. //S. 6e-74: 378: 96//ABQ 18338 

R-NT2RP2Q00091//Hoao sapiens clone RG015P03. coaplete sequence.// 
9. 3e-21 :22$: 76//AC005048 

R-NT2RP2000097//Human DMA sequence froa cosaid U209G1 on chroaosoa 
e X. //9. 2e-40: 278 :81//Z68873 

R-NT2RP2000098//Huaan BAC clone RG333F24 froa 7q11.2-q21, coaplete 
sequence. //0. 34:132: 65//AC0040IS 

R-NT 2RP2000 1 08//Hoao sapiens DNA froa chroaosoae 19, BAC 33152, co 
aplete sequence. //3. t e-09: 259:67//AC003973 

R-NT2RP20001 l4//Hoao sapiens aRNA for GM3 synthase, coaplete cds./ 
/I . 8e-74: 386 : 9S//AB01 8356 

R-NT2RP2000 I 20//C I TBI-E1-2503li8.TR CITBI-E1 Homo sapiens genomic c 
lone 2503M8, genoaic survey sequence. //5. 1e-05: 87: 77//AQ263909 
R-NT2RP2000126 

R-WT2RP20001 33//Hoao sapiens PAC clone 0JQ44L1S froa Xq23. comp let 

e sequence. //4. 9e-1 1 : 153:69//AC0O4827 

R-NTZRP2000147 

R-NT2RP2000 1 53//Hoeo sapiens ccr2b (ccr2). ccr2a (ccr2), ccrS (ccr 
5) and ccr6 (ccr6) genes, coaplete cds, and lactoferrin (lactoferr 
in) gene, partial cds, coaplete sequence. //0. 0058:261 :S7//U956 26 
R-NT2RP2000 1 S7//Hoao sapiens Chr. 14 PAC RPCI4-794B2 (Roswell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //2. Se-1 19:6 
03 : 96//AC005924 

R-NT2RP2000161//C I T-HSP-2045P7.TR C1T-HSP Hobo sapiens genoaic clo 
ne 2045P7, genoaic survey sequence. //0. 89: 173:63//B79728 
R-MT2RP2Q0017S 
R-MT2RP2000183 

R-MT2RP2000J 95//Hoao sapiens chroaosoae 17, clone hRPK. 60_A_24, co 
aplete sequence. //4. 3e-39: 306 : 83//AC005325 

R-NT2RP200020S//Huaan DMA sequence froa clone 302L24 on chroaosoae 
Xq21-22, coaplete sequence. //7. 5e-05: 101 : 78//AL0221 S5 
R-NT2RP 20002 24/ /Homo sapiens Chroaosoae 16 BAC clone CIT987SK-A-15 
2E5, coaplete sequence. //7. 3e-5S: 306: 94//AC004382 
R-MT2RP2000232 

R-NT2RP2000233//Mus ausculus tuaor metastasis associated gene prod 
uct (MAC) aRNA, coaplete cds.//7. Ge-13: 144 : 75//U8840 1 
R-MT 2RP 20002 39//Hoao sapiens chroaosoae 4 clone B3S3C18 aap 4q25, 
coap I ete sequence. //9. 6e-63 : 41 0 : 86//AC00406S 

R-NT2RP2000248//Caenorhabdi tis slogans cosaid T01C8.//1 . 0 : 282: 58// 
US8726 

R-NT2RP20002S7//Hoao sapiens PAC done 0J0808G16 froa 7ql1.23-q21, 
coap late sequence. //2. Se- 1 1 : 1 63 : 72//AC004894 

R-NT2RP2000258//Arabidopsis thaliana chroaosoae II BAC T31E10 geno 
aic sequence, coaplete sequence. //0. 58: 442: 58// AC004077 
R-NT2RP2000270//Hoao sapiens DMA sequence from PAC 97D16 on chroao 
some 6p21.3-22.2. Contains an unknown pseudogene, a 60S Ribosoaal 
protein L24 (L30) LIKE pseudogene and histone genes H2BFC (H2B/c), 
H4FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3. 1/k) and a tRN 
A-Val pseudogene and tRJIA-Thr gene. Contains ESTs, STSs, GSSs and 
genoaic Barker D6S464, coaplete sequence.//!. 1e-39: 292:84//AL00917 
9 

R-MT2RP2000274//CI T-HSP-237901.TR CIT-HSP Hobo sapiens genoaic clo 
ne 237901. genoaic survey sequence. //6. 9e-10: 121 :81//AQ109409 
R-NT2RP2000288 
R-NT2RP2000289 

R-NT2RP2000297//Hoao sapiens full length insert cDNA clone ZB81C0 

3.//7. 7e-l09: 519: 99//AF086165 

R-NT2RP2000298 

R-NT2RP2000310//Hoao sapiens pS3 induced protein aRNA. partial cd 
S.//1. 5e-38:224: 93//AF01 0310 

R-NT2RP 20003 27//Hoao sapiens DNA sequence from PAC 434014 on chroa 
osoae 1q32. 3.-41. Contains the HSD11B1 gene for Hydroxysteroid (1 
1-beta) Dehydrogenase 1. the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo novel genes. Contains ESTs and GSSs. coaplete sequence. //4. 3e-l 
13: 580: 96//AL022398 

R-NT2RP2OO0329//Hoao sapiens clone NH0319F03, WORKING DRAFT SEQUEN 
CE, 3 unordered pieces. //7. 4e-47: 367: 77//AC006039 
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R-NT2RP2000337//Anopheles quadr iaacul atus NADH dehydrogenase subun 
its (1-4, 4L, 5-6); cytochrome oxidase subunits (1-3); adenosine t 
riphosphatase subunits (6,8): cytochroae b; transfer RNA; ribosoaa 
I RNA (large and sail I subuni ts).//4. 9e-08:494: 58//L04272 
R-NT2RP2000346//Hoao sapiens apoptosis associated protein (GADD34) 
aRNA, coaplete cds.//3.4e-46;262:94//U83981 

R-NT2RP2000369//Hoao sapiens chroaosoae 17, clone HCITI69H9. WORKI 
NG DRAFT SEQUENCE, 6 unordered pieces. //3. 0e-07: 334; 61//AC002993 
R-NT2RP20004I4//Mouse DNA sequence »** SEQUENCING IN PROGRESS eat 
froa clone BAC394, WORKING DRAFT SEQUENCE. //7.0e-08: 98 :83//AJQ0482 

8 

R-NT2RP2000420//Hoao sapiens chroaosoae 17, clone hRPK. 640_l_15, c 
oaplete sequence.//0.99:150:62//AC005324 

R-NT2RP2000422//Hoao sapiens N-acety Igl ucoiaai ne-phosphate autase 
aRNA, coaplete cds.//4.6e-19:142:90//AFI02265 
R-NT2RP2000438//RPCI 1 1-62 1 1 3. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-62113, genoaic survey sequence. //3. le-06: 103: 79//AQI99572 
R-NT2RP2000448//HOBO sapiens PAC clone DJ0740002 froa 7pl4-p15. co 
aplete sequence. //2. Oe-22 : 276: 73//AC004691 

R-NT2RP2000459//CI T-HSP-20I3N9.TR CIT-HSP Hoao sapiens genoaic clo 
ne 201 3N9. genoaic survey sequence. //5. Se-Z7: 205: 87//B53940 
R-NT2RP2000498//Hoao sapiens Chroaosoae 1 1 q23 PAC clone pOJ149k2 c 
ontaining PLZF gene encoding kruppel-like zinc finger protein, coa 
Plate sequence. //6. Oe-12: 1I9:84//AC001234 

R-NT2RP2000503//Huaan CYPI1B2 gene for steroid 18-hydroxylase (P-4 
SO C18) , S’ -flanking region and exon l.//0.48:20! : 64//D1 01 70 
R-NT2RP20005IO//Bac trocar a dorsalis strain Tahiti ai tochondrial 0- 
I oop region, coaplete sequence. //3. 6e-07: 472: S9//AF033929 
R-NT2RP2000S16 

R-NT2RP2000S23//Huaan DNA sequence ate SEQUENCING IN PROGRESS «** 
froa clone 150C2. WORKING DRAFT SEQUENCE. //2. 3e-61 : 317: 97// AL02231 
8 

R-NT2RP2000603//Hoao sapiens aRNA for MCM3 import factor, coaplete 
cds. //6. 6e-29 : 1 67 : 97//AB005543 
R-NT2RP2000617 

R-NT2RP2000634//Hoao sapiens aRNA for KIAA0614 protein, partial cd 
S.//2. 5e-64: 335: 96// AB0 1451 4 

R-NT2RP2000644//Huaan ONA sequence froa PAC 50AI3 on chroaosoae Xp 
11. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2. P3) precur 
sor (ATP5GI, ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. Conta 
ins polymorphic CA repeat. //I. 8e-28: 383: 70//Z92S45 
R-NT 2RP20006 56//Howo sapiens ONA sequence froa PAC 874C20 on chroa 
osoae 6p22.l-22.3. Contains a Zinc Finger Protein ZFP47 LIKE gene, 
a Zinc Finger Protein pseudogene and a Zinc Finger Protein SRE-ZB 
P pseudogene. Contains ESTs, STSs and GSSs, coaplete seouence. //0. 
0093:1 10: 70//AL02 1997 

R-NT2RP20006S8//Bac i I lus thur ingiens is chitinase (chi) gene, coapl 

ete cds.//0. 73:301 :60//U89796 

R-NT2RP2000668 

R-NT2RP2000678//Hoao sapiens genoaic ONA, chroaosoae 2lq22.2 (Oown 
Syndroae region), segaent 8/15. WORKING DRAFT SEQUENCE. //2. 8e- 11 : 
256 : 66//AP00001 S 

R-NT2RP200071 0//Genoaic sequence froa Huaan 17. WORKING DRAFT SEQU 
EMCE. 9 unordered piece*.//0. 036: I76:69//AC002346 
R-NT2RP20007 1 S//Hoao sapiens PAC clone DJI066K24 froa 7plS. coapl e 
to sequence. //2. 7e-110: 555:96//AC004540 

R-NT2RP2000731 //Huaan DNA sequence froa clone 497J21 on chroaosoae 
6q26-27. Contains a KOC (KH- domain contiing transcript overeapres 
sed in cancer) pseudogene, genoaic marker D6S193, ESTs, STSs and G 
SSs, and a ca repeat polymorphism, coaplete sequence.//2. 6e-18: 31 
9: 68//AL02377S 

R-NT2RP2000758//C IT-HSP-S07A14.TP CIT-HSP Hoao sapiens genoaic clo 
ne 507A14, genoaic survey sequence.//}. 0: 189: 60//B50S90 
R-NT2RP2000764 

R-NT2RP2000809//Huaan BAC clone RG3S6F09 froa 7p21, coaplete seque 
nce.//1. 7e-24: 215: 81//AC004002 

R-NT2RP200081 2//CI T-HSP-2281C3.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2281C3, genoaic survey sequence. //9. 5e-32: 176: 97//B9957S 
R-NT2RP2000814//psraaeciua species 5,87 at dna diaer: replication 
i n i t . region. //0. 0077:418: 57//K009 1 6 

R-NT2RP200081 6//F. rubr i pes CSS sequence, clone 01IH02aA6, genoaic 

survey seouence. //0. 61 : S2 : 73//AL01 1013 

R-NT2RP2000819 

R-NT2RP2000841 //Human DNA sequence ttt SEQUENCING IN PROGRESS tea 
froa clone 43408. WORKING DRAFT SEQUENCE. //0. 00012: 181 : 70//AL03350 

4 

R-NT 2RP2000B42//Mui ausculus (CS78L/10 X C3H)F2 clone 4.9 novel aR 
NA froa renin-expressing kidney tuaor cell line, partial sequence. 
//3. 7e-27 : 388 : 72/ Ail 3370 

R-NT2RP2000845//Hoao sapiens chroaosoae 17, clone hRPK. 849_N_1 5, c 
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outlets sequence. //O. 0022 : 200 : 68//AC005703 
R-NT2RP2000B63 

R-NT2RP2000880//Hoao sapiens bRNA for putative GTP-binding protei 
n. par t i al. //2. 3e-43: 279: 89//AJ00641 2 

R-NT2RP20D0892//Hoao sapiens genoaic ONA of 9q32 anti-oncogene of 
flat epitheriua cancer . segment 7/1 0.//0. 0028:221 : 62//AB020875 
R-NT2RP2000931//Hoao sapiens bRNA for KIAA0723 protein, coaplete c 
ds. //2. 2e-SS : 290 : 96//AB01 8266 

R~NT2RP2000938//Hoao sapiens full length insert cDNA clone ZD5SC1 

2. //2. I e-37 : 21 S : 93//AF086336 

R-NT2RP2000943//Hoao sapiens bRNA for KIAA07S5 protein, coaplete c 
ds.//3. Oe-96 :494: 96//AB01 8298 
R-NT2RP2 000965 

R-NT2RP2000970//HOBO sapiens DMA sequence froa BAC 747E2 on chrono 
soae 22ql2. I. Contains ESTs. STSs and CSSs and genoaic Barker D22S 
56, coaplete sequence. //4. Se-87: 440: 97//AL02 1 393 
R-NT2RP2000985//Hoao sapiens chroaosoae 17. clone hRPK. 597_ll_12. c 
oaplete sequence. //5. 4e-93:484:95//AC00S277 

R-NT2RP2000987//PI asaod iua falciparua chroaosoae 2, section 9 of 7 
3 of the coaplete sequence. //2. 1e-06: 318: 62//AE001 372 
R-NT2RP2Q0! 036//Huaan DNA sequence *•* SEQUENCING IN PROGRESS «** 
froa clone 41018, WORKING DRAFT SEQUENCE. //2. Oe-24: 273: 73//AL031 73 
2 

R-NT2RP2001 044//PI asaod iua falciparua 3D7 chroaosoae 12 PFYACB8-42 

0 genoaic sequence, WORKING DRAFT SEQUENCE, 14 unordered pieces.// 

3. 3e-07: 365: 6S//AC00S140 

R-NT2RP2001 065//Caenorhabdi tis elegans cosaid FI 0G7. //9. 2e-06 : 273 : 
59//U40029 

R-NT2RP200I 070//C I TBI -El -2503F4. TF CITBI-E1 Hoao sapiens genoaic c 
lone 2S03F4. genoaic survey sequence. //0. 13: 97: 72//AQ265973 
R-NT2RP200I094//Nycoplasaa aycoides aycoides SC iaaunodoainant pro 
tein P72 (p72) gene, coaplete cds, aanni tol-1-phosphate dehydrogen 
ase (atIO) gene, partial cds and insertion sequence I SI 296. coaple 
te sequence. //0. 01 8:373 :S7//U6 1140 
R-NT2RP2001 119 

R-NT2RP2001 127//Hoao sapiens HRIHFB2060 bRNA. partial cds.//4.Se-S 
5: 304: 94//AB015348 

R-NT2RP2001 137//Hoao sapiens DNA sequence froa clone 511B24 on chr 
oaosoae 20ql 1.2-12. Contains the TOPI gene for Topoisoaerase I, th 
e PLCG1 gene for 1-Phosphatidyl inosi tol-4, 5-Bisphosphate Phosphodi 
esterase Gaaaa I (EC 3.1.4.11, PLC-Gaaaa-1. Phospholipase C-Caasa- 

1 PLC-ll, PIC- 148), the KIAA0395 gene for a probable 2inc Finger H 
oaeobox protein and a 60S Ribosoaal Protein L23 LIKE pseudogene. C 
ontains a predicted CpG island, ESTs. STSs and GSSs, coaplete sequ 
ence. //0. 69:129: 65//AL022394 

R-NT2RP2001 149//Sequence 5 froa Patent US 479888S.//8. 5e-28:322:77 
//1 01 838 
R-NT2RP2001 168 

R-NT2RP2O01 173//Hoao sapiens bRNA for KIAAO480 protein, coaplete c 
ds.//4. 8e-95: 490: 96//AB007949 

R-NT2RP2O01174//CI T-HSP-2170B18.TR CIT-HSP Hobo sapiens genoaic cl 
one 2170BI8, genoaic survey sequence. //1 . 3e-33 : 204: 93//B89680 
R-NT2RP200I 196//PI asaod iua falciparua DNA «** SEQUENCING IN PR0CRE 
SS see froa contig 3-65, coaplete sequence. //I. 7e-06: 413: 61//AL010 
134 

R-NT2RP2001 218//Huaan DNA sequence froa clone 23K20 on chroaosoae 
Xq25-26. 2 Contains EST, STS: GSS. coaplete sequence.//8. 5e-IS: 278: 
68//AL022I53 

R-NT2RP200I226//Huaan DNA sequence froa clone 1 1 70D6 on chroaosoae 
Xq22. 3-23. Contains a pseudogene siailar to U-SNRNP_associated Cy 
clophilin (USA-CrP, EC S.2. 1.8), ESTs, an STS and a GSS. coaplete 
sequence. //0. 0020 : 462 : 57//AL03099S 

R-NT2RP2Q01233//C I T-HSP-2356P23.TR CIT-HSP Hoao sapiens genoaic cl 
one 2356P23, genoaic survey sequence. //8.0e-t 08: 547: 96//AQ081 1 10 
R-NT2RP200124S//Spodoptera frugiperda 16S rRNA gene, Val-tRNA. and 
Leu-tRNA gents, and NO- I protein gene. 5* end. //0. 0052 : 350: 58//N7 
6713 

R-NT2RP2001 268//Hoao sapiens bRNA for KIAAO810 protein, partial cd 
s. //4. 6e- 111 : 544 : 97//AB0 1 83S3 

R-NT2RP200I 277//Caenorhabd i t i s elegans DNA tat SEQUENCING IN PR OCR 
ESS tt« froa clone Y59A8, 80RKING DRAFT SEQUENCE. //0. 0058:327:59// 
Z98870 

R-NT2RP2001 290//PI asaod i ua falciparua 307 chroaosoae 12 PFYACH22 
genoaic sequence, WORKING DRAFT SEQUENCE. 3 unordered pieces.//0.9 
6:187: 6S//AC004709 

R-NT2RP2001295//Hoao sapiens BAC clone NH0491B03 froa 7p21-plS. co 
aplete sequence. //0. 59: 218:62//AC006041 

R-NT2RP200I 31 2//Huasn DNA sequence tet SEQUENCING IN PROCRESS t»t 
froa clone 349A12. WORKING DRAFT SEQUENCE. //0. 12: 117:64// AL033520 
R-NT2RP2001327//Ca#norhabdi tis elegans cosaid R04D3, coaplete sequ 



ence. //0. 31 : 119: 66//Z702 1 2 

R-NT2RP2001328//HS_221 3_A 1 _D0 7_MF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=22l3 Col=l3 Ro«=G, gen 
oaic survey sequence. //I . 7e-22: 200: 83//AQ1 36874 
R-NT2RP2001 347//PI asaodi ua falciparua MAL3P8. coaplete sequence.// 
0.81: 509 :$6//AL034560 

R-NT2RP2001 378//H. sapiens DNA sequenca.//0. 94: 147:63//Z22404 
R-NT2RP2 00 1381 //Hoao sapiens eye I in E2 bRNA. coaplete cds.//3.2e-0 
9:75: 97//AF09 1433 

R-NT2RP2001 392//My xococcus santhus ATP-dependent protease (bsgA) g 
ene. coaplete cds.//0. 079: 1 7# : 62//L 1 930 T 

R-NT2RP2001 394//Huaan DNA sequence froa PAC 389A20 on chroaosoae X 
contains ESTs STS, CpG islands and polyaorphic CA repeat. //3. 4e-6 
0:351 :90//Z93242 , 

R-NT2RP2001 397//Haas ter bRNA for cyciinB2. coaplete cds.//5. 4e-S5: 
320 :83//Dl 7294 

R-NT2RP2001420//Huaan DNA sequence ttt SEQUENCING IN PROGRESS **» 
froa clone 1108D11. WORKING DRAFT SEQUENCE.//!. 0e-44: 246: 85//AL034 
419 

R-NT2RP2001423//Huaan DNA sequence froa clone 726F20 on chroaosoae 
lp36. 1 1-36. 23. Contains ESTs and a GSS, coaplete sequence. //3. 7e- 
05:41 7 : 61//AL03 1273 

R-NT2RP2001427//Huaan Chroaosoae 11 Cosaid cSRL34eS, coaplete seau 
ence. //0. 94:287 : 59//U73643 

R-NT2RP200I436//MUS ausculus clone 0ST1784, genoaic survey sequenc 
e. //5. 2e-3 1:299: 77//AF046702 

R-NT2RP2001440//Rattus norvegicus oRNA for 14-3-3 protein gassta-su 
btype, coaplete cds. //7. 8e-75: 548: 83//D! 7447 

R-NT2RP2001445//Hoao sapiens 12q!3.1 PAC RPCI1-228P16 (Ros.ell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence.//! . 0c-06: 
452: 59//AC0 04801 

R-NT2 RP200 1449/ /Hoao sapiens clone DJ0647C14, WORKING DRAFT SEQUEN 
CE. 21 unordered pieces. //5. 1 e-08: 21 8: 67//AC004846 
R-NT2RP2001450 

R-NT2 RP200 1 467/ /Huaa n BAC clone RC343P13 froa 7q3l, coaplete seque 
nce.//3. 8a— 3 1 : 254: 83//AC002465 

R-NT2RP2001506//C. barat i p-47, ntnh. bonT genes.//1. 2e-06:41S:60// 
Y12091 

R-NT2RP200I51 1//Plasaodiua falciparua NAL3P7, coaplete sequence.// 
0. 1 1:155:63//AL034559 

R-NT2RP200IS20//Hoao sapiens bRNA for ai tochondr ial carrier protei 
n ARALAR I . //2. 1 e- 1 04 : 54S : 95//Y1 4494 

R-NT2RP2O01 526//Hoao sapiens chroaosoae 17. clone hCIT. 175_E_5, co 
aplete sequence. //I. 0e-16:283:68//AC004S96 

R-NT2RP2001536//Huaan DNA froa chroaosoae 14-specific cosaid conta 
ining XRCC3 DNA repair gene, genoaic sequence, coaplete sequence./ 
/I. 7e-l 6:108: 9S//AF037222 

R-NT2RP200I560//CIT978SK-A-56H4. TP C1T978SK Hoao sapiens genoaic c 
lone A-56H4, genoaic survey sequence. //0. 052:1 12 :66//B73597 
R-NT2RP2001569//CIT-HSP-2335F8.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2335F8. genoaic survey sequence. //6. Oe-7B: 383: 98//AQ042029 
R-NT2RP200I 576//Hoao sapiens sulfonylurea receptor (SUR2) gene, ex 
on 37.//0. 33:135:66//AF06I322 

R-NT2RP2 00 1581 //Hoao sapiens (clone MFD220) PCR pr ieer. //2. 7e-07:2 
40 :63//L 15407 

R-NT2RP2001 597//H$_301 6_B2_F06_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=301S Co 1 = 12 Row=L. gen 
oaic survey sequence. //S. 3e-45:3l0:87//AQl18854 
R-NT2RP2001601//Hoao sapiens chroaosoae 17. clone hRPK. 855_D_2I , c 
oaplete sequence. //0. 01 5:445: S8//AC006079 

R-NT2RP2001613//Mus ausculus orphan nuclear horaone receptor (CAR) 
gene, coaplete sequence.//3. Se-16:413:63//AF009326 
R-NT2RP200I628//Phy toaonas serpens kinetopiast aaxicircle ribosoaa 
I protein S12 (G6) edited aRNA, coaplete cds. //0. 1 1 : 1 90:63//AF0346 
26 

R-NT2 RP2 00 1 66 3/ /Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-625P 
11. coaplete sequence. //3. Oe-26: 1 57: 81//AC0041 25 
R-NT2RP2Q01677//Hoao sapiens chroaosoae 9, PI clone 1 1659. coaplet 
e sequence. //3. Oe-58: 305 : 96//AC004472 

R-NT2RP200I678//Huaan BAC clone RG222A16 froa 7q31. coaplete seque 
nee. //0. 95:107 :66//AC002385 

R-NT2RP2001699//Mus ausculus erythroid ankyrin and two alternative 
ly spliced erythroid ankyrins (Ankl) gene, putative exon 41 and pa 
rt ial cds.//8. 8e-Q5: 21 1 :63//U767S8 

R-NT2RP2001 720//Hoao sapiens PAC clone DJ0167F23 froa 7pl5, coaple 
te sequence. //4. 7e-68 : 352 : 97//AC004079 

R-NT2RP2001721//HS-1052-B1-C06-IIF. abi ClT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 774 Co I = 1 1 Ro«=N. genoni 
c survey sequence. //7. 7e-05:346:S9//B40914 

R-NT2 RP2 00 1 7 40//HS_32 1 3_A2_DG2_T7 ClT Approved Huaan Cenoaic Spera 
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Library D Hobo sapiens genoaic clone Plate=3213 Col=>4 Row=G. geno 
■ic survey sequence.//!. lt-16: I C2 : 82//AQ1 7S104 
R-NT2RP20Q1 748//Huaan gene for L-histidine decarboxylase, coaplete 
cds J/l. Oe-33 : 31 2 : 77//DI 6583 

R-NT2RP200 I 762//Hoao sapient chroaosoae 1. BAC CIT-HSP-292gB (BC26 
2482). coaplete sequence. //2. 3e- 1 00: 435: S7//ACD04783 
R-NT2RP2001 81 3//Huaan leukocyte coaaon antigen T200 (C04S. LCA) ge 
ne. exon 9. //O. 031 : 261 :60//M23<68 
R-NT2RP2001 861 

R-NT2RP2001 869//Sequence 5 froa patent US 5595900.//4. 2e-21 : 194:77 
//1 341 89 
R-NT2RP2001 876 

R-NT2RP2001883//Huaan DMA sequence froa clone 612B18 on chroaosoae 
1 qZ4-25. 3 Contains exon froa gene siailar to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (OYNII). ESTs. STS. GSS. CpG Isl 
and. coaplete sequence. //S.0e-111: 485: 97//AL03 1 864 
R-NT2RP2001 900 

R-NT2RP200I907//Huaan proto-oncogene tyrosine-protein kinase (A8L) 
gene, exon la and exons 2-10. coaplete cds.//5.4e-42:382:77//U07 
563 

R-NT2RP200192S//HS_3180_B2_F02_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3180 Col=4 Row=L, geno 
aic survey sequence. //2. Be-25: 138:80//AQI85415 
R-NT2RP200 I 936//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC1 383 
genoaic sequence. WORKING DRAFT SEQUENCE. 3 unordered pieces.//!. 
0: 320: 60//AC005S04 

R-NT2RP2001 943//Dictyostel iua discoideua PkgA (pkgA) gene, partial 
cds . //I . 4e-08 : 378 : S9//AF020280 

R-NT2RP2001946//Hoao sapiens clone NH0140K04. coaplete sequence.// 
3. 6e-85: 409: 100//AC005033 

R-NT2RP2001947//Huaan aRNA for KIAA0390 gene, coaplete cds. //0. 85: 
140: 64//AB002388 
R-NT2RP2001 969 

R-NT2RP2001976//CI T-HSP-2281C3.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2281C3. genoaic survey sequence. //2.0e-6O: 307: 98//B99S75 
R-NT2RP2001 985//Arabidops is thaliana OflA chroaosoae 4. BAC clone F 
1N20 (ESSAII project). //0. 031 : 282:61//AL022140 
R-NT2RP2 002025 

R-NT2RP2002032//CITBI-E1-2502C19.TF CITBI-E1 Hoao sapiens genoaic 
clone 2502C19, genoaic survey sequence. //! . 2e-S2 : 285 : 9S//AQ2647IS 
R-NT2RP2002033//Huaan (laabda) DNA for iaaunoglobin light chain.// 
I. 1e-08: 389: 6I//D88270 

R-NT2RP200 2041 //Hoao sapiens !2p13.3BAC RPCI 1 1-31 9E16 (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence.//!. 1e-4 
9 : 264 : 97//AC006206 

R-NT2RP2002046//Huaan BAC clone GSI19P05 froa 7q21, coaplete seque 
nee. //0. 0023 : 429 : 6 1 //AC00401 1 

R-NT2RP2002047//P. falciparua PK1 gene. //0. 00015: 239: 62//X83707 
R-NT2RP20QZ05B//HS_21 83_A1_G01_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate=2183 Col =1 Row=N. geno 
aic survey sequence.//!. 2e-21 : 185: 84//AQ022560 
R-NT2RP2002066//G. gal I us aicrosatel I i te DNA (LEI0222 (=T1 Si vD04)) . 
//0. 18:102: 70//Z83792 

R-NT2RP2002070//P. falciparua aajor aerozoite surface antigen (PHIS 
A) aRNA. coaplete cds. isolate FC27.//0. 95: 1 92 : 61//M 1 9 1 43 
R-NT2RP2002076//Hoao sapiens clone 24804 aRNA sequence. //3. 8e-25: 1 
S2:86//AF0S2I83 

R-NT2RP2002079//Huaan DNA sequence froa clone 431P23 on chroaosoae 
6q27. Contains the first coding exon of the HLLT4 gene for ayeloi 
d/lyaphoid or aixed-l ineage leukeaia (tri thorax (Drosophila) hoaol 
og): translocated to. 4 (AF-6, Afadin. MLLT-4, ALL-1 fusion partne 
r). and a Serine Palai toy I transferase 2 (EC 2.3.1.50, Long Chain B 
ase Biosynthesis protein 2, LC8-2, SPT-2) pseudogene. Contains EST 
s, STss, GSSs, and a putative CpG island, coaplete sequence. //1. 7 
e- 1 0 : 97 : 90//AL009 1 7 8 

R-NT2RP2O02O99//Hoao sapiens aRNA for E1B-5SkDa-associated protei 
n. //4. 6e-59: 376: 89//AJ 007509 
R-NT2RP2002I 05 

R-NT2RP2002I 24//RPCI ! 1 -75JI 6. TJ RPCI 1 1 Hoao sapiens genoaic clone 
R-7SJ16, genoaic survey sequence. //0. 58: 191 : 64//AQ266779 
R-NT2RP2002I 37//Homo sapiens Xp22-175-176 BAC GSHB-484017 (Genoae 
Systeas Huaan BAC Library) coaplete sequence. //0. 0065: 294: 61//AC00 
5913 

R-NT2RP20021 54 

R-NT2RP20021 72//RPCM 1-90C20. TJ RPCItl Hoao sapiens genoaic clone 
R-90C20, genoaic survey sequence. //0. 049: 160:6S//AQ282591 
R-NT2RP2002185//CIT-HSP-2341 II5.TF CIT-HSP Hoao sapiens genoaic cl 
one 2341115, genoaic survey sequence. //6. 0e-36 : 230 : 90//AQ053355 
R-NT2RP2002I92//HS_2222_B1.F08_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Pfate s 2222 Col-15 Row=L, gen 
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oaic survey seQuence.//1.9e-l5:249:71//AQ178491 
R-NT2RP20021 93//Rattus norvegicus potassiua channel regulatory pro 
tein KChAP aRNA. coaplete cds.//4.7e-35:438:73//AF032872 
R-NT2RP2002208//Hansenu I a wingei ai tochondr i at DNA, coaplete seque 
nee. //0. 00057 : 468 : 57//D3 1 785 

R-NT2RP200221 9//HS_2058_Al_CO9_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=20S8 Co I = 1 7 Row=E, gen 
oaic survey sequence. //3. 4e-55: 512: 77//AQ2 34380 
R-NT2RP200223I//PI asaodiua falciparua DNA t*« SEQUENCING IN PROGRE 
SS m froa contig 3-31. coaplete sequence. //I. 5e-06: 398: 61//Z9855 
7 

R-NT2RP2002252//Sequence II froa patent US 5624818. //3. 3e-91 :553:8 
7//I41 141 

R-NT2RP2002256//Hoao sapiens retinoic acid hydroxylase aRNA, coapl 
ete cds.//3. Oe-14: 1 32 : 84//AF0054 1 8 

R-NT2RP2002259//Huaan DNA sequence *•* SEQUENCING IN PROGRESS as* 
froa clone 1I8J21, WORKING DRAFT SEQIENCE. //I . 6e-96 : 548: 9I//AL0335 
27 

R-NT2RP2002270//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-24 
8F7, coaplete sequence.//5. 1e-06:391 : 60//AC004605 
R-NT2RP2002292//Genoai c sequence froa Huaan 13, coaplete sequence. 
//0. 91 : 1S9:64//AC001226 

R-NT2RP2002312//Koao sapiens CDP-diacy Iglycerol synthase 2 (COS 2) 
aRNA, partial cds. //). 3e-10l :S27:94//AF069532 
R-NT2RP2002316//P I asaodiua falcipsrua chroaosoae 2, section 45 of 
73 of the coaplete sequence. //0. 00052: 389 : 59//AE001 408 
R-NT2RP2002325//Hoao sapiens peroxisoaai biogenesis factor (PEXII 
a) aRNA. coaplete cds.//2. 3e-1 12: 567:9S//AF093668 
R-NT2RP2002333//Rat POU doaain factor (Brn-5) aRNA.//1. Se-22:323:7 
3//L23204 

R-NT 2 RP 2002 385/ /Hoao sapiens synaptic glycoprotein SC2 spliced var 
iant aRNA. coaplete cds. //3. 7e-1 02 : 600: 89//AF038958 
R-NT2RP2002394//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence, WORKING DRAFT SEQLENCE, 5 unordered pieces. //0. 03 
9:399 : 59//AC0Q5308 

R-NT2RP2Q02408//H$_2212_AI_E09_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Piate=22t2 Co 1 = 17 Row=l, gen 
oaic survey sequence. //9.6e-35: 231 : 88//AQ184632 
R-NT2RP2002426//Huaan DNA sequence froa clone I0IG1I. on chroaosoae 
2 2a 1 2. Contains an AC02 (Mitochondrial Aconitate Hydratase (Aconi 
tase. Citrate Hydro-Lyase. EC 4. 2. 1.3)) pseudogene, ESTs, STSs. GS 
Ss and a putative CpG island, coaplete sequence. //2. 8e-39: 308:82// 
AL021877 

R-NT2RP2002439//Le i shaan is tarentolae ai tochondr i al electron trans 
port chain coaponent aRNA. //0. 022 : 102: 71//M74225 
R-NT2RP20024S7//Hoao sapiens DNA sequence froa PAC 142L7 on chroao 
soae 6q21. Contains a Laainin Alpha 4 (LAMA4) LIKE gene coding for 
two alternatively spliced transcripts, a Tubulin Beta LIKE pseudo 
gene, a Connective tissue growth factor (NOV. GIG) LIKE gene, A pr 
edicted CpG island, ESTs, STSs and genoaic Barker D6S416. coaplete 
sequence. //0. 00099: 354: 59//Z992S9 

R-NT2RP2002464//Hoao sapiens genoaic DNA. chroaosoae 21q22. 2 (Down 
Syndroae region), segaent 6/15, WORKING DRAFT SEQUENCE. //0. 0015:2 
19: 67//AP00001 3 
R-NT2RP2002475 

R-NT2RP2002479//Hoao sapiens aRNA for ABC transporter 7 protein, c 
owplete cds.//3. te-l 1 3 :S05 ; 92//AB005289 

R-NT2RP2002498//Huaan DNA sequence froa PAC 162H14 on chroaosoae 2 
2. Contains 3' part of a FIBULIN I like gene and ESTs. coaplete se 
quence. //0. 32:210:64//Z98047 

R-NT2RP2002503//Hoao sapiens, clone hRPK. 15_A_1 , coaplete sequenc 
e. //4. Oe-86 : 429 : 98//AC0062 1 3 

R-NT2RP2002504//Hoeo sapiens aRNA for KIAA0791 protein, coaplete c 
ds.//2. 7e- 1 05 : 583 : 91 //AB0 1 83 34 

R-NT2RP2002520//Saccharoayces cerevisiae ai tochondrial tRNA-Tyr, t 
RNA-Asn, 8 tRNA-Met genes. //0. 14: 406: S8//AJ 223323 
R-NT2RP2002537//Huaan DNA sequence *** SEQUENCING IN PROGRESS *t« 
froa clone 500LI4, WORKING DRAFT SEQUENCE. //2. 8e-16: 188: 78//AL0235 

83 

R-NT2RP2002546//Hoao sapiens clone TUA8 Cri-du-chat region aRNA.// 
4. 7e-l 08: 571 : 93//AFO0931 4 

R-NT2RP2002549//Hunan Chroaosoae I5q26.1 PAC clone pOJIOkS contain 
ing huaan DNA polyaerase gaaaa (polg) gene, coaplete sequence.//!. 

1 e— 1 03 : 422: 95//AC00531 6 

R-NT2RP2002591//Huean DNA binding protein (HPF2) aRNA. coaplete cd 

s. //I . 8e-36 : 526 : 67//M27878 

R-NT2RP2002595 

R-NT2RP2002606//Hunan DNA sequence a«* SEQUENCING IN PROGRESS aa* 
froa clone 2705, W0RKINC DRAFT SEQUENCE. //7. 2a- 10: 211 :71//AL033S29 
R-NT2RP2002609 
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R-NT2RP2002618//P1asaodiua falciparua MAL3P6, coaplete sequence.// 
2. 9e-05:566:60//Z98551 

R-NT2RP200262t//Huaan DMA sequence froa PAC 341110 on chroaosoae 6 
Q22.2-22. 33. Contains SOS ribosoaal protein LS like (pseudo) gene. 
ESTs and $T$s.//1. I e-38:348:78//297352 

R-NT2RP2002643//Hoao sapiens chroaosoae II clone pTVBIS. 28 asp tip 
l5.4-p15. 5. genoaic survey sequence.//!. 2e-35:414:66//AF074030 
R-NT2RP2002672//Hoao sapiens chroaosoae 10 clone CIT-HSP-1 326H7 aa 
p 1 Oq24. 3-IOq2S. I , coaplete sequence.//!. 3e- 77: 40 3:95// ACQ05 384 
R-MT2RP200270I 

R-NT2RP2002706//Hoao sapiens chroaosoae 19. cosaid F22676, coaplet 
e sequence. //4. Oe-42 : 1 47 : 90//AC005778 

R-MT2RP2002710//P. falciparua serine rich protein (SERP I) gene.// 
0. 84: 135:67//J03983 

R-NT2RP2002727//. coaplete sequence. //1 . 0: 363 : S9//ACQ05B1 5 
R-NT2RP2002736//Arabidopsis thaliana chroaosoae II BAC T17M13 geno 
■ic sequence, coaplete sequence. //0. 44: 267: 60// AC004I 38 
R-NT2RP2002740//Hoao sapiens Xp22 BAC GSH8-600CS (Genoae Systeas H 
uaan BAC library) coaplete sequence. //0. 0016 : 474: 60//AC004674 
R-NT2RP2002741//H$_30S1_B1_H1 1 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3051 Co I =21 Rov=P, gen 
oaic survey sequence.//!. Ie-38:217:86//AQI06283 
R-MT2RP2002750//Hoao sapiens 1 2q24. I PAC RPCII-315L5 (Roswell Park 
Cancer Institute Huaan PAC library) coaplete sequence. //5. Oe-36: 4 
30: 75//AC002395 

R-MT2RP2002752//Huaan DMA sequence tea SEQUENCING IN PROGRESS see 
froa clone 366L4. VORKINC DRAFT SEQUENCE. //8.2e-41 : 437: 76//AL02349 

4 

R-NT2RP2002753//Hoao sapiens clone DJ076B20. VORXING DRAFT SEQUENC 
E. 6 unordered pieces. //6.8e-l 00: 496 :97//AC004882 
R-NT2RP2002769//par aaec i ua species 5,311 at dna diaer: replication 
i n i t . reg i on. //7. 4e-t 0 : 404 : 60//K009 1 7 
R-NT2RP2002778//Hoao sapiens clone 2460S aRNA sequence. //I. 2e-63: 3 
41 : 94//AF070537 

R-NT2RP2002800//RPC II I -37G8. TV RPCI-1 1 Hoao sapiens genoaic clone 
RPCI-1 1-37G8, genoaic survey sequence. //4. 9e-60: 321 : 95// AQ029850 
R-NT2RP2002839//Hoao sapiens Chroaosoae 11ql2.2 PAC clone pOJ688pl 
2 containing uteroglobin gene. VORXING ORAFT SEQUENCE, 11 unordere 
d pieces. //2. 9e-1 00 : 492 : 98//AC006078 

R-NT2 RP 200 28 5 7 //H$_3 O26_B2_H07_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3026 Col=14 Row=P, gen 
oaic survey sequence. //8. 9e-06: 242: 62//AQ1 28697 
R-NT2RP2002862//RPC1 1 1 -42 1 1 5. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-42II5, genoaic survey sequence.//!. Se-44: 270: 85// AQ052700 
R-NT2RP2002880//Huaan DNA sequence **» SEQUENCING IN PROGRESS *** 
froa clone 1S0C2, VORKINC DRAFT SEQUENCE. //1 . 0: 295: 58//AL02231 8 
R-NT2RP200289I 

R-NT2RP200292S//Huaan DNA sequence *ae SEQUENCING IN PROGRESS ea* 
froa clone 243L18, WORKING DRAFT SEQUENCE. //2. Oe-24: 395: 67//AL0343 
95 

R-NT2RP2002928//Plasaodiua falciparua MAL3PS, coaplete sequence.// 
0. 044:461 :55//AL034556 

R-NT2RP2002929//PI asaod iua falciparua 3D7 chroaosoae 12 PFTAC88-42 
0 genoaic sequence. VORXING DRAFT SEQIENCE. 14 unordered pieces.// 

0. 35:491 :56//AC005140 

R-NT2RP2002954//Hoao sapiens chroaosoae 17, clone hRPK. 628_E_12, c 
oaplate sequence. //I. 0: 275: 61 //AC00570I 

R-NT2RP2002959//Nus ausculus ubiquitin conjugating enzyae (ubc4) a 
RNA. coaplete cds.//2. 7e-61 : 508:79//U62483 

R-NT2RP2002979//RPCI 1 1 -20F1 3. TPK RPC I -1 1 Hoao sapiens genoaic cion 
e RPCI -1 1-20F13, genoaic survey sequence. //0. 88. 1 10: 72//AQ0081 32 
R-NT2RP2002980//Hoao sapiens PAC clone DJ0841B21 froa 7q21.1-q3l. 

1, coaplete sequence. //I. 1 e-102 :433:95//AC004140 
R-NT2RP2002986//Huaan DNA sequence froa clone 1147016 on chroaosoa 
e Xp2 1.1 —2 1 . 3. Contains 13 axons of the DVD auscular dystrophy gen 
a. Contains an STS and GSSs, coaplete sequence. //0. 31 : 21 9:62//AL03 
1542 

R-NT2RP2QQZ987//Hooo sapiens chroaosoae 18, clone hRPK. 24_A_23, co 
aplete sequence.//!. 3e-51 : 283: B8//AC005968 

R-NT2RP2002993//Huaan DNA sequence froa PAC I06B9 on chroaosoae Xq 
21.//4.3e-1! : 430 :63//AL02 1307 

R-NT2RP2003000//Saccharoayces cerevisiae ai tochondrion transfer RN 
A- Leu, Gin, Lys, Arg, Gly. Asp, Ser2. Arg2. Ala, lie. Tyr. Asn ge 
nes. //0. 00088 : 347 : 62//L36887 

R-NT2RP2003034//Hoao sapiens genoaic ONA of 9q32 anti-oncogene of 
flat epitheriua cancer , segaent 2/I0.//3. 5e-33:27l :82//AB020870 
R-NT2RP2003073 

R-NT2RP2003099//Hoao sapiens PAC clone DJ0886008 froa 7q32-q35. co 
aplete sequence.//!. 5e-45 : 548: 69//AC0049I4 
R-NT2RP20031 08 
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R-NT2RP20031 1 7//Hoao sapiens clone DJ1 1371113, coaplete sequence.// 
2. Oe-51 : 323: 86//AC005378 

R-NT2RP2003 1 2 1 / /HS_22 38_A1 _E08_MF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2238 Co 1 = 15 Row=l, gen 
oaic survey sequence. //0. 00055: 324: 61//AQ2930S8 
R-NT2RP2003I 25 
R-NT2RP20031 29 

R-NT2RP20031 37//Huaan BAC clone RG084D04 froa 7q3t, coaplete seque 
nee. //! . 1 e-46 : 52 1 : 74//AC003084 

R-NT2RP20031 61//Hoao sapiens chroaosoae 10 clone CIT-HSP-1287C20, 
coap I e t e sequence. //! . 0 : 368: 59//AC005879 

R-NT2RP20031 64//Dic tyostel iua discoideua actin 4 gene, 3* UTR.//1. 
0: 1 20:64//M25581 

R-NT2RP20031 65//Hoao sapiens chroaosoae 17, clone hRPK. I018JM4, 
coaplete sequence. //2. 2e-71 : 467 : 86//AC005823 
R-NT2RP20031 77 

R-NT2RP2G03 1 94/ /Huaan DNA sequence tea SEQUENCING IN PROGRESS at* 
froa clone 996D20, VORKINC DRAFT SEQUENCE. //I . 1 e-95: S85:88//AL03I 5 
97 

R-NT2RP2003206//P. falciparua interspersed repeat antigen (FIRA) ge 
ne. //0. 039 : 338 : 60//M1 7877 

R-NT2RP2003230//PI asaod iua falciparua MAL3P6, coaplete sequence.// 
I . 9e-l 1 : 542: 60//Z98551 

R-NT2RP2003237//Arabidopsis thaliana genoaic ONA, chroaosoae 5, PI 
clone: M0H9, coaplete sequence. //I . 0: 311 :60//AB016888 
R-NT2RP2003243//CIT-HSP-2368D1 2. TR CIT-HSP Hoao sapiens genoaic cl 
one 2368012, genoaic survey sequence. //0. 39: 112:66//AQ077738 
R-NT2RP2003265//Nur idee sp. (mouse-rat, neurobl astoaa-gl ioaa hybri 
d cell line NGD5) aRNA. coaplete cds.//1. 3e-38: 273: 83//L38481 
R~NT2RP2003272//Hoao sapiens clone UVCC:yl7cl3l froa 6p21. coaplet 
e sequence. //4. 4e-1 5: 18166//AC004I87 

R-NT2RP2003277//Hoao sapiens aRNA for KIAA0625 protein, partial cd 
S.//4. 2e-l 10: 565: 9S//AB0I4525 

«-NT2RP2003280//Hoao sapiens 12p13.3 PAC RPC 1 5-1 1 80D1 2 (Roswell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //3. 2e-t 
2:221 70//AC005831 

R-NT2RP2003286//Hoao sapiens chroaosoae 19, CIT-HSP-444n24, coaple 
te sequence. //0. 86:379: 60//AC005261 

R-NT2RP2003293/ /Hoao sapiens clone RG252P22, WORKING DRAFT SEQUENC 
E. 3 unordered pieces.//!. 0e-39:418: 74//AC005079 
R-NT2RP2003295//HS_2053_B1_A10_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-2053 Col=19 Row=8, gen 
oaic survey sequence. //0. 0016: 346 : 61//AQ235251 
R-NT2RP2D03297//Anbidops i s thaliana chroaosoae II BAC F4P9 genoai 
c sequence, coaplete sequence. //0. 74:397: 56//AC00233Z 
R-NT2RP2003308//Hoao sapiens PAC clone DJ1098B0I froa 7q!l.23-q21. 

coaplete sequence. //0. 99:447:60//AC004960 
R-NT2RP2003329//C. reinharti i psbB S' flanking region.//0. 79: 161 :S9 
//X59731 

R-NT2RP2003339//RPC1 1 1-57H1 5. TK RPCI 11 Hoao sapiens genoaic clone 
R-S7H1S, genoaic survey sequence. //0. 13:1 84 :64//AQI1 6039 
R-NT2RP2003347//RPC 111-1 5B1 9. TV RPCI -1 1 Hoao sapiens genoaic clone 
RPCI-1 1-15B1 9. genoaic survey sequence. //6. 4e-31 :218: 89//B76357 
R-NT2RP2003367//Huaan Chroaosoae 16 BAC clone C1T987SK-A-363E6, co 
aplete sequence. //9. Oe- II : 101 : 84//U91321 

R-NT2RP20Q3391//H$_225S_B2_BQ4_VF CIT Approved Human Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=2255 Col=B Row=D, geno 
aic survey sequence.//!. 6e-38: 247: 90//AQ068937 
R-NT2RP2003393//RPCI I 1-44K6. TJ RPCI II Homo sapiens genoaic clone 
R-44K6, genoaic survey sequence. //3. 9e-3l : 290: 79//AQ202481 
R-NT2RP2003394//Teast mitochondrial oxi3 gene exon I for cytochroa 
e c oxidase subunit I.//5. le-14: 579 : 6 1//X1491 0 
R-NT2RP2003401//Capr ine arthritis-encephalitis virus tat protein 
(tat) and envelope glycoprotein (env) gene, partial cds. //0. 32: 17 
4:66//U8l429 

R-NT2RP2003433//Asc i d i an aRNA for HRSec61. coaplete cds. //I. 5a-IO: 
193:69//D2SS36 

R-NT2RP2003445//Huaan DNA sequence aa* SEQUENCING IN PROGRESS aaa 
from clone Y313F4, WORKING DRAFT SEQUENCE. //4. 4e-99: 585: 89//AL0238 
08 

R-NT2RP2003446 

R-NT2RP2003456//PI asaod iua falciparua HAL3P7, coaplete sequence.// 

0. 98: 399 : S7//AL034559 

R-NT2RP2D03480//Hoao sapiens full length insert cDNA clone ZE09A1 

1 . //4. 7e-1 11:540: 98//AF086540 
R-NT2RP2003499 
R-NT2RP2003506 
R-NT2RP2003SI1 

R-NT2RP200351 3//Huaan aRNA for KIAA0270 gene, partial cds. //4. la-1 
07 : 566: 93//D87460 
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R-NT2RP2003S17//Huaan c-t i s/pl atel et-der i ved growth factor 2 (SIS/ 
P0GF2) aRNA. coaplete cds.//l. Se-60:SI8:79//m2783 
R-NT2RP2O03522//HS_2l82_A1_DOS_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2182 Col=9 Row=C, geno 
aic survey sequence. //O. 053: ZSI : 60//AQ024304 

R-NT2RP2003S33//Hoao sapiens chroaosoae 12p13.3 clone RPCI4-816N1. 
VORKING DRAFT SEQUENCE. 31 unordered pieces. //I. Se-37:328:80//AC0 
05841 

R-NT2RP2003543//H$_3028_A2_C12_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3028 Col-24 Row=E. gen 
oaic survey sequence.//2. Oa-39: 203: 100//AQ094957 
R-NT2RP2003SS9//Hoao sapiens full length insert cDNA clone ZD65E0 
9. //2. 3e-59 : 325 : 95//AF088QS5 
R-NT2RP2003564 
R-NT2RP2003SB1 

R-NT2RP2003S96//H$_2163_81_DI1_NF CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plata=2163 Co I =21 Row=H, gen 
onic survey sequence. //0. 0011 :212:67//AQ125t43 

R-NT2RP2003604//Hoao sapiens alpha-eaten in- 1 ike protein aRNA, coap 
I e te cds.//5. 4e-l 02 : 501 : 97//U97067 

R-NT2RP2003629//P I asaodiua falciparua 3D7 chroaosoae 12 PFYACB8-62 
8 genoaic sequence, VORKING ORAFT SEQUENCE. 9 unordered pieces.// 
0. 0012: 363:61// AC005507 

R-NT2RP2003643//Nus aosculus aRKA for CNP-N-acety Ineuraainic acid 
synthetase. //5. 1 e-37 : 561 :68//AJ 00621 5 

R-NT2RP2003668//Huaan DNA sequence froa PAC 24608. between aarkers 
0XS6791 and DXS8038 on chroaosoae X contains ESTs. //0. 0053: 395: SB 
//Z7673S 

R-NT2RP2003687//Huaan BAC clone RG222AI6 froa 7q31. coaplete seque 
nce.//8. Oe-1 0:205: 67// AC00236S 

R-NT2RP2003691//HS_3252_A2_A1 l_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=32S2 Col=22 Row=A. gen 
oaic survey sequence. //S. 3e-05: 332: 60//AQ2 19783 
R-NT2RP2003702//C I T-HSP-2333P5. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2333P5, genoaic survey sequence. //3. 9e-43: 431 : 75// AQ035000 
R-NT2RP2003704 

R-NT2RP2003706//Hoeo sapiens aRNA for KIAA0525 protein, partial cd 
s. //2. 6e-4S : 265: 93//A801 1 097 

R-NT2RP2003713//Huaan DNA sequence froa PAC 411B6 on chroaosoae X 
*.//0. 64: 169:67//Z84470 

R-NT2RP2003714//Huaan DNA sequence froa 4PTEL. Huntington's Diseas 
e Region, chroaosoae 4pl6. 3. //4. 6e-1 1 : 152 :73//Z95704 
R-NT2RP2003727//H. sapi ens aRNA for PIBF) protein. coaplete.//0. 94: 
443: 5 9/ AO 9631 

R-NT2RP2003737//Koao sapiens clone DJ1022M4, VORKING DRAFT SEQUEN 
CE. 14 unordered pieces. //2. 2e-109: 547: 96//AC004951 
R-NT2RP2003751//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-42 
7H10. coaplete sequence. //4. 1e-109:$45: 97//AC004626 
R-NT2RP2003760//B. taurus aRNA for gaaaa-COP. //6. 3e-28:400:69//X70 
019 

R-NT2RP2003764//Nous e preprosoaatos t it i n gene. //0. 90:26S:62//X5146 

8 

R-NT2RP2003769//Schi2osaccheroayces poabe gene for protein involve 
d in sexual developaent, coaplete cds.//0. 96: 446: 58//D87956 
R-NT2RP2003770//Hoao sapiens spera acrosoaal protein aRNA. coaplet 
e cds.//l. 8e-104: 531 : 96//AF047437 
R-NT2RP2003777 

R-NT2RP2 003781 //HS_3 1 0 9_B 1 _804_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3109 Col=7 Row=D. geno 
aic survey sequence.//!. 3e-60: 346: 92//AQ1 86749 
R-NT2RP2003793 
R-NT2RP2003840 

R-NT2RP2003857//HS_2205_A2_H12_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=220S Coi=24 Row=0, gen 
oaic survey sequence. //8. 1e-22: 127: 99//AQ1 51 299 
R-NT2RP2003859//RPC1 1 1-37C8. TV RPCI-11 Hoao sapiens genoaic clone 
RPCI-1 1-37G8, genoaic survey sequence. //8. 3e-60: 320: 95//AQ029850 
R-NT2RP200J871//H$_3210_A1_C08_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3210 Co I =1 5 Row=E, gen 
oaic survey sequence. //8. 6e-09: 322 :61//AQ1 75028 
R-NT2RP2003885//RPC1 1 1-7N10. TP RPCI-11 Hoao sapiens genoaic clone 
RPC I -1 1-71110, genoaic survey sequence.//4. 7e-67: 380: 92//B72214 
R-NT2RP2003912//Huaan DNA sequence SEQUENCING IN PROGRESS tee 
froa clone 32B1, VORKING ORAFT SEQUENCE.//!. 2e-33: 379: 75//AL023693 
R-NT2RP2003952 

R-NT2RP2003968//Hoao sapiens hU8P aRNA for ubiquitin specific prot 
ease, coaplete cds.//2. 3e-l 14: 568 : 97//AB014458 
R-NT2RP2Q03976//Hoao sapiens aRNA for KIAA0447 protein, coaplete c 
ds.//l. te-107: 540:97//AB007916 

R-NT 2RP2003 981 //Hoao sapiens aRNA for KIAA0804 protein, partial cd 
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s.//7.7e-1!4i 568: 96//AB01 8347 
R-NT2RP2003984 

R-NT2RP2003986//Huaan Chroaosoae 11 pac pDJ197h17, VORKING DRAFT S 
EQUENCE, 11 unordered pieces. //6. 6e-99:551 : 92//AC000382 
R-NT2RP2003988 
R-NT2RP2004014 

R-NT2RP200404I//Hoao sapiens chroaosoae 19, cosaid F17I27, coaplet 
e sequence. //A. 9e-1 14:568: 97//AC004780 

R-NT2RP2004042//nbxb0020F03r CUCI Rice BAC Library Qryza sativa ge 
noaic clone nbxb0020F03r, genoaic survey sequence. //0. 1 1 : 195.64//A 
Q258389 

R-NT2RP2004066//Huaan DNA sequence tst SEQUENCING IN PROGRESS see 
froa clone 134019. WORK INC ORAFT SEQUENCE. //7. 6e-l 1 0: 564: 9S//AL034 
555 

R-NT2RP2004081//PI asaodiua falciparua 307 chroaosoae 12 PFYAC492 g 
enoaic sequence. VORKINC DRAFT SEQUENCE, 5 unordered pieces. //0. 01 
2 : 503 : S7//AC005308 

R-NT2RP2004098//H. sapi ens CpG island DNA genoaic Nsel fragaent, cl 
one 133h3, reverse read cpgl 33h3. rtla. //7. 9e-25: 140: 100//Z6453O 
R-NT2RP2004124 

R-NT2RP2004142//CIT-HSP-2316F21.TR CIT-HSP Hoao sapiens genoaic cl 
one 23I6F21. genoaic survey sequence. //2. 8e-83: 409: 98// AQ034964 
R-NT2RP20041 52//HS_3065_A2_004_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3065 Col=8 Row=G. geno 
aic survey sequence. //2. 5e-62:304: 1 00//AQ1 37776 
R-NT2RP2004165//Anthocidar is crassispina aRNA for dynein beta-heav 
y chain, coaplete cds.//3.4e-20:343:65//D01021 

R-NT2RP2004170//MS SEQUENCING IN PROGRESS set Hoao sapiens chroao 
soae 4, BAC clone B33108: HTGS phase 1. VORKINC DRAFT SEQUENCE. 10 
unordered pieces.//2. 5e-89: 587 : 86//AC004064 
R-NT2RP2004172//Dictyostel iua discoideua LTR-retrotransposon Skipp 
er. partial genoaic sequence. 3' end.//0. 24:440: 60//AF01 7047 
R-NT2RP2004187//RPC1 1 1 -59E1 2. TK RPC H 1 Hoao sapiens genoaic clone 
R-59E12. genoaic survey sequence. //3. le-05: 175: 66// AQ1 981 20 
R-NT2RP2004I94 

R-NT2 RP20O4 1 96//Fugu rubripes GSS sequence, clone 076001 bE2. genoa 
»C survey sequence. //I. 6e-22: 1 78:71//AL026601 

R-NT2RP2004207//Hoao sapiens BAC clone GS421I03 froa Xq25-q26. coa 
plete sequence. //0. 19: 175: 64//AC00SO23 

R-NT2RP2004226//Huaan ONA sequence tee SEQUENCING IN PROGRESS tee 
froa clone Y313F4. VORKING ORAFT SEQUENCE. //6. Ie-17:445:64//AL0238 

08 

R-NT2RP2004232//N. ausculus (Balb/c) aRNA for serine/threonine prot 
ein kinase. //3. 2e-25: 326: 71//Z34524 

R-NT 2 RP20042 39/ /Hoao sapiens I ok aRNA for protein kinase, coaplete 
cd s . // 8 . 7 e- 1 08 : 56 3 : 94//AB0 1 57 1 8 

R-NT2RP2004240//Hoao sapiens antigen NY-CO-I (NY-CO-1) aRNA, coapl 

ete cds. //1 . 1 e-101 : 530 : 93//AF039687 

R-NT2RP2004242 

R-NT2RP2004245//Hoao sapiens DNA sequence froa PAC 4SSH14 on chroa 
osoae Xq21. 3-22.3. Contains genoaic aarker 0XS1203 with a CA repea 
t polyaorphisa. STSs and CSSs, coaplete sequence. //5. 1 e-08:236:65/ 
/AL023280 

R-NT2RP2004270//Lycopers icon esculentua Idh2 gene. //0. 98: 259:61//Y 
10603 

R-NT2RP2004300//Huaan DNA sequence ttt SEQUENCING IN PROGRESS tee 
froa clone I068F16, VORKING DRAFT SEQUENCE. //S. Oe-14: 396: 65//AL023 
913 

R-NT2RP2004316//Hoao sapiens EXT-like protein 2 (EXTL2) aRNA, coap. 
lete cds. //I . 5e-1 08 : 544: 96//AF00041 6 

R-NT2RP200432!//Caenorhabd i t is elegans cosaid F47B8, coaplete sequ 
ence. //0. 0078: 333: 61//Z77662 

R-NT2RP2004339//Hoao sapiens PAC clone 0JI136C13 froa 7q35-q36, co 
ap I et e sequence. //1 . 4e-75 : 306 : 86//AC005229 

R-NT2RP2004347//RPCI 1 1-90N1 1. TJ RPCII1 Hoao sapiens genoaic clone 
R-90N11. genoaic survey sequence. //2. 9e-87: 494: 92// AQ284548 
R-NT2RP2004364//Huaan DNA sequence froa clone 422F24 on chroaosoae 
6q24. 1-25. 2. Contains a novel gene siailar to C. elegans C02C2. 5. 
Contains ESTs. STSs and GSSs, coaplete sequence. //4. 2e-!0: 161 : 76/ 
/AL031010 

R-NT2RP2004365//P1 asaodiua falciparua chroaosoae 2, section 70 of 
73 of the coaplete sequence. //3. 6e-08: 483: 57//AE001 433 
R-NT2RP2004366//F. rubripes GSS sequence, clone 013BI6aF3. genoaic 
survey sequence. //2. le-05: 128:67//AL000528 

R-NT 2RP 20043 73//Hoao sapiens 12q24.2 BAC RPCI 1 I-407AI6 (Roswell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //0. 81 : 20 
S:62//AC006065 

R-NT 2 R P20O4 38 9/ /HS_2 1 83_B2_H04_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2183 Col=8 Row=P, geno 
aic survey sequence. //3. 9e-06: 82: 84//AQ063969 
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R-NT2RP2004392//Ceratovacuna sp. ai tochondr i at cytochroae oxidase 
I (3’ end), cytochroae oxidase II (coaplete cds) and transfer RNA- 
Leu gene.//2. 7e-06:495: SS//L39993 

R-NT2RP2004396//Hoao sapiens BAC clone RG135C18 froa 7q21, coaplet 
e sequence. //6. 4e-1 11:572: 9S//AC0QS! 64 

R-NT2RP2004399//Arabidops is thaliana chroaosoae I BAC FI IMIS genoa 
ic sequence, coaplete sequence. //O. 13: 253: 64//AC00608S 
R-NT2RP2004400//HS_3238_A2_HU_T7 CIT Approved Huaan Genoa. c Spera 
Library 0 Hoao sapiens genoaic clone Plate-3238 Col=22 Ro»=0, gen 
oaic survey sequence. //S. le-23: 162 : 89//AQ2H412 
R'NT2RP2004412//Saccharoayces douglasii ai tochondr i at cytochroae c 
oxidase subunit I (COXI) gene, coaplete cds.//2. 6e-09:4S8:60//M97 
514 

R-NT2RP200442S//Huaan DMA sequence froa clone 1 052119 on chroaosoae 
Xq25. Contains the SH20IA gene for SH2 doaain protein 1A, Duncan’ 
s disease (lyaphoprol iterative syndroaa) (DSHP), part of a 60S Aci 
die Ribosoael protein I (RPLP1) LIKE gene and part of a aouse 00C4 
LIKE gene. Contains ESTs and CSSs, coaplete sequence. //0. 99:481 : 5 
6//AL0227I8 

R-NT2RP2004476//Rat tus norvegicus activity and neurotransai tter-in 
duced early gene 6 (ania-6) aRNA. 3' UTR.//5. 3e-99:600:90//AF03009l 
R-NT2RP2004490//Hoao sapiens chroaosoae 16, PI clone 94-10H (LANL 
), coaplete sequence. //3. 9e-1 1 5: 575: 97//ACOOS591 
R-NT2RP2004SI 2//PI asaod iua f al ciparua MAL3P3, coaplete sequence.// 
0.00034: 51 7 :58//Z98547 

R-NT2RP2Q04523//Hoao sapiens clone DJ0B00G07, coaplete sequence.// 
1. 8e— 115: 57 1 : 97//AC0048S0 

R-NT2RP2004538//Hoao sapiens BAC done RG318C1I froa 7p)4-p15, coa 
plete sequence. //1. 7e-47:322:87//AC00509! 

R-NT 2RP2004 55 1 //Hoao sapiens Xp22 bins 45-47 BAC GS1S-66SN22 (Ceno 
ae Systeas Huaan BAC Library) coaplete sequence. //0. 035: 51 1 : 58//AC 
005184 

R-f1T2RP2004568//T7C20-Sp6 TABU Arabidopsis thaliana genoaic clone 
T7C20. genoaic survey sequence. //0. 70:446: 54//B08766 
R-NT2RP2004580//Huaan DBA sequence *** SEQtENCING IN PROGRESS ••• 
froa clone 1 3681, WORKING DRAFT SEQUENCE. //2. 2e-S3: 397: 74//AL03 176 

8 

R-NT2RP2004587//C l T-HSP-2376P22. TF CIT-HSP Hoao sapiens genoaic cl 
one 2376P22, genoaic survey sequence. //0. 0079: 223: 63//AQ1 08976 
R-NT2RP2004594//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-24 
8F7, coaplete sequence. //S. 3e-10:493:62//AC004605 
R-NT2RP2004600/ /Hoao sapiens full length insert cONA clone ZE04E0 
6. //2. 1 e-70 : 343 : 99//AF086522 

R-NT2RP2004602//Hoao sapiens full length insert cONA clone YV26E0 

9. //2. Oe-96 : 528 : 93//AF086033 

R-NT2RP20046I4 

R-NT2RP2004655//Hoao sapiens aRNA for leucine rich protein. //7. Se- 
ll 7: 587 : 96//AJ00629I 

R-NT2RP2004664//Hoao sapiens aRNA for KIAA0460 protein, partial cd 
s. //I . 8e-IOS: 520: 96//AB007929 

R-NT2RP2004675//Huaan elastin (ELN) gene, partial cds. and LIN-kin 
ase (LINK!) gene, coaplete cds. //3. 4e-22: 197: 79//U6372I 
R-NT2RP2004681//Rat notch 2 aRNA.//8. 0e-30: 276: 78//M9366I 
R-NT2RP2004689//Hoao sapiens aRNA for KIAA062S protein, partial cd 
s.//1.6e-U8: 600: 96//AB0I452S 

R-NT2RP2004709//Hoao sapiens full length insert cDNA clone ZD42A0 
8. //3. 5e-14: 1 39: 86//AF0862S9 

R-NT2RP2004710//Huaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 126A5, WORKING DRAFT SEQUENCE; //6. 9e-l17: 592: 96//AL03I4 

47 

R-NT 2 RP2G04736/ /Hoao sapiens aRNA for KIAA0478 protein, coaplete c 
ds. //4. 2e-1 17 : 594 : 96//AB007947 

R-NT2RP2004743//Plisaodiua fel ciparua 307 chroaosoae 12 PFYAC181 g. 
enoaic sequence. WORKING DRAFT SEQUENCE, 8 unordered pieces. //0. 5 
3 : 403 : 59//AC005505 

R-NT2RP2004767//Huaan 0NA sequence froa PAC 491M17 on chroaosoae I 
p36. 2-1p36. 3. //2. 0e-8l : S68:84//Z97988 

R-NT2RP2004775//Anopheles quadriaeculetus NADH dehydrogenase subun 
its (1-4, 4L. 5-6); cytochroae oxidase subunits (1-3); adenosine t 
ri phosphatase subunits (6, 8); cytochroae b; transfer RNA: ribosoaa 
I RNA (large and saal I subuni ts) .//4. 0e-08: 365: 62//L04272 
R-NT2RP2004791//Hoao sapiens chroaosoae 5, BAC clone 282B7 (LBNL H 
192), coaplete sequence. //7. 8e-t11 : 541 : 98//AC005216 
R-NT2RP 20047 99//Ho»o sapiens ATP-specific succinyl-CoA synthetase 
beta subunit (SCS) aRNA, partial cds.//2. 5e-l 14:564:96//AF058953 
R-NT2RP2Q04802 

R-NT2RP20048 1 6//Hoao sapiens H beta 58 hoaolog aRNA, coaplete cds. 
//Z. 7 e— 118: 584: 97//AF0541 79 

R-NT2RP2004841 //Huaan BAC clone RG308B22 froa 7q22-q31. coaplete s 
equence. //4. Oe-46 : 447 : 72//AC002089 
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R-NT2RP2O0486I//PI asaodiua falciparua HAL3PS, coaplete sequence.// 
0.19: 189: 66//AL034556 

R-NT2RP2004897//Huaan Chroaosoae X clone bVXDI87, coaplete sequenc 
e.//1. 1e-08:330:6l//AC004383 

R-NT2RP2004936//C1 T-HSP-2374L4. TF CIT-HSP Hoao sapiens genoaic clo 
ne 2374L4, genoaic survey sequence. //0. 99: 129:6S//AQ1 10571 
R-NT2RP2004959//P1 asaod iua falciparua HAL3P6, coaplete sequence.// 
0.014: 402: 61//Z98551 

R-NT2RPZ004961//RPCI 1 1-45P2. TK RPCI1I Hoao sapiens genoaic clone 
R-45P2, genoaic survey sequence. //9. 3e-90: 453: 97//AQ202282 
R-NT2RP2004962//Ctenorhabdi tis elegans ONA *»* SEQUENCING IN PROCR 
ESS ♦*» froa clone Y40H4, WORKING DRAFT SEQUENCE. //0. 017:291 : 6 1//A 
L022573 

R-NT2RP2004967//Hoao sapiens clone RG228D17. WORKING DRAFT SEQUENC 
E. 2 unordered pieces.//4.6e-52:496:77//AC005077 
R-NT2RP2004978/ /Hoao sapiens chroaosoae 19, cosaid FZ3269. coaplet 
e sequence. //0. 088: 322: 63//AC0056 1 4 

R-NT2RP2004982//Hoao sapiens BAC clone BK085E05 froa 22ql2. 1-qter. 
coaplete sequence. //0. 025: 339:61//AC003071 

R-NT2RP2004985//T31H24TF TABU Arabidopsis thaliana genoaic clone T 
31H24, genoaic survey sequence. //0. 40: 1 1 1 : 70//B78148 
R-NT2RP2004999//HOBO sapiens clone NH0084K19, WORKING DRAFT SEQUEN 
CE. 30 unordered pieces.//0. 23: I $7 : 68//AC005682 
R-NT2RP2005000 

R-NT2RP2005001//Hoao sapiens aRNA for KIAA0615 protein, coaplete c 
ds.//3. 0e-l 1 1 : 577 : 95//AB01 4515 

R-NT2RP2005003//Hoao sapiens Xp22-132-134 BAC GSH8-S90J15 (Genoae 
Systeas Huaan BAC library) coaplete sequence.//2. 4e-21 :246: 77//AC0 
04673 

R-NT2RP200501 2//Hoao sapiens SEC63 (SEC63) aRNA. coaplete cds.//9. 
5e-l 1 5 : 568 : 97//AF1001 41 

R-NT 2 R P200 50 1 8/ /HS_3 1 08_B 1 _E09_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3108 Col =17 Row=J, gen 
oaic survey sequence.//!. 9e-31 : 222: 89//AQ1 04050 
R*-NT2RP2005020//Rat tus norvegicus cationic aaino acid transporter- 
1 (CAT-1) aRNA. coaplete cds.//6. Se-41 : 566 : 73//U70476 
R-NT2RP2005031//CIT-HSP-516A2. TV CIT-HSP Hoao sapiens genoaic cion 
e 516A2. genoaic survey sequence. //4. le-31 : 357: 75//B49897 
R-NT2RP200S037 

R-NT2RP2005038//Sequence 5 froa patent US 5552281. //2. 2e-32: 178:98 
//1 25644 

R-NT2RP2005108//Bus ausculus orphan nuclear horaone receptor (CAR) 
gene, coaplete sequence. //3. 7e-23: 475: 67//AF009326 
R-NT2RP20051 I6//H000 sapiens aRNA for KIAA0664 protein, partial cd 
S. //8. 4e-104: 518: 97//AB0 14564 

R-NT2RP20D51 26//H. sap i ens aRNA for RNA hel icase (Bye-regulated dea 
d box protein). //1. 4e-67: 464: 85//X98743 
R-NT2RP20051 39 

R-NT2RP2005140//Leishaania aexicana aaazonensis kinetoplast (clone 
29) aaxicircle A+T-rich repetitive ONA sequence. //7. 9e-08: 460:60/ 
/UO01O1 

R-NT2RP200S144//Hoao sapiens chroaosoae 12pl3.3 clone RPCI1I-372B 
4, WORKING DRAFT SEQUENCE. 129 ordered pieces. //2. 5e-103: 519: 96//A 
C00S911 

R-NT2RP2005 1 47//Hoao sapiens clone D31125K23. WORKING DRAFT SEQUEN 
CE, 21 unordered pieces. //0. 068: 100:75//AC004971 
R-NTZRP2QQ5I 59//C ITB I -E 1 -2S06A8. TF CITBI-E1 Hoao sapiens genoaic c 
lone 2S06A8, genoaic survey sequence. //0. 90: 1 I3:71//AQ262104 
R-NT2RP2005I62//Hoao sapiens chroaosoae 17, clone HCIT307AI6, coap 
lete sequence. //5.0e-l4:1 83 : 75//AC003041 

R-NT2RP200SI6B//Hoao sapiens aRNA for ElB-5SkDa-assoc iated protei 

n. //7.5e-100:S13:9S//AJQ07509 

R-NT2RP2005204 

R-NT2RP2005227//Hoao sapiens PAC clone DJ090SJ0B froa 7p!Z-p14, co 
aplete sequence. //7. 2e-1 19: 583 : 97// AC0051 89 

R-NT2RP200 5 23 9/ /Hoao sapiens aRNA for putative tRNA splicing prote 
in. par t i a I . //8. 4e-62 : 3 1 2 : 98//AJ01 0952 

R-NT2RP2Q05254/ /Hoao sapiens DNA sequence froa PAC 262012 on chroa 
osoae 1 q2 3. 3-24.3. Contains a Tenascin (Hexabrachion, Cytotactin, 
Neuronectin, Byotendinous ant igen) -LIKE gene and a ai tochondr i a l/c 
hloroplast 30S ribosoaa I protein SI4-LIKE gene proceeded by a CpG 
island. Contains ESTs. genoaic aarker D1S2691 and STSs.//5. 7e-Q9:3 
28:62//Z99297 

R-NT2RP2005270//PI asaod iua falciparua BAL3P8. coaplete sequence.// 
2. 3e-05: 355:6I//AL034560 

R-NT2RP2005276//Genoaic sequence for Arabidopsis thaliana BAC F17F 
8, coaplete sequence. //0. 0014: 541 : 58//ACOOOI 07 
R-NT2RP2005287//Cavia porcetlus zinc finger protein (zfoCI) aRNA, 
coap lete cds. //4. 4e-69 : 459 : 86//L26335 

R~NT2RP2005288//Hoao sapiens RCCl-like G exchanging factor RLG aRN 
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A. complete cds.//7.4e-124:594:98//AF060219 

R-NT2RP2005289//Hoao sapiens aRNA for XRP2 protein. //I. Se-t 10:545: 
96//AJ 007590 

R-NT2RP2005293//Lei shaani a aexicana aaazonensis kinetoplast (done 
29) aaxictrcle A+T-rich repetitive DNA sequence.//!. Ie-I2:554:61/ 
/U00101 

R-NT2RP200S31 S//Hoao sapiens DNA sequence froa PAC 1 68L1 S on chroa 
osoaa 6q2G-27. Contains RSX3 gene, ribosoaal protein S6 kinase. ES 
T. CSS, STS. CpG island, coaplete sequence. //9.5e-l 5:218: 77//AL022 
069 

R-NT2RP200532S//Rat tus norvegicus LIM hoaeodoaain protein (LH-2) a 
R«A sequence. //2. Oe-72 : 478: 88//L06804 

R-NT2RP200S336//**tALU VARNING: Huaan A!u-J subfaaily consensus se 
quence.//7. 3e-33: 139: 82//U1 4567 

R-NT2RP2005344//Huaan DNA sequence froa PAC I28N22 on chroaosoae X 
q25-Xq26. 3. contains STS. //0. 094:451 :60//Z97629 
R-NT2RP2005354//Hoao sapiens aRNA for putative thioredoxin-l ike pr 
otein. //I. 3e-M :89:96//AJ01084! 

R-NT2RP2005360//Hoao sapiens clone RC023M5. WORKING DRAFT SEQUENC 
E. 1 unordered pieces. //0. 046 : 266: 60//AC005049 
R~NT2RP2D05393//Hoao sapiens chroaosoae 17, clone hRPK. 85_B_7, co 
aplete sequence. //6. Oe-41 : 226: 86//AC005695 
R-NT2RP2005407 

R-NT2RP2005436//Pol istes annularis (clone panll7AAT) tandea repeat 
region. //0. 039: 169:63//L!0835 

R-HT2RP2005441//CI T-HSP-2338P5.TR CIT-HSP Hoao sapiens genoaic clo 
ne 233BP5, genoaic survey sequence. //3. 0e-38:263: 88//AQ055S48 
R-NT2RP2005453//C1 T-HSP-2367M1.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2367N1. genoaic survey sequence. //0. 67: 409: 59//AQ07984S 
R-NT2RP2005457//Hoao sapiens partial XPGC gene, exon 2.//2. 0e-42:3 
15:82//X71342 

R-MT2RP2005464//CI T-HSP-2359C16. TF CIT-HSP Hoao sapiens genoaic cl 
one 2359CI6, genoaic survey sequence.//!. 0:251 :60//AQ0758!6 
R-NT2RP20Q5465//Drosoph i I a aelanogas ter, chroaosoae 2R. region 440 
1-44D2, PI clone DS08616, coaplete sequence. //0. 25: 288 :62//AC00545 
7 

R-NT2RP2005472//Chlorarachnion CCNP621 seal I subunit ribosoaal RN 
A, 5.8S ribosoaal RMA, large subunit ribosoaal RMA, U6 saall nucle 
ar RMA, saall subunit ribosoaal protein S13 (RPS13), pre-aRNA spli 
cing factor PRP 6 hoao log. saall subunit ribosoaal protein 4 (RPS 
4), saall nucleolar ribonucleoprotein E hoao log (snRNPE), ATP-depe 
ndent clp protease proteolytic subunit hoaolog (CLPP), putative RN 
A polyaerase II subunit (RMA POL II). and RNA helicase hoaolog (RMA 
HEL) genes, coaplete cds.//1.0:356:59//U585l0 

R-NT2RP2005476//P I asaod i ua fatciparua DNA at* SEQUENCING IN PROCRE 
SS «» froa MALI P3, I0RK IMG DRAFT SEQUENCE. //0. 00092: 421 :60//ALO 3 1 
746 

R-NT2RP2005490//Hoao sapiens clone NH0001P09. tORKING DRAFT SEQUEN 
CE, I unordered pieces. //6. 2e-7l : 187: 100//AC006030 
R-NT2RP2005491//paraaeciua species 5,311 at dna diaer: replication 
ini t. region.//!. 6e-10: 403: 62//K0091 7 
R-NT2RP200549S//Hoao sapiens clone RG037F03, V0RK1NG DRAFT SEQUENC 
E, 12 unordered pieces.//). 3e-25:208: 82//AC005051 
R-NT2RP2005496//Huaan ONA sequence froa clone 354N19 on chroaosoae 
6q22. Contains the 3’ part of the gene for Mannosy I -01 igosacchari 
de Alpha-l, 2-Mannosidase (Man(9)-alpha-aannosidase, EC 3.2.1.113). 
a Cytochroae C Oxidase Polypeptide I (EC 1.9. 3.1) pseudogene and 
a pseudogene siailar to 60S Ribosoaal Protein L13A. Contains genoa 
ic Barkers D6S287 and 06S1696. ESTs. STSs, CSSs and two CA repeat 
polyaorphisas, coaplete sequence. //1 . 5e-22: 196: 84//AL022722 
R-NT2RP2005498 

R-NT2RP200SS01//Hoao sapiens chroaosoae 17, clone hRPK. 269_G_24, c 
o aplete sequence.//!. 7e-29: 252: 76//AC005828 

R-NT2RP200S509//CIT-HSP-2060J6. TR CIT-HSP Hoao sapiens genoaic clo 
ne 2060J6, genoaic survey sequence. //3. le-53: 402: 84//B69979 
R-NT2RP200S52Q//Hoao sapiens chroaosoae-associated protein-E (hCA 
P-E) aRNA, coaplete cds. //9. 9e-109: 570: 94//AF092563 
R-NT2RP2005S25//Huaan clone JkA2 aRNA induced upon T-cell activati 
on, 3’ end. //5. 1 e-32: 1 75: 98//U38432 

R-NT2RP2005531//Hoao sapiens PAC clone DJ0870F17 froa 7q33-q36, co 
aplete sequence. //0. 94: 288: 61// AC00491 1 

R-NT2RP2005539//Hoao sapiens aRNA for NSI-binding protein (NS1-6P 
) . //I. 7e- 1 06 : 560 : 94//AJ0 1 2449 

R-NT2RP200S540//Hoao sapiens aRNA for KIAA0494 protein, coaplete c 
ds.//5. 3e-l 14: 583 : 96//AB007963 

R-NT2RP2005549//Hoao sapiens taa SEQUENCING IN PROGRESS sat, VORKI 
NG DRAFT SEQUENCE. //0. 9t : 287: S8//AJ01 1929 

R-NT2RP2005S55//Hoao sapiens I2p13. 3 PAC RPCIS-927J10 (Roswell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //3. 6e-0S: 
222 : 66//AC004804 
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R-NT2RP2005S57//Hoao sapiens PAC clone OJ 1 200 1 23 froa 7pl5. coaple 
te sequence. //8. 2e-22: 236 : 76//AC004996 

R-NT2RP2005S8 1 //Hoao sapiens clone DJ0693N11. VORK INC DRAFT SEQUEN 
CE, 7 unordered p»eces.//7.2e-45:286:85//AC006146 
R-NT2RP2005600//Huaan polyaorphic aicrosatell i te 0NA.//0. 043 : 304 : S 
8//M99148 

R-NT2RP200S605//Huaan Cosaid glS72c)90, coaplete sequence. //2. 4e-1 

7: 163:77//AC0001 26 

R-NT2RP2005620 

R-NT2RP2005622//jd432 Trypanosoae Shotgun Ml 3 genoaic Trypanosoaa 
brucei brucei genoaic clone 11B7, genoaic survey sequence. //0. OtO : 
308 :58//B1 3538 

R-NT2RP2005637//Hoao sapiens PAC clone DJ0555L14 froa 7q34-q36. co 
aplete sequence. //2. 5e-26:322: 72//AC00S996 

R-NT2RP2005640//Mus ausculus squaaous cell csrcinoaa antigen 2 (Sc 
ca2) gene, coaplete cds.//0. 030: 370:60//AF063937 
R-NT2RP200S645//Plasaodiua falciparua chroaosoae 2. section 3S of 
73 of the coaplete sequence. //3. 2e-08: 355: 62//AE001 398 
R-NT2RP2005651 

R-NT2RP2005654//Lei shaania aajor Friedlin cosaid L5769. coaplete s 
equence. //0. 96:216: 66//AL031 908 

R-NT2RP200S669//Hoao sapiens nitrilase hoaolog 1 (NIT1) gene, alte 
rnatively spliced product, coaplete cds. //6. 7e-11 7:594: 95//AF06998 

4 

R-NT2RP200S67S//Hoao sapiens growth suppressor related (DOC-IR) aR 
NA. coaplete cds.//l. 8e-89:434:98//AF0898t4 

R-NT2RP200$683//jd432 Trypanosoae Shotgun Ml 3 genoaic Trypanosoaa 
brucei brucei genoaic clone 1IB7, genoaic survey sequence. //0. 037: 
283 : 58//BI 3538 

R-NT2RP2005690/ /Hoao sapiens clone OJO425I02, VORK I NG DRAFT SEQUEN 

CE, 5 unordered pi eces.//l. 5e-38: 295: 83//AC005478 

R-NT2 RP 20056 94//P I asaod iua falciparua DNA M* SEQUENCING IN PR0GRE 

SS »»♦ froa contig 3-106. coaplete sequence. //0. 0026:41 4: 57//AL010 

210 

R-NT2RP2005701 

R-NT2RP200571 2//Hoao sapiens aRNA for KIAA0799 protein, partial cd 
s.//4. I e- 104: 503: 98//AB0 18342 

R-NT2RP200S71 9//Caeno rhabd i t i s elegans cosaid LLC1 . complete seque 
nce.//0.83:275:61//282277 

R-NT2RP2005722//Huaan DMA sequence tst SEQUENCING IN PROGRESS »*• 
froa clone 228H13. WORKING DRAFT SEQUENCE.//!. 2e-21 : 1 99:7S//AL03I9 
85 

R-NT2RP2005723 

R-NT2RP2005726//Hoao sapiens clone DJ0609NI9. WORKING DRAFT SEQUEN 
CE. 3 unordered pi eces. //2. 6e-64: 503: 82//AC004842 
R-NT2RP2005741 //Huaan Chroaosoae II pac pDJ393o!5. WORKING DRAFT S 
EQUENCE. 8 unordered pieces. //2. 5e-0 9: 261 : 64//ACOOO 384 
R-NT2RP2Q05748//RPCI 1 1-64KI 1 . TK RPCI1I Hoao sapiens genoaic clone 
R-64K11, genoaic survey sequence. //0. 00039:215: 66//AQ23931 3 
R-NT2RP2005752//Hoao sapiens TNFR-related death receptor-6 (DR6) a 
RNA. coaplete cds. //I. 3e-40:223:96//AF068868 

R-NT2RP2005753//Hoao sapiens 1-1 receptor candidate protein aRNA, 
coep I e t e cds . //3. 7e- 1 03 : 494 : 98//AF0825 1 6 

R-NT2RP20057G3/ /Hoao sapiens DNA sequence froa PAC 510L9 on chroao 
soae 6p24. 1-p2S. 3.//9. 7e-34: 172: 86//AL022098 
R-NT2RP2005767//Huaan clone H3 aRNA. //2. 5e-21 : 1 79: 87//U03672 
R-NT2RP2QOS773//HS_2I68_B1_G12_MF ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-2168 Co I =23 Row=N, gen 
oaic survey sequence. //0. 99: 2!2:63//AQ086414 

R-NT2RP200577S//Rabbi t aRNA for endopeptidase, coaplete cds.//4.8 
0-98:591 :88//DI 33 10 

R-NT2RP200S7BI//S t r eptoayces sp. genoaic DNA for sarcos ine oxidas 
e.//0. 0! 9:384 :S9//D1 0623 

R-NT2RP2005784//Huaan DNA sequence *♦* SEQUENCING IN PROGRESS tat 
froa clone I185NS. WORKING DRAFT SEQUENCE. //!.8e-1 02: 490 :99//AL034 
423 

R-NT2RP20058Q4/ /Hoao sapiens chroaosoae 17, clone hRPK. 147_L_I3, c 
oaplete sequence. //6. 3e-16:481 :63//AC005332 

R-NT2RP20058!2//Caenorhabdi t is elegans cosaid F15B10.//0. 81: 147:63 

//AF036696 

R-NT2RP20058I5 

R-NT2RP200S835 

R-NT2RP2005841 //Huaan DNA sequence froa cosaid U209G1 on chroaosoa 
e X. //I . 5e-26 : 5 1 2 : 64//Z6B873 

R-NT2RP200S853//Huaan ONA sequence froa clone 1156N12 on chroaosoa 
e X. Contains an STS and CSSs, coaplete sequence. //3. 7e-16:340:64/ 
/AL009047 

R-NT2RP2005857//Huaan DNA sequence froa cosaid U246D9 on chroaosoa 
e X. Contains a histone H2B like pseudogene. //1 . 3e-09: 331 : 65//AL02 
1308 
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R-NT2RP2005859//Plasaodiua falciparua ONA **» SEQIENCING IN PROGRE 
SS *** froa contig 3-83, coaplete sequence. //O. 0097 : 363 : S9//AL01 01 
52 

R-NT2RP2Q05868//P I asaod i ua falciparua ONA *** SEQUENCING IN PROGRE 
SS at* froa contic 3-18, coapieta sequence.//!. 1e-07: 508: 60//AL008 
971 

R-NT2RP200S890//Mouse oncogene (ect2) aRNA, coapieta cds.//2. 7e-3 
1 : 500 : 67//L1 1316 

R-NT2RP200590t//Hoao sapiens T-cell receptor alpha delta locus fro 
a bases 752679 to 1000555 (section 4 of 5) of the Coapieta Nucleot 
ide Sequence. //0. 89: 276: 60//AE000661 
R-NT2RP2005908 

R-NT2RP2005933//Rattus norvegicus nucleoporin p54 aRNA, coaplete c 
ds. //I . 2e-40: 285: 80//U63840 

R-NT2RP2005942//Hoao sapiens ONA sequence froa PAC 14217 on chroao 
soae 6q21. Contains a Laainin Alpha 4 (LAMA4) LIKE gene coding for 
two alternatively spliced transcripts, a Tubulin 8eta LIKE pseudo 
gene, a Connective tissue growth factor (NOV, GIG) LIKE gene, A pr 
edicted CpG island. ESTs, STSs and genoaic aarker D6S416, coaplete 
sequence. //0. 0011: 480: 58//Z99289 

R-NTZRP2005980//Hoao sapiens Xp22 BAC GSH8-536K7 (Cenoae Systeas H 
uaan BAC library) coaplete sequence. //8. 9e-21 : 136:78//AC004618 
R-NT2RPZ006023//HS_2I76_B1_C10_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2176 Co 1 = 19 Ro*=F, gen 
oeic survey sequence. //2. 5e-66: 369: 95//AQ023 148 
R-NT2RP2006038//PI asaod iua falciparua chroaosoae 2. section 6 of 7 
3 of the coaplete sequence. //0. 00029 : 408 : S8//AE001 369 
R-NT2RP2006043//Pol istes annularis (clone panl!7AAT) tandea repeat 
region. //0. 032:195: 62//L 1 0835 

R-NT2RP2006052//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 genoaic sequence. VORKING DRAFT SEQUENCE. 14 unordered pieces.// 

0. 11:263:61//AC005I40 
R-NT2RP2006069 

R-NT2RP200607I//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC1 122 
genoaic sequence. VORKING DRAFT SEQUENCE, 3 unordered pieces. //0.0 
0044: 333:61//AC004709 

R-NT2RP2006098//P I asaod i ua falciparua DNA ate SEQUENCING IN PROGRE 
SS *** froa contig 3-77. coaplete sequence. //4. 1e-09: 393: 62//AL010 
151 

R-NT2RP2006!00//HS_2020_A2_H02_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2020 Co I =4 Row=0. geno 
aic survey sequence. //8. 3e-53:304: 92//AQ228761 
R-NT2RP2006103//Rat sod iua-hydrogen exchange protein-isofora 3 (NH 
E-3) aRNA. coaplete cds.//1. Se-16: 199:79//M85300 
R-NT2RP200614I 

R-NT2RP2006166//Huaan Chroaosoae 16 BAC clone CIT987SK-A-S89H1 , co 
ap I e t e s equ enc e . //8 . 2 e-48 : 3 29 : 76//AC00 2045 

R-NT2RP2006184//RPCI1 1-6016. TP RPCI-11 Hoao sapiens genoaic clone 
RPC I -1 1 -601 6. genoaic survey sequence. //0. 52: 273: 61//B49539 
R-NT2RP2006166//Hoao sapiens aRNA for KIAAQ6S4 protein, partial cd 
s . //1 . 9e- 1 08 : 55 3 : 95//AB0 1 4SS4 

R-NT2RP2006196//PI asaod iua falciparua ONA «** SEQUENCING IN PROGRE 
SS **» froa contig 3-57, coaplete sequence. //4. 2 e-05: 420: 59//AL008 
981 

R-NT2RP2006200//Hoao sapiens chroaosoae I2pl3.3 Clone RPCI1-96H9, 
WORKING DRAFT SEQUENCE. 66 unordered pieces.//2. 1e-100:409:96//ACO 
06057 

R-NT2RP2006219//H. sapiens aRNA for DCCR6 protein. //3. 8e-93: 532: 90/ 
/X 96484 

R-NT2RP2006237//P. falciparua PK1 gene. //2. 9e-08: 481 : 59//X83707 
R-NT2RP2006238//Huaan chroaosoae 16 BAC clone Cl T987SK-A-962B4, co 
aplete sequence. //3. Se-79:405:89//U91318 

R-NT2RP 20062 58//Huaan PAC clone DJ0899B2I froa 7plS-p2l, coaplete 
sequence. //2. 2e-08 : 283 : 63//AC004008 

R-NT2RP200626I//H. sapi ens aRNA for ser ine/threonine protein kinase 
ENK.//6. 2e-l 3 : 234 : 68//X97630 

R-NT2RP200631 2//Hoao sapiens BAF57 (BAF57) gene, coaplete cds.//2. 
Ot-IOB: 542 : 97//AF035262 

R-NT2RP200S320//347J 16. TV8 CIT978SKAI Hoao sapiens genoaic clone 
A-347JI6, genoaic survey sequence. //1. 2e-27: 215: 65//B1 7768 
R-NT2RP2006321 //Huaan karyopherin beta 3 aRNA, coaplete cds.//1.7 
e-48: 298 :90//U72761 

R-NT2RP2006323//Huaan DNA sequence SEQUENCING IN PROGRESS *** 
froa clone 702 J 19. VORKING DRAFT SEQUENCE. //2. 8e-1 04: 524: 96//AL033 
531 

R-NT2RP2006333//Hoao sapiens PAC clone DJ0808A01 froa 7q21.1-q31. 

1, coaplete sequence. //3. 9e-33: 298: 78//AC004893 
R-NT2RP2006334 

R-NT2RP2006365//RPCI 11-721 15. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-72115. genoaic survey sequence. //2. 6e-35: 217: 92//AQ267043 
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R-NT2RP2006393//*** SEQUENCING IN PROGRESS tat Hoao sapiens chroao 
soae 4. BAC clone B13E4: HTGS phase 1, VORKING DRAFT SEQUENCE. 10 
unordered p i sees. //8. 0e-40 : 317 : B1//AC004046 

R-NT2RP2006436//Huaan ONA sequence *** SEQUENCING IN PROGRESS *** 
froa clone Y738F9, WORKING DRAFT SEQUENCE. //3. 2e-42: 184: 86//AL0223 
45 

R-NT2RP2006441//PI asaod iua falciparua aicrosatellita TA80 sequenc 
e. //0. 0002 1:188: 68//AF0 1 0568 

R-NT2RP20O6454//P1 asaod iua falciparua chroaosoae 2. section 60 of 
73 of the coaplete sequence. //0. 30: 265: 60//AE001423 
R-NT2RP2006456//Hoao sapiens clone 23566 aRNA sequence. //2. 5e-!Q4: 
532 : 96//AF052098 

R-NT2RP2006464//Hoao sapiens aRNA for AND-1 protein. //6. 6e-1 08: 52 
4: 97//AJ006266 

R-NT2RP2006467//Sequence 50 froa patent US 5691 147. //8. 3e-22 : 235: 7 
4// 1 76222 

R-NT2RP2006472//Huaan DNA sequence tae SEQUENCING IN PROGRESS ttt 
froa clone 1172A22. VORKING DRAFT SEQUENCE. //5. 4e-t2:407:62//AL034 
386 

R-NT2RP2006534//Dictyostei iua discoideua actin 8 gene. 3' UTR. //O. 
44: III: 6S//M25216 

R-NT2RP2006554//PI asaod iua falciparua chroaosoae 2. section 7 of 7 
3 of the coaplete sequence. //0. 19: 392: 58//AEOOI 370 
R-NT2RP2006565//Sus scrofa SCAMPI gene, exon 9.//1. 5e-1 3:292 :68//A 
J 223742 

R-NT2RP2006 571 //Hoao sapiens chroaosoae 19, cosaid F17972. coaplet 
e sequence. //0. 0024: 409 : 58//AC004660 

R-NT2RP2006573//Huaan BRCA2 region. aRNA sequence CG005. //3. 3e-I6: 
334:64//U50532 

R-NT2RP2006598//Mus ausculus retinoid X receptor interacting prote 
in (R I P1 10) aRNA. partial cds.//t.6e-l9:448:64//U2201S 
R-NT2RP3000002//Huaan ONA sequence froa cosaid NI04C7 on chroaosoa 
e 22. coaplete sequence. //4. 4e-14: 501 :63//Z82246 
R-NT2RP300Q031//Hoao sapiens aRNA for histone deacetyl ase- 1 ike pro 
tein (JM2l).//5. 9e-l 1 5: 560: 97//AJ01 1972 

R-NT2RP3000046//Hoao sapiens clone 0J0042M02. VORKING DRAFT SEQUEN 
CE, 20 unordered pieces. //3. 9e-57:402:83//AC0O599S 
R-NT2RP3000047//Hoao sapiens chroaosoae 17, clone hRPK. I 38_P_22, c 
oaplete sequence.//!. 0: 158: 66//AC005697 

R-NT2RP3000050/ /Huaan ONA sequence M* SEQUENCING IN PROGRESS **a 
froa clone 45IB21. VORKING DRAFT SEQUENCE. //I. 7e-32 : 41 1 : 69//AL0335 
22 

R~NT2RP30000$5//Huaan DNA sequence at* SEQUENCING IN PROGRESS at* 
froa clone 1000N6, VORKING DRAFT SEQUENCE. //7. 9e-1 7: 309: 69//AL0343 

78 

R-NT2RP3000072//Brassi ca rapa DNA for S-locus glycoprotein, coaple 
te cds.//2. 9e-07:516:60//D88192 

R-NT2RP3000080//Hoao sapiens clone 0J1129D05, coaplete sequence.// 
1. 7e-27: 186: 90//AC005630 

R-NT2RP3000085//Arab idops i s thaliana acetyl-CoA carboxylase bioti 
n-containing subunit aRNA, nuclear gene encoding chloroplast prote 
in, coaplete cds.//0. 0051 :289: S9//U23155 

R-NT2RP3000109//HS_3065_A2_D04_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=306S Col=8 Ro*=G. geno 
aic survey sequence. //2. Se-62 : 304: 1 00//AQ1 37776 
R-NT2RP3000134//PI asaod iua falciparua DNA t«t SEQUENCING IN PROGRE 
SS #** froa MALI P3. VORKING DRAFT SEQUENCE. //0. 027 : 414: S7//AL03 174 
6 

R-NT2RP3000I 42//Hoao sapiens aRNA for KIAA0592 protein, partial cd 
S.//3. 8e-l IS: 578: 96//AB01 1 164 

R-NT2RP3000149//Hoao sapiens chroaosoae 17, clone hRPK. 332_H_18, c 

oaplete sequence. //I. 3e-67: 354: 95//AC005746 

R-NT2RP3000I86 

R-NT2RP30001 97//Huaan ONA sequence froa PAC I8TNI on chroaosoae X 
contains ESTs, STS poiyaorphic CA repeat*. //2. Se-31 : 295: 78//Z82899 
R-NT2RP3000207//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-9S 
4B10. coaplete sequence. //0. 016:305:61//AC004514 
R-NT2RP30Q022Q//RPC1 1 1-6307. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-6307. genoaic survey sequence. //0. 25: 1 18:66//AQ201832 
R-NT2RP3000233//PI asaod iua falciparua aRNA for aajor aerozoite sur 
face antigen gpl 95. //3.2e-11 : 440: 59//X1 5063 

R-NT2RP3000235//Nus ausculus chroaosoae 6 clone TB6 subclone TB6pD 
l.//0.8t:114:64//U19S30 

R-NT2RP3000247//Hoao sapiens DNA sequence froa clone 326L12 on chr 
oaosoae Xq27. 1-27. 3. Contains the cancer/testis antigen CT7 (aelan 
oaa-tssociated antigen HAGE-C1) gene, tao MACE faaily pseudogenes, 
STSs and a CA repeat polyaorphisa, coaplete sequence. //4. 8e-73: 36 
2: 86//AL023279 

R-NT2RP3QQ0251//Hoao sapiens chroaosoae 17. clone hRPK. I92_H_23, 
coaplete sequence. //0. 025: 131 :66//AC005726 
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R-NT2RP30002S2 

R-NT2RP3000255//HS-1025-B2-F08-MF. abi CIT Huaan Genoaic Spera Libr 
ary C Homo sapiens genoaic clone Plate=CT 804 Co I = 1 6 Row=L. genoai 
c survey sequence. //Q. 67: 1 1 9: 66//B34879 
R-NT2RP3000267 

R-NT2RP3000299//Rat tus norvegicus aRNA for Crk-associated substrat 
e, pi 30. complete cds.//1. 2e-23:42«:69//029766 
R-NT2RP300031 2//PI asaod iua falciparum HAL3P4. coaplete sequence.// 
0. S5: 414: 59//AL008970 

R-NT2RP3000320//H$_3056_A1_C03_IIR CIT Approved Human Genoaic Sperm 
Library D Hobo sapiens genoaic clone Plate=3056 Col=S Row=E, geno 
aic survey sequence. //A. I e-32: 214: 89//AQ1 34064 
R-NT2RP3000324//Rattus norvegicus potassium channel regulator I aR 
NA. coaplete cds.//l . 5e-22: 26S: 75//U78090 

R-NT2RP3000333//PI asaod iue falciparum MAL3P6, coaplete sequence.// 
0.68: 460 :S7//Z98551 

R-NT2RP3000341//H. sapiens aRNA for TIM17 preprotein translocase.// 
I. 4e-l 9: 137: 90//X97544 

R-NT2RP3000348//C1TBI-E1-2S13C1I.TF CITBI-E1 Homo sapiens genoaic 
clone 2S13CI1. genoaic survey sequence.//0. 0014:1 18 :72//AQ2781 77 
R-NT2RP3000350 

R-NT2RP3000359//Hoao sapiens clone NH0319F03, WORKING DRAFT SEQUEN 
C£, 3 unordered pieces.//2. 8e-5S: 320: 7S//AC006039 
R-NT2RP3000361//Hoao sapiens aRNA for KIAA0SS2 protein, coaplete c 
ds.//0. 18: 275:6 1// ABO 1 1 124 

R-NT2RP3000366//CIT-HSP-2317H13.TF CIT-HSP Hoao sapiens genoaic cl 
one 2317H13, genoaic survey sequence.//6. 7e-42:214: 100//AQ041 634 
R-NT2RP3000397//HS-101 2-B1-F0I-MR. abi CIT Human Genoaic Sperm Libr 
ary C Hoao sapiens genoaic clone Plate=CT 787 Cold Row=L, genoaic 
survey sequence.//0. 015:1 84 : 63//B31 814 
R-NT2RP3000403//Hoao sapiens forain binding protein 21 aRNA. coapl 
ete cds. //I . 3e-109: S29: 98//AF071185 

R-NT2RP300041 8//Huaan DNA sequence **# SEQUENCING IN PROGRESS see 
from clone 510B21, WORKING DRAFT SEQUENCE. //6. 2e-1 5:445 :6S//AL031 8 
85 

R-NT2RP3000433 

R-NTZRP3000439 

R-NT2RP300Q441 

R-NT2RP300Q449//Huaan DNA sequence *M SEQUENCING IN PROGRESS *** 
froa clone 1018D12, WORKING DRAFT SEQUENCE. //l.6e-43: 300: 76//ALD31 
650 

R-NT2RP30004SI//3' untranslated region of huaan aRNA for a K+ chan 
net protein. //0. 71:101: 66//E1 3519 

R-NT2RP30004S6//Huaan Xq28 cosaids U126G1, U142F2. U69B6. U145C10. 
U169A5. U84H1 , U24D12. U80A7. U153E6, L3S48S. and R7-163A8 contai 
ning iduronate 2-sulfatase gene and pseudogene, coaplete sequence. 
//5. 2e-l 6:376 :65//AF01 1889 

R-NT2 R P 3 000484/ /Huaa n DNA sequence a** SEQUENCING IN PROGRESS **» 
froa clone 120C22, WORKING DRAFT SEQUENCE. //0. 61 : 326: 58//AL03 1 847 
R-NT2RP3000487//Sequence 32 froa patent US 5476781. //8. 6e-08: 409: 6 
1//I 16692 

R-NT2RP300Q51 2//RPCM 1-60FI5. TK RPCI11 Hoao sapiens genoaic clone 
R-60F15, genoaic survey sequence. f/l. 2e-68: 379: 93//AQ201 516 
R-NT2RP3000526//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 377F16, WORKING DRAFT SEQUENCE. //4. 1 e-07 : 224: 6S//Z93 783 
R-NT2RP3000S27//H$_3228_AI_H07_T7 CIT Approved Huaan Genoaic Sperm 
Library D Hoao sapiens genoaic clone Plate=3228 Co 1 = 13 Row=0, gen 
oaic survey sequence. //4. Se-30: 184: 93//AQ2091 31 
R-NT2RP3000531//T6H24-Sp6 TAHU Arabidopsis thaliana genoaic clone 
T6M24. genoaic survey sequence. //0. 67:88 :68//AQ248538 
R-NT2RP3000542//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** * 
froa clone 126B4. WORKING DRAFT SEQUENCE. //2.0e-24: 145: 82//AL02231 
6 

R-NT 2RP3 00056 1 / /Hoao sapiens PAC clone DJ0942I16 froa 7q1t, coaple 
te sequence. //6. 1e-107: 548: 95//AC006012 

R-NT2RP3000562//HS_2041 _BI JE08_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2041 Col=15 Row=J, gen 
oaic survey sequence. //9. 6e-5S: 279: 98//AQ230207 
R-NT2RP3000578//PI asaod i ua falciparum DNA *** SEQUENCING IN PROGRE 
SS M* froa con tig 3-105. coaplete sequence. //0. 00060:356: 58//AL01 
0212 

R-NTZRP3000S82//Hoao sapiens chroaosoae 17, clone hCIT. 468_F_23, W 
ORKING DRAFT SEQUENCE. 3 unordered pieces. //4. 2e-29:282:67//AC0O46 
66 

R-NT2RP3000584//Huaan PAC clone DJ222H0S froa Xq25-q26. coaplete s 
equence. //7. 4e-44: 245: 78//AC002377 

R-NT2RP3000590//Arabidops is thaliana chroaosoae tl BAC T31EI0 geno 
aic sequence, coaplete sequence. //0. 66:341 : 59//AC004077 
R-NT2RP3000592//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC181 g 
enoaic sequence, WORKING ORAFT SEQUENCE, 8 unordered pieces. //0. 02 
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2:491 :56//AC005S05 

R-NT2RP3000596//HS_3Q2S_A1J>t1JIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=302S Col =21 Row=G. gen 
oaic survey sequence. //2. 6e-21 : 161 :88//AQI01452 
R-NT2RP3000S99//P I asaodiua falciparua HAL3P8, coaplete sequence.// 
1 . 3e-D9 : 543 : 58//AL034560 

R-NT2RP3000605//Hoao sapiens chroaosoae 19. cosaid F20900. coapl et 
e sequence. //S. 6e-1 15: 554: 98//AC0Q6 1 28 

R-NTZRP3000622//HOBO sapiens chroaosoae 12p13. 3. WORKING DRAFT SEQ 
UENCE. 27 unordered pieces. //0. 1S:233:63//AC00S414 
R-NT2RP3000624//C I T-HSP-2022D4.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2022D4. genoaic survey sequence.//!. 0: 166: 66//B64262 
R-NT2RP3000628//Huaan BAC clone GSI88P18, coaplete sequence. //5. 3 
e-56; 384.83//AC0001 15 

R-NT2RP3000632//Huaan cycl in-selective ubiquitin carrier protein a 
RNA, coaplete cds.//4. Oe-61 :438:85//U73379 

R-NT2RP3000644//Hoao sapiens ONA froa chroaosoae 19p13.2 cosaids R 
31240. R30272 and R28549 containing the EKLF, GCDH. CRTC. and RAD2 
3A genes, genoaic sequence.//!. Oe-43: 408: 77//AD000092 
R-NT2RP3000661//F. rubr ipes CSS sequence, done 148D22bB9, genoaic 
survey sequence.//2. 7e-17:234:69//AL005927 

R-NT2RP3000665//Huaan chroaosoae II 46b2 cosaid, coaplete sequenc 
e. //2. 1 e-42 : 526 : 72//U7364S 

R-NT2RP3Q0068S//HS_3007_A2_F02_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone P!ate=3007 Col=4 Row=K. geno 
aic survey sequence.//1.6e-101 :506:97//AQ1 18425 
R-NT2RP3000690//P I asaodiua falciparua MAL3P6, coaplete sequence.// 
1. 3e— 13:411 : 6 1 //Z9S55 1 
R-NT2RP3000736 

R-NT2RP3000742//Rattus norvegicus phospholipase C delta-4 aRNA. co 
aplete cds.//0. 0071 : 231 :65//U1665S 

R-NTZRP3000753//Hoao sapiens DNA sequence froa BAC 5SC20 on chroao 
some 6. Contains a Spinal Kuscular Atrophy (SMA3) LIKE gene overla 
pping with a beta-glucoronidase LIKE pseudogene. Contains a aeabra 
ne protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydroge 
nase (GAPOH) LIKE pseudogene, five predicted tRNA genes. Contains 
ESTs. GSSs (BAC end sequences) and a CA repeat polyaorphi sa, coapl 
ete sequence. //0. 88: 366 :56//AL02 1368 

R-NT2RP3000759//HS_2055_A2_D09_IIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=205S Col=18 Row=G, gen 
oaic survey sequence. //0. 45: 251 :6D//AQ234828 

R-NT2RP300081$//Hoao sapiens chroaosoae 17. done hRPK. 209_J_20. c 
oaplete sequence, f/l. 0e-20: 293: 72//AC005822 

R-NT2RP3000825//P I asaodiua falciparua MAL3P6, coaplete sequence.// 
0.0044: 325 :62//Z98551 

R-NT2RP3000826//Huaan ONA sequence *** SEQUENCING IN PROGRESS tee 
froa clone 117715, WORKING DRAFT SEQUENCE. //5. 3e-2S:37S:72//AL0223 
15 

R-NT 2 R P 3 0008 36//Hua an ONA sequence «*• SEQUENCING IN PROGRESS *** 
f row done Y214H10, WORKING DRAFT SEQUENCE.//!. 3e-l 9: 181 : 81//AL022 

344 

R-NT2RP3Q00841//Howo sapiens, done hRPK.I_A_1, coaplete sequence. 
//0. 20: 226 : 6I//AC0061 96 

R-NT2RP3000845//Hoao sapiens chroaosoae 19, cosaid R33632, coaplet 
e sequence. //6. 8e-91 : 512 : 92//AC005781 

R-NT2RP 3000847//*** ALU WARNING: Huaan Alu-Sp subfamily consensus s 
equence. // 7. 9e-38: 1 79:86//Ul 4572 

R-NT2RP3000850//Hoao sapiens BAC done GS166A23 froa 7p21. coaplet 
e sequence. //4. 4e-48: 505: 75//AC005014 

R-NT2RP 300085 2//Huwan DNA sequence *** SEQUENCING IN PROGRESS *** 
from clone 97P20, WORKING DRAFT SEQUENCE. //2. 9e-82: 31 1 : 98//AL031 29 
7 

R-NT2RP3000859 

R-NT2RP 300086 5//Huwan DNA sequence from clone 23K20 on chromosoae 
Xq25-26. 2 Contains EST, STS, GSS, complete sequence. //1. 2e-1S:482: 
63//AL0221 53 

R-NT2RP3000868//Frui tf ly strain g20 mitochondrial DNA, A+T-rich re 
gion, partial sequence. //0. 00045: 260 : 59// A8003097 
R-NT2RP 300086 9//Human DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 330012. WORKING DRAFT SEQUENCE. //0. 0058: 172: 64//AL03 173 
1 

R-NT2RP3000875//H. sapiens /Hepatitis B virus fusion aRNA for meva 

lonate kinase. //I . 4e-99: 531 : 93//X7531 1 

R-NT2RP300090I 

R-NT2RP3000904//Genomic sequence for Arabidopsis thaliana BAC T7N 
9, coaplete sequence. //0. 32: 261 : S7//AC000348 

R-NT2RP300091 7//P I asaodiua falciparua HAL3P7, coaplete sequence.// 
0. 00092 : 456 : 58//AL034559 
R-NT2RP300091 9 

R-NT2RP3000968//H. sapiens aRNA for ribosoaal protein S15a.//4. 5e-2 
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4: 375: 7I//X84407 

R-NT2RP3Q00980//Hoao sapiens chroaosoae 17. clone hRPK. 855_0_21. c 
oaplete sequence. //O. 36:186: 62//AC006079 

R-NT2RP3Q00994//P I asaodiua falciparua 307 chroaosoae 12 PFYACB8-42 

0 genoatc sequence. VORKING DRAFT SEQUENCE, 14 unordered pieces.// 
0.00052:41 3 :60//AC005 140 

R-NT2RP300I004//Saccharoayces cerevisise VAR1 gene, ai tochondriai 
gene encoding ai tochondriat protein. 3' processing site, partial s 
equence. // 1.1 e-07 : 330 : 64//U32857 

R-NT2RP3001007//P I asaodiua falciparua DNA m SEQUENCING IN PROGRE 
SS *** froa contig 4-82, coaplete sequence. //0. 045: 286: 61//AL01 025 
5 

R-NT2RP30010S5//Huaan DNA sequence froa PAC 27K14 on chroaosoae Xp 
1 1. 3-Xpl 1.4. Contains aonoaaine oxidase 8 (HAOB) , ESTs and polyaor 
phic CA repeats. //2. 3e-56 : 348 : 91//Z9S1 25 

R-NT2RP300 1 057//H. sapiens HZF4 aRNA for zinc finger protein. //8. 2 
e-84 : 531 : 86//X78927 

R-NT2RP300 108 1 //PI asaodiua falciparua DNA ♦** SEQUENCING IN PROGRE 
SS at* froa HAL1P3, VORKING DRAFT SEQUENCE. //1. 1e-08: 537: 60// AL031 
746 

R-NT2RP3001084 
R-NT2RP3001096 
R-NT2RP3001 1 07 

R-NT2RP3001 1 09//Nuaan Chroaosoae 1$q26.t PAC clone pDJIOkS contain 
ing huaan DNA polyaerase gaaaa (polg) gene, coaplete sequence. //7. 
4e-62: 272:7 3//AC0053 1 6 
R-NT2RP3001 1 1 1 
R-NT2RP3001 1 13 

R-NT2RP3001 1 1S//Hoao sapiens PAC clone DJ0905J08 froa 7p12-p14, co 
aplete sequence. //7. 2e-1 12: 550: 97//AC005189 

R-NT2RP3001 1 16//C1T-HSP-22B2K23. TR CIT-HSP Hoao sapiens genoaic cl 
one 2282K23. genoaic survey sequence. //0. 0001 3: 160: 69//AQ002011 
R-NT2RP300t I19//Huaan DNA sequence froa clone 612B18 on chroaosoae 
1q24-25.3 Contains exon froa gene siailar to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (DYN II). ESTs, STS. GSS. CpC 1st 
and. coaplete sequence. //5. 9e-99: 497: 96//AL03 1864 
R-NT2RP300I 1 20 

R-NT2RP300I 126//PI asaodiua falciparua HAL3P7, coaplete sequence.// 
0. 03S : 266 : 56//AL0345S9 
R-NT2RP3001 133 

R-NT2RP3001 140//Hoao sapiens aRNA for KIAA0762 protein, partial cd 
S.//8. 1e-1 14: 549: 97//AB018305 

R-NT2RP3001 1 47//Hoao sapiens chroaosoae 17, clone HCIT187M2. coapl 
e te sequence. //0. 69:198: 63//AC004448 

R-NT2RP3001 IS0//Huaan DNA sequence *** SEQUENCING IN PROGRESS »* 
froa clone 423822. VORKING DRAFT SEQUENCE . //2 . 4e- 1 08 : 542 : 97//AL034 
379 

R-NT2RP3001 155//Hoao sapiens aRNA for AND-1 protein. //2. 9e-l 16:56 
3: 98//AJ006266 

R-NT2RP3001 176//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence. VORKING ORAFT SEQUENCE. 4 unordered pi eces. //0. 44: 
227 : 62//AC004GB8 

R-NT2RP3001214//Borrel ia burgdorferi plasaid lp2S. coaplete plasai 
d sequence. //0. 0023:381 : 61//AE000785 

R-NT2RP3001216//RPCI11-18C15. TPC RPCI-11 Hoao sapiens genoaic cion 
a RPC I — 1 1 -18C15, genoaic survey sequence. //7. Oe-29: 167: 97//B88077 
R-NT2RP300 1221 //Hoao sapiens clone 14503. VORKING DRAFT SEQUENCE, 

1 ordered pi eces. //0. 020: 211 : 63//AC005827 

R-NT2RP3001 232//Hoao sapiens DNA sequence froa PAC 124C6 on chroao 
soae 6q21 . Contains genoaic aarker D6S1603, ESTs. GSSs and a STS a 
i tl) a CA repeat pol yaorphisa. coaplete sequence. //2. 7e-08: 390:62// 
AL02I326 

R-NT2RP3001 236//RPCI1 1 -25C1 7. TXBR RPCI-11 Hoao sapiens genoaic clo 
no R PCI-1 1-25C17, genoaic survey sequence. //9. 5e-4l : 21 7: 88//AQ0I40 
03 

R-NT2RP3001239//Huaan aicrotubule-associated protein IB (NAP1B) ge 
ne, coaplete cds. //2. 9e-21 :438: 63//L06237 

R-NT2RP300I 245//Hoao sapiens DNA sequence froa PAC 964D12 on chroa 
osoaa 1q24-q25. Contains EST. GSS. //0. 00026 : 439: S9//AL0Z1 398 
R-NT2RP3001 253//HS_3002_A2_H1 2_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-3002 Col=24 Row=0, gen 
oaic survey sequence. //0. 98: 1 90: 63//AQ2SI 982 
R-NT2RP3001 260 

R-NT2RP3001 268//Hoao sapiens clone DJ0959C21, VORKING ORAFT SEQUEN 
CE. 2 unordered pieces. //0.012:509:57//AC004936 
R-NT2RP3001 272//Hoao sapiens BAC clone NH016IH12 froa 7pI4-pl5, co 
aplete sequence. //2. 2e-22: 1 34: 87//AC005589 

R-NT2RP3001274//Sequence 11 froa Patent V095I 7522. //0. 0058: 133:66/ 
/A4534I 

R-NT2RP300128t//Huaan DNA sequence froa PAC 52DI on chroaosoae Xq2 



1. Contains CA repeats, STS.//4. 4e-S5: 558: 76//Z96811 
R-NT2RP3001307//HS_2058_AI_CQ6_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2058 Co I = 1 1 Row=E. gen 
oaic survey sequence. //7. 2e-33: 260: 86//AQ30586B 
R-NT2RP3001 3l8//Hoao sapiens PAC clone 0J0649P17 froa 7qll.23-q21. 
coaplete sequence. //0 . 27 : 2 1 0 : 65//AC004848 
R-NT2RP3001325 

R-NT2RP3001 338//Rat tropoelast in gene, intron 17 (partial). //I. 0: I 
84: 64//N86367 

R-NT2RP3001 339//Hoao sapiens aRNA for KIAA0451 protein, coaplete c 
ds . //1 . 2e- 1 1 2 : 566 : 96//AB007920 

R-NT2RP3001 340//Hoao sapiens HNG box factor SOX-13 aRNA, coaplete 

cd S . //3. 2e-86 : 450 : 95//AF083 1 05 

R-NT2RP300I3S5 

R-NT2RP3001 374//HS_2184_A2_G04_BR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plite=2184 Col=8 Row=M, geno 
aic survey sequence. //3. 7e-IO: 101 : 84//AQ024647 
R-NT2RP3001 383//PI asaodi ua falciparua chroaosoae 2. section 34 of 
73 of the coaplete sequence. //7. 4e-07: 279: 63//AE001 397 
R-NT2RP3001 384//Hoao sapiens chroaosoae 19, cosaid R33907, coaplet 
e sequence. //4. 4e-75 : 382 : 97//ACOOS785 

R-NT2RP3001 392//HS_3Q78_B2_005_iR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3078 Col=IO Ro»=H, gen 
oaic survey sequence.//! . 0: 164: 64// AQ1 40587 

R-NT2RP3001 396//RPCI 11-63N18. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-63N18. genoaic survey sequence. //0. 14: 242:6 1//AQ238544 
R-NT2RP300I 398//Vus ausculus zinc finger protein (Zfp64) aRNA, coa 
ptete cds. //!. 8e-IO: 193: 72//U4 9046 
R-NT2RP300I 399 

R-NT2RP3001407//Caenorhabdi tis elegans cosaid 01046. coaplete sequ 
ence. //0. 0011: 392: 60//Z68I60 

R-NT2RP3001420//Huaan BAC clone GS165I04 froa 7q21, coaplete segue 
nee. //3. 7e-29: 41 2: 74//AC002379 

R-NT2RP3001426//Hoao sapiens clone 24616 aRNA sequence.//!. 1e- 1 04: 
550: 94//AF0S21 58 

R-NT2RP3001427//Caenorhabdi tis elegans cosaid K1 IDS. //0. 39: 174: 64/ 
/US31S2 

R-NT2RP300142B//Huaan nuclear pore coaplex-associated protein TPR 
(tpr) aRNA. coaplete cds.//t.4e-94:533:91//U69668 
R-NT2RP3001 432//Hoao sapiens DNA sequence froa PAC 164C20 on chroa 
osoaa 6q16. 1-22. 1. Contains ESTs and GSSs (BAC end sequences), coa 
ptete sequence. //2.5e-12:415:61//AL009029 

R-NT2RP300 1 447//Hoao sapiens PAC clone OJ0828B12 froa 7qI1.23-q21. 
1. coaplete sequence. //5. 6e-36 : 358: 77//AC004903 
R-NT2RP3Q01449//Hoao sapiens clone 24497 aRNA sequence. //t . Se-1 00: 
499 : 97//AF070630 

R-NT2RP3001453//Hoao sapiens clone DJ08S2024. VORKING DRAFT SEQUEN 
CE. 2 unordered p i eces. //4. 0e-47: 295: 86//AC004906 
R-NT2RP300I457 
R-NT2RP3001 459 

R-NT2RP3001472//Cri thidia fasciculata hinetoplast apocy tochroae b 
gRNA-aRNA chiaera, c lone : 24. //0. 33: 1 50: 66//D1 3030 
R-NTZRP3001490//P I asaodiua falciparua DNA tt* SEQUENCING IN PROGRE 
SS tt* froa contig 3-103, coaplete sequence. //Z. 3e-08: 483: 60//AL01 
0208 

R-NT2RP3001495//Huaan ox i doreductase (HHCNA56) aRNA. coaplete cds. 
//4. 4e-60 : 338: 93//UI 3395 

R-NT2RP3001497//Hoao sapiens aultiple aeabrane spanning receptor T 
RCB (TRC8) aRNA, coaplete cds. //2. 1 e-1 10:549: 97//AF06480I 
R-NT2RP3001 527//Huaan DNA sequence *** SEQUENCING IN PROGRESS tt* 
froa clone 1125A1I, VORKING DRAFT SEQUENCE.//5. 3e-32 : 310: 78//AL034 
549 

R-NT2RP3001S29//Huaan Chroaosoae X, coaplete sequence. //5. 5e-67: 28 
0: 93//AC002420 
R-NT2RP3001 538 

R-NT2RP3001 S54//Huaan aicrotubule-associ ated protein la (NAP1A) aR 
NA. coaplete cds.//7. 8e-1 6: 391 :62//U38292 

R-NT2RP3001 580//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence. VORKING DRAFT SEQUENCE. 4 unordered pieces. //0. 000 
26 : 456 : SB//AC004688 

R-NT2RP3001 587//Hoao sapiens HRIHFB21IS aRNA. partial cds.//5.6e-0 
8: 86: 88//AB01 5337 

R-NT2RP3001 589//Hoao sapiens chroaosoae 17, clone hRPK. 1096_G_20, 
coaplete sequence.//!). 066 : 360: 60//AC0054IO 

R-NT2RP3001 607//C1T-HSP-20I0N8. TR CIT-HSP Hoao sapiens genoaic clo 
ne 2010M8. genomic survey sequence. //0. 041 : 1 94: 67//B53490 
R-NT2RP300I 608//Huaan DNA sequence froa PAC 296K21 on chroaosoae X 
contains cytokeratin exon, del ta-aainolevul inate synthase (erythr 
oid): S-aainolevul inic acid synthase. (EC 2.3.1.37). 6-phosphof rue t 
o-2-ki nase/f rue tose-2, 6-b i sphospha t ase (EC 2.7.1.105, EC 3.1.3.46 
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). ESTs and STS.//0. 69: 151 :64//Z83821 

R-NT2RP300I621//Huaan DNA sequence f roe clone 24ol8 on chrososoae 
6p21. 31-22. 2 Contains zinc finger protein pseudogene, VNO-type olf 
actory receptor pseudogene, nuclear envelope pore aeabrane protei 
n. EST, STS, CSS, cosplete sequence. //I. 4e-46: 354: 83//AL02 1808 
R-NT2RP300 1 629//H. sapiens sieple DNA sequence region clone vglalO. 
//O. 99:137: 63//X76572 

R-NT2RP300I634//Hoao sapiens TRIAD1 type I eRNA, cosplete cds.//8. 

Se-1 08:541 : 9S//AFQ99149 

R-NT2RP3001642 

R-NT2RP300I646//HS_3218_A2_A0I_T7 CIT Approved Huaan Cenosic Spera 
Library D Hobo sapiens genoaic clone Plate=3218 Col=2 Row=A, geno 
sic. survey sequence.//2. So— 32 : 2 1 S : 91//AQ303003 

R-NT2RP3QQ1 67I//PI asaod iua falciparua DNA *e* SEQUENCING IN PROCRE 
SS *** from contig 3-88, cosplete sequence. //0. 018: 262 :61//AL0I01 5 
7 

R-NT2RP3001 672 

R-NT2RP3001676//Hoao sapiens cossid Q9SD4. chrososoee 21 5’ of IFN 
AR2.//2. 1e-48:413:77//AF03990S 

R-NT2RP3001678//RPC1 1 1-5QC17. TK RPC 1 1 1 Mono sapiens genosic clone 
R-50C17, genoaic survey sequence. //O. 15: 232: 62// AQ1 16359 
R-NT2RP300I679//Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-snail cell lung cancer , s 
egaen t 3/1 1 . //7. 8e- 1 04 : 549 : 95//AB020860 

R-NT2RP30O1 688//Hoeo sapiens PAC clone 0JI048B16 froa 7q34-q36, co 
aplete sequence. //S. 6e-41 : 291 : 86//AC00601 9 

R-NT2RP3001690//Plasaodiua falciparua chroaosose 2, section 52 of 
73 of the cosplete sequence. //3. 1e-07: 433: 59//AE00141 5 
R-NT2RP30OI 708//Hoso sapiens allele 14 fragile site locus (FRA108) 
ainisatel life sequence. //6. 0e-06: 237: 64//AF053523 
R-NT2RP30O1 71 2//C I TBI -El -251 6N9. TF CITBI-E1 Hoso sapiens genoaic c 
lone 251 6N9, genoaic survey sequence.//!. Se-95: 456: 99//AQ279562 
R-NT2RP300171 6//Hoao sapiens chroaosose T, clone 264.M. 20, cosplet 
e sequence. //0. 001 2: 346 :58//AC0D461 7 

R-NT2RP3001 724//Husan HepG2 3' region Mbol cDNA. clone hsd6a06a3./ 
/I. 3e-27: 163: 95/ /D1 7273 

R-NT2RP30O1 730//Husan DNA sequence ee* SEQUENCING IN PROGRESS *** 
froa clone tl1B22. VORKING DRAFT SEQUENCE. //7. 6e-43: 409: 76//Z98200 
R-NT2RP3D01 739 

R-NT2RP3001 752//Huaan clone 23774 aRNA sequence.//!. 9e-08: 104:84// 
U79279 

R-NT2RP3001 753//C I T-HSP-2379P2 I . TF CIT-HSP Hoao sapiens genosic cl 
one 2379P21, genosic survey sequence. //8.8e-06; 102: 78//AQ1 13378 
R-NT2RP3001 764 

R-NT2RP30O1777//Huaan sRNA for heparan sulfate proteagiycan (glypi 
can) . //0. 99:166:66//* 54232 

R-NT2RP3001 782//Hoao sapiens sRNA for KIAA0459 protein, partial cd 
s. //1 . 3e-1 1 1 : 549 : 97//AB007928 

R-NT2RP30O1 792//Mus susculus aye! in gene expression factor (MEF-2) 
aRNA, partial cds. //I. 6e-32: 266: 83//U1 3262 
R-NT2RP3001799//H. sapiens aRNA for 0X40 hoao logue. //8. 5e-44: 374; 79 
//X75962 
R-NT2RP3001 819 

R-NT2RP300I844//Caenorhabdi t is elegans cosaid C54G7.//0. 0042: 231 : 6 
3//U40410 

R-NT2RP3001854//PI asaod i us falciparua strain OdZ heat shock protei 
n 86 (HSP86) , 01 (ol), 03 (o3>. 02 (o2). CG8 (cg8), CG4 (cg4), CG3 
(cg3), CG9 (cg9), CGI (egl), CG6 (cg6). chloroquine resistance ca 
ndidate protein (cg2), and CG7 (cg7) genes, cosplete cds.//1.0:40 
4 : 59//AF030694 
R-NT2RP3001 855 

R-NT2RP3001 896//CI T978SK-A-636F10. TV CIT978SK Hoso sapiens genoaic 
clone A-636F10, genoaic survey sequence. //0. 001 2:68: 82// AQ1 16409 
R-NT2RP3001 898//Hoao sapiens Chroasose llplS. 5 PAC clone pOJ754h15 
containing cdk-inhibi tor p57/KIP2 (CDKN1C) gene, cosplete sequenc 
e. //0. 37 : 266: 65//AC005950 

R-NT2RP3001 91 S//Huaan BAC clone RG367017 froa 7p1S-p21. cosplete s 
equence. //0. 018: 144: 66//AC002486 

R-NT2RP300I 926//Husan polyadenylate binding protein (TIA-1) aRNA, 
cosplete cds.//2.4e-10:77: I00//M77142 
R-NT2RP3001 929 

R-NT2RP3001 93l//Hoso sapiens full length insert cONA clone YU73B1 
1 . //! . Oe- 1 1 0 : 562 : 96//AF087969 

R-NT2RP3001 938//Huaan DNA sequence froa PAC 447BI6 on chroaosoae X 
ql3. !-Xq13. 3.//0. 38: 386: S6//29S32B 

R-NT2RP3001 943//Hoao sapiens chroaosoae 5, PI clone 1076B9 (LBNL H 
14), cosplete sequence.//0.87:298:61//AC004S00 
R-NT2RP3001 944//Bos taurus clone CSSN0S6 satellite DNA sequence.// 
0. 009S: 76:7B//U03836 

R-NT2RP3001 969//Hoso sapiens chroaosose 12pl3.3 clone RPC J 1 1 -3S0L 



7, WORKING DRAFT SEQUENCE. 72 unordered pieces.//7.0e-l09:552:96// 
AC005844 

R-NT2RP300! 989//Caeriorhabd i t i s elegans cossid C01A2. cosplete sequ 
ence.//0. 15:11! :68//Z81 029 

R-NT2RP3002002//PI asaod iua falciparua 14-3-3 protein gene, partial 
cds. //0. 016:286: 60//AF06S987 

R-NT2RP3002004//H. sapiens sRNA for FAST kinase. //5. I e-41 : 335: 82//X 
86779 

R-NT2RP3002007 

R-NT2RP3002014//Huaan DNA sequence froa clone 228A9 on chroaosose 
22ql2. 3-13. 32 Contains 85 KDA CALCIUM- INDEPENDENT PHOSPHOLIPASE A 
2, EST, GSS, CpG island, coaplete sequence. //6. 6e-4l : 297: 86// AL022 
322 

R-NT2RP300Z033 

R-NT2RP3002Q45//Drosophi la aelanogaster fat protein (fat) gene, co 
splete cds. //0. 77 : 320: 60//M8QS37 

R-NT2RP3002054//Caenorhabdi t is elegans cosaid Y69H2. cosplete sequ 
ence. //0. 82 : 362 : 57//Z98877 

R-NT2RP3002056//F. rubr ipes GSS sequence, clone 020E22bF7. genosic 

survey sequence. //0. 010: 18S:63//Z87006 

R-NT2RP30020S7 

R-NT2RP3002062//Husan BAC clone RC356F09 froa 7p21, coaplete seque 

nee. //I . 7#-1 7 : 1 64 : 8 1//AC004002 

R-NT2RP3002063 

R-NT2RP3002081//HS_3082JU_C09_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-3082 Col = 1 7 Row=M, gen 
oaic survey sequenc e. //4. 2e-2S: 344: 73// AQ1 22260 
R-NT2RP3002097//HOSO sapiens Xp22-150 BAC GSHB-309P15 (Genoae Syst 
ess Huaan BAC Library) cosplete sequence. //2.6e-23:212:80//AC00621 
0 

R-NT2RP30021 02//Woao sapiens BAC clone RG290G13 froa 7q21, cosplet 
e sequence. //0. 43:168: 64//AC004746 

R-NT2RP3002 1 08//C I T-KSP-2346P1 6. TF CIT-HSP Hoao sapiens genoaic cl 
one 2346P16. genoaic survey sequence. //3. Se-08: 1 10: 78//AQ059071 
R-NT2 RP 3002 1 46//St rep tococcus gordoni i coapetence factor (coaC) an 
d histidine protein kinase (coaO) genes, cosplete cds. and respons 
e regulator (coa€) gene, partial cds.//0. 1 1 : 534: 55//U80077 
R-NT2RP3002!47//Huaan DNA sequence ttt SEQUENCING IN PROGRESS *«t 
froa done 329F2, WORK INC DRAFT SEQUENCE. //4. le-108: 551 :96//AL03l7 
10 

R-NT2RP3002151//llus susculus sRNA for Guanine Nucleotide Regulator 
y Protein, cosplete cds. //6. 8e-62: 347: 80//AB003503 
R-NT2RP3002163//Anol is pulchellus vitellogenin aRNA, partial cds./ 
/0. 77: 281 :63//U46857 
R-NT2RP3002165 

R-NT2RP3002166//D. sargus satellite DNA (clone PSE3). //0. 81 : 124:62/ 
/Z48711 

R-NT2RP3002 1 73 

R-NT2RP30021 8I//HS-1Q42-A2-F01 -MR. abi CIT Huaan Genoaic Spera Li br 
ary C Hoao sapiens genoaic clone Ptate=CT 824 Col =2 Ro«=K, genoaic 
survey sequence. //I. 3e-35: 305.81//B36980 
R-NT2RP3002244//Caenorhabd i t is elegans cosaid R1 1E3. //0. 0024: 393:6 
1//AF 100669 

R-NT2RP3002248//Huaan DNA sequence fros PAC 170A21 on chroaosoae 2 

2q12-qter contains ESTs. //0. 30:217: S3//Z82 1 89 

R-NT2RP3002255 

R-NT2RP3002273//Hoso sapiens BAC clone 393122 froa 8q21, coaplete 
sequence. //0. 84 : 463 : 57//AF0707 1 7 

R-NT2RP3002276//HS_2260_A1_MF_E07 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-2260 Co 1=13 Row=1, gen 
oaic survey sequence. //0. 0017: 198:63//AQ292491 
R-NT2RP3002303//Husan HNG-17 gene for non-histone chroaosoaal prot 
e i n HNG- 1 7. //7. 4e-93 : 51 0: 93//X 1 3546 

R-NT2RP30023D4//Huaan BAC clone GS188P18, coaplete sequence. //6. 3 
e-09:477 : S9//AC0001 1 5 

R-NT2RP3002330//PI asaod iua falciparua 3D7 chroaosoae 12 PFTAC69 ge 
nosic sequence, WORKING DRAFT SEQUENCE, 4 unordered pieces. //0. 08 
7 : 388: 58//AC004688 
R-NT2RP3002343 

R-NT2RP300235I//Hoao sapiens chroaosoae Y, done 264, W, 20. coeplet 
e sequence. //0 . 20 : 489 : S6//AC0046 1 7 

R-NT2RP3002352//Hoso sapiens sRNA for protein encoded by cxorf5 (7 
1 -7A) gene. //2. 4e- 1 04:516 : 94//Y1 5164 

R-NT2RP3D02455//Hoao sapiens sRNA for KIAA0678 protein, partial cd 

S.//4. 7e- 1 02: 524 :95//AB0 14578 

R-NT2RP3002484 

R-NT2RP300250I//Huaan DNA sequence froa PAC 92M18, BRCA2 gene regi 
on chroaosose 1 3q1 2-13 contains BRCA2 exons 25, 26 and 27 ESTs and 
STS.//5. 2e-17:232:75//Z73359 
R-NT2RP300251 2 
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R-NT2RP3002529//CIT-HSP-2340H2.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2340H2. genoaic survey sequence. //O. 81 : 266 : S8//AQ057387 
R-HT2 R P3 00 2 54 5/ /Hoao sapiens aRNA for KIAA0729 protein, partial cd 
s . //3 . 3e-82 : 438 : 94//AB0 1 82 72 

R-NT2RP3002549//Hed i cago truncatula ENBPt gene, exons I to 12. //0. 
95:381: 56//A J002479 

R-NT2RP3002566//HS_2036_A1 _D08_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2036 Coi=lS Row=G. gen 
oaic survey sequence. //O. 18: 162: 64//AQ230627 

R-NT2RP3002587//Hoao sapiens clone 0J1090E20. WORKING ORAFT SEGUE* 
CE. 4 unordered pieces. //5. 1e-15:2t3:73//AC0049S6 
R-NT2RP3002590//Arabidopsis tha liana genoaic OffA. chroaosoae S. PI 
clone: HXK3. coaplete sequence. //0. 00010: 431 : 59//ABQ1 9236 
R-NT2RP3002602//Mus ausculus stannin gene, coaplete cds. //1. 6e-20: 
339: 70//AF030522 
R-NT2RP3002603 

R-NT2 RP300263 1 / /Hoao sapiens chroaosoae 21 PAC RPCIP704A91 90Q2. // 
1.0:241 :S9//AJ006997 

R-NT2RP3002659//Rat sodi ua-hydrogen exchange protein-isofora 3 (NH 
E-3) aRNA. coaplete eds.//6. 8e-24:33l :76//N85300 
H-NT2RP3002660//H. sapi ens partial gene for progesterone receptor a 
nd Alu eleaent 0NA.//9. 8e-43: 273:82//Z49816 

R-NT2RP3002663//Lyanaea stagnalis 16S ribosoaal RNA gene, ai tochon 
drial gene encoding ribosoaal RNA. partial sequence. //0. 60:300:59/ 
/U82072 

R-NT2RP3002671//S. poabe chroaosoae III cosaid c553.//1.2e-20:399:6 
6//AL023704 

R-NT2RP3002682//RPC1 1 I-44K6. TJ RPC 1 11 Hoao sapiens genoaic clone 
R-44K6. genoaic survey sequence. //4.7e-09: 122: 77//AQ2024B1 
R-NT2RP3002687//P. falciparua coaplete gene aap of ptastid-like DMA 
(IR-B).//I. 1 e-07 : 494: 59//X95276 

R-NT2RP3002688//Huaan 7SL RNA sequence. //2. 7e-32 : 290: 79//I01037 
R-NT2RP30O2701 

R-NT2RP300271 3//Huaan ONA sequence *** SEQUENCING IN PROGRESS *♦* 
froa clone 167A19, fORKING DRAFT SEQUENCE. //0. 95 : 334: 59//AL031427 
R-NT2RP3002763//tt*ALU VARNING: Huaan Alu-J subfaaiiy consensus se 
quenc e. //3. 9e-40 : 288 : 85//U1 4567 

R-NT2RP3002770//R. prowajek i i genoaic ONA fragaent (clone A615F).// 
0. 21 : 174: 63//Z8271 0 

R-NT2RP3002785//Hoao sapiens PAC clone DJ0170D19 froa Xq23. coaple 
te sequence. //0. 78: 354: 59//AC004822 

R-NT2RP3002799//Hoao sapiens X-l inked anhidroitic ectoderaal dyspi 
asia protein gene (EDA), exon 2 and flanking repeat regions.//! . 1 
e-20 : 1 61 : 77//AF003528 

R-NT2 RP3002B 1 0//Caeno r habd i t is elegans cosaid F10D2.//0. 28:441 : 56/ 
/AF022972 

R-NT2RP3002818//HS_3053_A2_A08_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=30S3 Co 1 = 1 6 Ro»=A, gen 
oaic survey sequence. //0. 19: 220 :60//AQ13S025 

R-NT2RP3002861//P. falciparua coaplete gene aap of plastid-like DMA 
(I R-B) . //9. 3e-05: 41 4: 60//X95276 

R-NT2RP3002869/ /Hoao sapiens chroaosoae 19. cosaid F21967. coaplet 
e sequence. //0. 14: 165: 64//AC005256 

R-NT2RP3002876//Huaan DNA sequence SEQUENCING IN PROGRESS M* 
froa clone 50024, WORKING DRAFT SEQUENCE. //2. 6e~S9: 31 J : 96//AL03438 
0 

R-NT2RP30Q2877//Hoao sapiens Xp22 bins 87-93 PAC RPCII-I22K4 (Ros* 
ell Park Cancer Institute Huaan PAC Library) coaplete sequence.// 
4. 6e-24 : 42 2 : 63//AC003035 

R-NT2RP3002909//Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s. //4. 7e-1 09: 570 : 95//AB018314 

R-NT2RP30O291 I //Hoao sapiens BAC clone GS166A23 froa 7p21. coaplet 
e sequence. //3. I e-16 :47t : 64//AC005014 

R-NT2RP3002948//, coaplete sequence. //A. Se-94: 51 6: 93// AC005S00 
R-NT2RP3002953//Hoao sapiens chroaosoae 5. BAC clone 34J 1 5 (LBNL H 
169). coaplete sequence. //3. 4e-l 11 :566: 96//AC00S7S4 
R-NT2RP3002955//Plasaodiua falciparua chroaosoae 2. section 28 of 
73 of the coaplete sequence. //0. 1 9:424: 58//AE0O1 391 
R-NT2RP3002969//Rat aRNA for brain acyl-CoA synthetase II. coaplet 
e cds. //I. 1e-89:562:88//D30666 

R-NTZRP3Q02972//Steai th virus 5 clone Cl 3 1 1 T7 genoaic sequence.// 
1.0:122: 67//AF067482 

R-NT2RP3002978//Huaan DNA sequence *»* SEQUENCING IN PROGRESS •« 
froa clone 455J7. fORKING DRAFT SEQUENCE. //4. 8e-0S: 249: 63//AL03 173 
3 

R-NT2RP3002988//Huaan ONA sequence froa PAC 106H8 on chroaosoae tq 
24. Contains PHOSPHAT IDYL INIS I TOL-GLYCAN class C (PIC-C) and DYNAN 
IN-3 genes. Contains ESTs and STSs and a CpG is land. //0. 0097: 246:6 
7//Z97I95 

R-NT2RP3003008//Vus ausculus aajor hi s tocoapa t i b i I i ty locus class 
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Ml regions Hsc70t gene, partial cds: saRNP. G7A, NG23, NutS hoaol 
og, CLCP, NG24. NC25. and NG26 genes, coaplete cds; and unknown ge 
nes. //I . 9e-Z4: 1 88 : 78//AFI 09905 

R-NT2RP3003032//Arabidopsis thaliana (clone DV1) DNA retrotranspos 
on Tal 1-1 integration si te.//5. 3e-07:376:63//L4721t 

R-NT2RP30030S9//Hoao sapiens chroaosoae 3, clone hRPK. 1 65 l_1 6. co 

ap I ete sequence. //1 . 4e— 1 3 : 323 : 66//AC005669 

R-NT2RP3 00 3061 //Hoao sapiens aRNA froa HIV associated non-Hodgkin' 
s I yaphoaa (clone hll-10).//3.8e-42:265:91//Y16708 
R-NT2RP3003068//HS_32I4_B2_G09_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=32l4 Col=18 Row=N, gen 
oaic survey sequence. //0. 025: 207: 64// AQ1 81 894 
R-NT2RP3003071 //Human DNA sequence *** SEQUENCING IN PROGRESS *** 
froa done S10DI1. WORKING DRAFT SEQUENCE. //0. 00014: 329: 60//Z98044 
R-NT2RP3003078//T26A1TF TANU Arabidopsis thaliana genoaic clone T2 
6A1, genoaic survey sequence.//0.95:219:63//B270!3 
R-NT2RP300310I//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC812 g 
enoaic sequence, fORKING DRAFT SEQUENCE, 8 unordered pieces. //I. 4 
e-05 : 285 : 62//AC0041 53 

R-NT2RP3003I 2l//Hoao sapiens full length insert cDNA clone ZD6201 

0. //2. 1 e-47:242: 98// AF086 348 

R-NT2RP30031 33//Huaan DNA sequence *** SEQUENCING IN PROGRESS t« 
froa clone 228H13, WORKING DRAFT SEQUENCE. //I. 4e-21 : 1 99: 75//AL03 19 
85 

R-NT2RP3003138//Nouse k i f 4 aRNA for aicrotubule-based motor protei 
n KIF4, coaplete cds. //S. 1e-14: 287: 68//D1 2646 

R-NT2RP30031 39//Ral tus norvegicus kappa opioid receptor gene, exon 
4 and coaplete cdS.//l.5e-13:122:80//U17995 
R-NT2RP3003150 

R-NT2RP3Q031 57//Koao sapiens IZqIS BAC CSW-410F4 (Genome Systeas 
Huaan Bac Library) coaplete sequence. //S. 5e-42: 289: 74//AC005294 
R-NT2RP3003I85//KS_2058_A1_H03_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2058 Col=S Ro»=0. geno 
aic survey sequence. //0. 025: 52 :94//AQ231 298 

R-NT2RP30031 93//Hoao sapiens chroaosoae 17. clone hRPK. 628_E_I 2. c 
oaplete sequence. //4. 8e-40: 349:7 9//AC005701 

R-NT2RP3003I97//Huaan DNA sequence t** SEQUENCING IN PROGRESS »*« 
froa clone 36411. WORKING DRAFT SEQUENCE. //5. 2e-10: 180: 7I//AL031 31 
9 

R-NT2RP3003203//Nus ausculus IFN alpha-treated eabryonic fibroblas 
t aRNA. //I. Be-11 : 148: 77//U51 904 

R-NT2RP3003204//Huaan DNA sequence **» SEQUENCING IN PROGRESS *•* 
froa clone 892F13. WORKING ORAFT SEQUENCE. //6. 6e-4l : 282: 86//AL009I 
83 

R-NT2RP300321 2//Hoao sapiens full length insert cONA clone ZB91BI 

1 . //1 . 7e-6B : 363 : 9S//AF086 1 73 

R-NT2RP3003230//Caenorhabd i t i s elegans cosaid T12B5.//0. 0018:279:6 
4//AF 100307 

R-NT2RP3003242//Hoao sapiens chroaosoae 7 clone UWGC:g3586al60 fro 
a 7p1 4— 1 S. coaplete sequence. //I. 0: 346 :57//AC005272 
R-NT2RP3Q032S1//Hoao sapiens BAC clone RG060N22 froa 7q21, coaplet 
e sequence. //2. 5e-10: 436:6 2//AC003083 

R-NT2RP3003264//CIT-HSP-2296N7.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2296N7. genoaic survey sequence. //5. Be-05 : 308: 61//AQ005862 
R-NT2RP3003278//Huaan HepG2 partial cDNA. clone had3b1 1*5. //9. 4e-4 
7:302:89//017022 

R-NT2RP3003282//Koao sapiens dynaain (DNM) aRNA, complete cdS.//7. 
4e-l 01 : 550: 93//L36983 

R-NT2RP3003290//Huaan ONA sequence *** SEQUENCING IN PROGRESS *** 
froa done 460J8, WORKING ORAFT SEQUENCE. //3. Qe-22: 228: 78//AL03 166 
2 

R-NT2RP300330I 

R-NT2RP3003302//C 1 T-HSP-23 1 9H1 9. TF CIT-HSP Hoao sapiens genoaic cl 
one 2319H19. genoaic survey sequence. //I . 5e-69 : 367: 95//AQ034950 
R-NT2RP30O331 1//PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC181 g 
enoaic sequence, WORKING DRAFT SEQl£NCE, 8 unordered pieces. //5.1 
e-08: 398: 64//AC005505 

R-NT2RP300331 3//Caenorhabd i tis elegans cosaid F39B1, coaplete sequ 
ence. //0. 00022 : 436 : 58//Z69660 

R-NT2RP3003327//Hoao sapiens Chroaosoae 16 BAC clone CIT987-SKA-23 
7H1 'coaplete genoaic sequence, coaplete sequence. //I . 5e-l6 : 334: 7 
0//AC002287 

R-NT2RP3003330//Hoao sapiens full length insert cDNA YI24C02.//4. 4 
a-96:458: 99//AF0750I5 

R-NTZRP3003344//HS_3235_B2_H09_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3235 Col = l8 Roa=P, gen 
oaic survey sequence. //4. 1 e-18: 197:80//AQ303203 
R-NT2RP3003346 

R-NT2RP3003353//CI TBI-EI-2523B18.TR CITBI-E1 Hoao sapiens genoaic 
clone 2523B1B, genoaic survey sequence. //8. 3e-06: I30:73//AQ278834 
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R-NT2RP3003377//Hoao sapiens clone DJ0919J22. WORKING DRAFT SEQUEN 
CE. 34 unordered pieces. //I. 9e-97: 481 :94//AC005Sl 9 
R-NT2RP3003384//Hoso sapiens clone OJ0038IIO. WORKING ORAFT SEQUEN 
CE. S unordered pieces.//2. 3e-l0:226: 71//AC004820 
R-NT2RP30Q338S 

R-NT2RP3003403//Huaan DNA sequence froa clone 227L5 on chroaosoae 
Xpll. 22-11.3. Contains a Keratin, Type I Cytoskeletal 18 (KRT18, C 
YK18. KI8, CK18) pseudogene and an STS, coaplete sequence. //2. 8e-4 
0: 496 :72//AL03 1585 

R-NT2RP30Q3409//Ra t POU doaain factor (8rn-5) aRNA. //I . 5e-20: 375: 6 
8//L23204 

R-NT2RP30034I1//Huaan DNA sequence a** SEQUENCING IN PROGRESS as* 
froe clone 43814, WORKING DRAFT SEQUENCE. //I . 0: 1 80:61/7297635 
R-NT2RP3003427//RPC1 1 1-45J23, TJ RPC 1 11 Hoao sapiens genoaic clone 
R-45J23, genoaic survey sequence. //O. 82 : 1 62 : 69// AQ1 95566 
R-NT2RP3003433//Hoao sapiens BAC clone NH0044G14 froa 7q11. 23-21. 

1, coaplete sequence.//1 . 1e-10:379:61//AC006031 

R-NT2RP3003464//Hoao sapiens rab3-GAP regulatory doaain aRNA, coap 
lete cds. //I. 1 e-95:479: 96//AF004828 

R-NT2RP3003490//Houo sapiens aRNA for KIAA0725 protein, partial cd 
s. //I . 3e-1 00:527: 93//AB0 18268 

R-NT2RP3003491//PI asaodi ua falciparua chroaosoae 2. section 35 of 
73 of the coaplete sequence. //4.0e-08: 495 : 59//AE001 398 
R-NT2RP3003500//1. suaveolens ai tochondr ial ATP9 gene. //0. 0074: 514: 
S9//X77238 

R-NT2RP3003543//Huaan clone A9A2BRB7 (CAC) n/ (CTG) n repeat-containi 

ng aRNA. //I. 3e-31 : 21 7 : 88//U00952 

R-NT2RP3003552 

R-NT2RP3003555//Dic tyostel i ua discoideua interaptin (abpO) gene, c 

oaplete cds. //0. 98:321 :6J//AF057019 

R-NT2RP3003564 

R-NT2RP3003572//Huaan DNA sequence froa BAC 992D9 on chroaosoae 22 
q 1 2. 1 contains STS. //0. 0015: 507 : S9//AL008638 

R-NT2RP3003576//Huaan Chroaosoae 16 BAC clone CIT987SK-A-61E3, coa 
plete sequence. //I . 2e-39: 359: 79//AC003007 

R-NT2RP3003589//PI asaodi ua falciparua HAL3P8, coaplete sequence.// 

0. 01 4: 539: 58//AL034560 

R-NT2RP300362S//Huaan DNA sequence froa clone I042K1O on chroaosoa 
e 22q 13.1—13.2. Contains the ADSL gene for Adenylosuccinate lyase 
(EC 4.3.2. 2. Adeny losucc inase, ASL) and 4 novel genes (one with pr 
obable rabGAP doaains and Src hoao logy doaain 3). Contains ESTs, S 
TSs, GSSs and a putative CpG island, coaplete sequence. //I . 8e-44: 4 
48: 77//AL022238 

R-NT2RP3003656//Hoao sapiens chroaosoae 17, clone hRPK. 401_0_9, co 
aptete sequence. //0. 34:257:62//AC005291 

R-NT2RP3003659//0. fuscipennis I6S rRNA gene, par ti al . //0. 021 : 145: 6 
5//Z93701 

R-NT2RP30Q3665//HS_3078_B2_C09JIR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3078 Col=18 Row=F, gen 
oaic survey sequence. //I. 3e-75: 397: 95//AQ140580 
R-NT2RP3003672 
R-NT2RP3003686 

R-NT2RP30Q3701 //Huaan BAC done GS3I0A05 froa 7q21-q22, coaplete s 
equence. //6. 4e- 1 7 : 464 : 62//AC002452 

R-NT2RP3003716//Huaan ONA sequence *»» SEQUENCING IN PROGRESS **» 
froa clone 774G10, WORKING DRAFT SEQUENCE. //0. 00072: 425: 62//AL0344 
10 

R-NT2RP3003726//Hoao sapiens aRNA for KIAA0757 protein, coaplete c 
ds. //I . 7e-101 :492: 97//AB018300 

R-NT2RP3Q03746//Hoao sapiens Chroaosoae 16 BAC clone CIT987-SK502C 
10, coaplete sequence. //3. 7e-07: 217: 66//AC003009 
R-NT2RP300379S//Huain DNA sequence froa clone 505BI3 on chroaosoae 
1p36.2-36.3 Contains CA repeat and GSSs, coaplete s equence. //8. 1 
e-26 : 456 : 68//Z98052 

R-NT2RP3003799//cSRL- 1 38gl 0-u cSRL flow sorted Chroaosoae 11 spec i 
fic cosaid Hoao sapiens genoaic clone cSRL-138g)0. genoaic survey 
sequence. //4. 9e-09 : 1 1 7 : 77//801 736 

R-NT2RP3003800//Hoao sapiens tyrosine kinase pp60c-src (SRC) gene, 
exon 12 and partial cds.//2.8e-106:551 : 95//AF077754 
R-NT2RP30Q3805 

R-NT2RP3003809//Hoao sapiens full length insert cDNA clone YZ95A0 

1. //3. 6e-106: 533: 97//AF0861 07 

R-NT2RP300381 9//Huaan DNA sequence *** SEQUENCING IN PROGRESS •** 
froa clone 34606, WORKING ORAFT SEQUENCE. //6.0e-44: 288: 81 //Z84487 
R-NT2RP3003825//Uus doaesticus interleukin 1 receptor antagonist 
(IL-1RA) aRNA. //0. OOI4:410:58//H64404 
R-NT2RP3003828 

R-NT2RP3003831//t**ALU WARNING: Huaan Alu-J subfaaily consensus se 
quence. //2. 3e-4! : 289: 8S//U1 4567 

R-NT2RP3003833//Hoao sapiens clones 24718 and 24825 aRNA sequence. 
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// 1 . 6e- 1 08 : 54 1 : 97//AF070 6 1 1 

R-NT2RP3003842//Hobo sapiens Xp22 BAC 620F15 (Genaae Systeas BAC I 
ibrary) coaplete sequence.//!. 5e-46:457:74//AC002980 
R-NT2RP3003846//P I asaod i ua falciparua MAL3P3. coaplete sequence.// 
3. 5e-06 : 356 : 62//Z98547 

R-NT2RP3003870//Hoao sapiens full length insert cDNA clone ZD75HI 
t.//8. 2e-09:68: 98//AF086402 

R-NT2RP3003876//Huaan ONA sequence **# SEQUENCING IN PROGRESS *»* 
froa clone 1018DI2, WORKING ORAFT SEQUENCE. //0. 0027 : 180: 66//AL03 16 
50 

R-NT2RP3003914//Dictyostel iua discoideua ONA for transposable elea 

ent Tdd-3 tandea array. //0.029:234:62//X53439 

R-NT2RP3003918 

R-NT2RP3003932//Mus ausculus MRC OX-2 antigen hoaolog gene, exons 
2-5. and coaplete cds.//Q. 00087: 164:67//AF0292I 5 
R-NT2RP3003989 

R-NT2RP3003992//Sequence 1 froa patent US 559I825.//0. 56:235: 59//I 
33465 

R-NT2 RP 300401 3//HS_3Q18_A1_G09_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate=3018 Co 1 = 1 7 Row=N, gen 
oaic survey sequence. //0. 00026: 421 :60//AQ1t 9904 
R-NT2RP3004016//Drosophi la aelanogaster DNA sequence (Pis DS03465 
(D149) and 0S08544 (0187)). coaplete sequence. //4.8e-l 2: 308: 62//AC 
004532 

R-NT2RP3004041 //Huaan ONA sequence *»* SEQUENCING IN PROGRESS ♦** 
froa clone S98F2. WORKING ORAFT SEQUENCE. //0. 42: 190: 64//AL02 1579 
R-NT2RP3004051//Hoao sapiens chroaosoae 19. BAC C IT— B— 1 91 r»6. coap I 
ete sequence. //3. 6e-21 : 332: 69//AC006130 

R-NT2RP3004070//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence, WORKING DRAFT SEQl£NCE, 5 unordered pieces.//2.Q 
e-05:476: 57//AC005308 

R-NT2RP3004078//Hoao sapiens chroaosoae 19. cosaid R30335, coaplet 
e sequence. //2. Oe-86 : 486 : 93//AC005784 

R-NT2RP3004093//Huaan PAC clone 257C22A froa 13ql2-q13. coaplete s 
equence. //5. 3e-1 1 : 230: 69//AC002525 

R-NT2 RP3004095/ /Hoao sapiens clone NH0486I22, WORKING DRAFT SEQUEN 
CE. 5 unordered p»eces.//7. 5e-93: 551 : 92//AC005038 
R-NT2 RP3004 1 1 0/ /Hoao sapiens 12pl3.3 PAC RPCI 5-940)5 (Rosaell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //I . 6e- 104: 
317:1 00//AC006064 

R-NT2RP3004125//Pongo pygaaeus CT aicrosatel I i te, clone 13. froa t 
he tandealy repeated genes encoding U2 saali nuclear RNA (RNU2 loc 
us) .//0. 73: 168: 60//U36532 

R-NT2RP3004MS//Hoao sapiens full length insert cDNA clone ZE09H0 
3. //2. 3e-89 : 427 : 99//AF086542 

R-NT2RP30041 48//Ar abi dops i s thaliana chroaosoae It BAC T1B8 genoai 
c sequence, coaplete sequence. //0. 013: 1 34:70//U78721 
R-NT2 RP3004 1 55/ /Hoao sapiens PAC clone 0J0320JIS froa Xq23, coap I e 
te sequence. //3. 8e-10: 101 : 87//AC004081 

R-NT2RP3004206//Hoao sapiens clone DJ0794K2I, coaplete sequence.// 

I . 5e-06 : 442 : S7//ACOOS533 

R-NT2RP3004207//Mouse aRNA for seizure-related gene product 6. //I. 
7e-07 : 220: 69//D29763 

R-NT2RP3004209//Huaan cosaid Q7A10 (D21S246) insert ONA. coaplete 
sequence. //7. 3e-8 9 : 504 : 92//D42052 

R-NT2RP3004215//Caenorhabditis elegans cosaid FI1A6, coaplete sequ 
ence. //0. 018:353: 59//Z81 498 

R-NT2RP3004242//Plasaodiua falciparua chroaosoae 2, section 52 of 
73 of the coaplete sequence. //4. 5e-06:407:60//AE001 41 5 
R-NT2RP3004246//Hoao sapiens chroaosoae 10 clone Cl T987SK-1010K1 a 
ap 10q25, coapl ete sequence. //2. 8e-l05: 534: 97//AC005385 
R-NT2RP30042S3//RPCI I I-78J12. TJ RPC 1 1 1 Hoao sapiens genoaic clone 
R-78J12. genoaic survey sequence. //4. Oe-64: 382: 90//AQ28 1324 
R-NT2RP3004258//Rattus norvegicus Zis aRNA. coaplete cds.//7.0e-6 
O:417:84//AF013967 

R-NT2RP3004262//Wus ausculus heat shock protein hsp40-3 gene, coap 
lete cds.//2.7e-43:S28:73//AF092S36 

R-NT2RP3004334//Hoao sapiens chroaosoae 17, clone hRPC. 1 1 !0_E_20, 
coaplete sequence. //I. 4e-06:435:62//AC00423t 

R-NT2RP3004341 //Cl TBI-E1-2503F11.TR CITBI-E1 Hoao sapiens genoaic 
clone 2503F11, genoaic survey sequence. //0. 0018: 210: 65//AQ26 3365 
R-NT2RP3004348//Koao sapiens chroaosoae 17, clone hRPK.85_B_7. co 
aplete sequence.//7. 1 e-46: 340: 83//AC005695 

R-NT2RP3004349//Huaan DNA sequence »** SEQUENCING IN PROGRESS *** 
froa clone 11703, WORKING DRAFT SEQUENCE. //9. 4e-29: 263: 79//AL02099 
5 

R-NT2RP3004378//Huaan DNA sequence froa PAC 27K14 on chroaosoae Xp 

I I . 3-Xpl 1 . 4. Contains aonoaaine oxidase B (MAOB), ESTs and polyaor 
phic CA repeats. //2. 0e-67:422;90//Z9512S 

R-NT2RP3004399//HS_3046_A1_E02_NR CIT Approved Hunan Genoaic Spera 
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Library 0 Hobo sapiens genoaic clone Plate=3046 Col=3 Row= I , geno 
bic survey sequence. //0. 00014: 1 86:67//AQ1 3761 § 

R-NT2RP3004424//RPCI l 1-591 14. 7 J RPCI11 Hobo sapiens genoaic clone 
R-S9 1 14, genoaic survey sequence. //7. 4e-7! : 370: 9S//AQ20146I 
R-NT2RP3004428//Caenorhabditis elegans DMA *** SEQUENCING IN PROGR 
ESS ttt froa clone Y66A7. ffORK I NC DRAFT SEQUENCE. //O. 096 : 205 : 64//A 
L022282 

R-NT 2RP30044S I //Arabidopsis tha liana chronosofle II 8AC F15K20 geno 
aic sequence, coaplete sequence. //0. 0029: 396: 60// AC005824 
R-NT2RP30044S4//Hoao sapiens aRNA for KIAA0446 protein, coaplete c 
ds. //2. 9e-l06 : 52S : 98//AB00791 7 
R-MT2RP3004466 

R-NT2RP3004470//Hoao sapiens chroaosoae 5, Bsc clone Sa9 (LBNL H22 
0). coaplete sequence. //«. 3e-06:229: 64//AC00589S 
R-NT2RP3004472//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC1 383 
genoaic sequence, WORKING DRAFT SEQUENCE, 3 unordered pieces.//0. 8 
7:442: 59//AC00S504 

R-NT2RP3 00447 5//Hoao sapiens aRNA tor KIAA04S6 protein, partial cd 
s. //I . 6e-l 05 : 52 I : 97//AB007925 

R-NT 2 RP3 004480/ /Bus ausculus aaternal-eabryonic 3 (Nea3) aRNA, coa 
p I e te cds.//3. 9e-38 : 32 2 : 8 I//U47Q24 

R-NT2RP3004490//Hoao sapiens PAC clone I66H1 froa 12q, coaplete se 
quence. //4. 2e-96 : 527: 92//AC003982 

R-NT2RP3004498//Hoao sapiens clone OJ1I47A01. WORKING DRAFT SEQUEN 
CE. 25 unordered pieces.//2.3e-43:342:82//AC006023 
R-NT2RP3004503//Huasn cosaid g1S72c101, coaplete sequence. //2. 3e-2 
5 : 392 : 68//AC0003S7 ' 

X-NT2RP3004504//N. ausculus aRNA for CPEB protein. //1. 8e-28:387:70/ 

/Y082S0 

R-NT2RP3004S07 

R-NT2RP3004527//Ho«o sapiens chroaosoae 14, BAC CITB-135H17 conta 
ining the RAOStLI gene, coaplete sequence. //0. 68: 244: 62//AC0045I8 
R-NT2RP3004S34//Nouse oncogene (ect2) aRNA, coaplete cds.//2.6e-7 
9:525: 84//LI 1316 
R-NT 2 RP3 004 544 
R-NT2RP3004566 

R-NT2RP3004569//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYACI 1 22 
genoaic sequence. WORKING DRAFT SEQUENCE. 3 unordered pieces. //0. 9 
6:296: 58//AC0O47O9 

R-NT2RP3004572//Hoao sapiens BAC clone RG281G05 froa 7pl5-p2l. coa 
plate sequence. //8. 2e-l 2: 4S7: 63//AC0050B3 

R-NT2RP3O0457B//Moao sapiens aRNA for KIAA0477 protein, complete c 
ds. //2. 4e-97 : 488 : 96//AB007946 

R-NT2RP3004594//Hoao sapiens BAC clone NH0436H22 froa 2. coaplete 

sequence. //1 . 7e-IO; 368 : 61 //AC005234 

R-NT2RP3004617 

R-NT2RP30046 1 8//F 2H 1 6TF IGF Arabidopsis thsliana genoaic clone F2H 
16. genoaic survey sequence. //0. 96:212:64//B264f4 
R-NT2RP3004670//Hoao sapiens GN6ST aRNA for N-acety lglucosaaine-6- 
O-sul fotransferas e <GlcNAc6ST). coaplete cds.//2. 2e-55: 291 : 95//A8 
014679 

R-NT2RP4000D08//H. sapiens polyA site DNA sequence. //2. 5e-2S:202:85 
//Z24749 

R-NT2 RP40000 2 3/, /C I T-HSP-2 372A9. TF ClT-HSP Hoao sapiens genoaic clo 
ne 2372A9, genoaic survey sequence. //3. 6e-51 : 313: 89//AQU 2388 
R-NT2RP4000035//Hoao sapiens clone GS166C05, WORKING DRAFT SEQUENC 
E. 7 unordered pi eces. //4. 3e-69: 536 :8I//AC00501 5 
R-NT2R P4000049/ /Hoao sapiens TRAIL receptor 2 aRNA, coaplete cds./ 
/2. le-58: 289: 82//AF0I6266 

R-NT 2RP400005 1 //Hoao sapiens Chroaosoae 22qU.2 Cosaid Clone 20b I 
n DGCR Region, coaplete sequence. //0. 56: 462: S8//AC000074 
R-NT2RP4000078//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC357 g 
enoaic sequence, WORKING DRAFT SEQUENCE, 7 unordered pi eces. //0. 00 
02! : 460 : 60//AC005506 

R-NT2RP4000 ! 02//Hoao sapiens chroaosoae 5. PAC clone 17el9 (LBNL H 
148), coaplete sequence. //!. 6e-0l: 518: 58//AC004648 
R-NT2RP4000! Q9//Hoao sapiens aRNA for MEGF5. partial cds.//3. Se-10 
6 : 536 : 96//AB01 1 538 

R-NT2RP40001 29//Hoao sapiens aRNA for K I AA0483 protein, partial cd 

s . //I . I a- 1 1 0 : 554 : 97//AB007952 

R-NT2RP4000147 

R-NT2RP40001 50//Rat proto-oncogene (Ets-1) aRNA. coaplete cds.//3. 

5t-46 : 395 : 83//L206B1 

R-NT2RP400015I 

R-NT2RP40001 59//Caenorhabdi ti s elegans cosaid R02F1I. //0. 00011 : 28 
1 :63//AF016439 

R-NT2RP40001 67//RPCI1 1 -59L8. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-59L8, genoaic survey sequence. //6. 2e-26: 163: 93//AQ200049 
R-NT2RP40001 85 

R-NT2RP40002l0//Hoao sapiens aRNA for KIAA0700 protein, partial cd 
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S.//4. 6e-99: 505: 96//ABOI4600 

R-NT2RP40002 1 2//, coaplete sequence. //1. 0e-l08: 538 : 96//AC005300 
R-NT2 RP40002 ! 4/ /Hoao sapiens chroaosoae 19. CIT-HSP-444n24, coaple 
te sequence. //I. 2e-39:272:88//AC00526l 

R-NT 2 RP40D02 1 8//Hoao sapiens PAC clone DJ0320JI5 froa Xq23. coaple 
te sequence. //I. 6e-09: 457 :60//AC00408l 

R-NT2RP4000243//Hoao sapiens aRNA for carti lage-associ ated protein 
(CASP) . //9. Oe-69: 354: 96//AJ 006470 
R-NT 2 RP40002 4 6//Wu s ausculus aRNA for NDPP-I protein, coaplete cd 
s.//2.0e-27: 344: 73//01 0727 

R-NT 2 RP40002 59//Hoao sapiens clone 683 unknown aRNA, coaplete seou 
ence. //9. 7e-78 : 381 : 99//AF091 092 

R-NT2RP40O0263//CIT-HSP-2336N24.TF ClT-HSP Hoao sapiens genoaic cl 
one 2336N24. genoaic survey sequence. //0. 26: 124: 69//AQ043SI 5 
R-NT2RP4000290//ORF S’ of ECLF2. . . ECRF3=G protein-coupled receptor 
hoaotog [herpesvirus saiairi'HVS, host-squirrel eonkey, Genoaic, 

4 genes, 3720 nt].//Q. 12: 326: 6I//S76368 

R-NT2RP4000312//Huaan DNA sequence froa clone 523EI9 on chroaosoae 
6p11. 2-12.3 Contains ESTs STS ind CSSs, complete sequence. //2. 2e- 
111 :538:98//AL033384 

R-NT 2RP40003 2 1 //Hoao sapiens clone 24453 aRNA sequence. //I. 4e- 1 08: 
515: 99//AF070524 

R-NT2RP4000323//S. cerevisiae teloaeric sequence DNA. clone YLP108C 
A-2- i . //0. 048 .107: 69//N343 1 1 

R-NT 2RP40003 55/ /Hoao sapiens clone D11136AI0. WORKING DRAFT SEQUEN 
CE, 4 unordered pi eces. //4. 3e-39: 350: 79//AC004972 
R-NT2RP4000360//Homo sapiens aRNA for KIAA0738 protein, coaplete c 
ds. //2. 4e- 109 : 520: 99//AB01 8281 

R-NT2RP4000367//HOBO sapiens IkippaB kinase complex associated pro 
tein (IKAP) aRNA. coaplete cds.//8. 7»-l09:527:98//AF044l95 
R-NT2RP4000370//Hoao sapiens PAC clone DJ0777023 froa 7pl4-p15, co 
apiete sequence. //9. 9e-25:348:72//AC00S154 

R-NT2RP4000376//Ra t tus norvegicus phospholipase A-Z-acti vat ing pro 
tein (plap) aRNA. coaplete cds. //2. 2e-69: 391 : 89//U1 7901 
R-NT2RP4Q00381//Ho«o sapiens chroaosoae 17, clone hRPK. 394JM0, c 
oaplete sequence; //0. 066: 197: 63//AC006080 

R-NT2RP400041 5//345F19. TV CIT978SKA1 Hoao sapiens genoaic clone A- 
34SF19, genoaic survey sequence. //0. 10:79: 7S//B1 5527 
R-NT2RP4Q0041 7//Hoao sapiens full length insert cDNA clone ZD52B1 
0. //9. 6e-96 : 468: 97//AF08S31 3 

R-NT2RP4000424//Hoao sapiens DNA sequence froa PAC 127D3 on chroao 
some 1Q23-25. Contains FN02 and FN03 genes for Flavin-containing N 
onooxygenase 2 and Flavin-containing Nonooxygenase 3 (Diaethy lam I 
ine Monooxygenase (N-Oxide 3, ECI.14.13.8, Diaethy lani I ine Oxidase 
3. FMO II, FNO 3), and a gene for another, unknown, Flavin-contai 
ning Nonooxygenase faaily protein. Contains ESTs and GSSs. coaplet 
e s equenc e. //1 . 8e-08 : 489 : 59//AL021 026 

R-NT2RP4000448//PI asaod iua falciparua 307 chroaosoae 12 PFYACI 81 g 
enoaic sequence. WORKING DRAFT SEQUENCE, 8 unordered pieces. //3. 3 
e-07 : 510: 60//AC00 5505 

R-NT2RP4000449//HS_2037JJ2_A09_T7 CIT Approved Huaan Genoaic Sperm 
Library D Hoao sapiens genoaic clone Plate=2037 Col=18 Row=B, gen 
oaic survey sequence. //!. 3e-58: 375: 88//AQ243047 
R-NT2RP400045S//Phoc i ne herpesvirus type 1 glycoprotein D (gO) gen 
e. partial cds.//0. 62: 1 33:63//U92271 
R-NT2RP4000457 

R-NT2RP4000480// cSRL~54bl 1-u cSRL flow sorted Chroaosoae 11 specif 

ic cosaid Hoao sapiens genoaic clone cSRl-S4b11. genoaic survey se 

quenc e. //Z. 1 1 - 1 9 : 1 45 : 88//B05082 

R-NT2RP4000481 

R-NT2RP4000500 

R-NT2RP4000515//PI asaod iua falciparua 307 chroaosoae 12 PFYAC88-42 
0 genoaic sequence, WORKING DRAFT SEQUENCE. 14 unordered pieces.// 
I . 4e-05:41 1 : 59//AC005I40 

R-NT2RP4000S I 7//Huaan Chroaosoae 16 BAC clone C1T987SK-A-6IE3. coa 
plete sequence. //2.7e-21 : 230: 77//AC003007 

R-NT2RP40005 I 8//Hoao sapiens DNA sequence froa PAC 206D15 on chroa 
osoae 1 q24. Contains a Reduced Folate Carrier protein (RFC) LIKE 8 
ena, a ai tochondr ial ATP Synthetase protein 8 (ATP8. MTATPB) LIKE 
pseudogene, an unknown gene and the last exon of the JEM1 gene cod 
ing for the Basic-Leucine Zipper nuclear factor JEM-l. Contains ES 
Ts, an STS and a BAC end sequence (GSS), coaplete sequence. //0. 008 
0:461 :S9//AL021068 
R-NT2RP4000519 
R-NT2RP4000524 

R-NT2RP4000528//Hoao sapiens chroaosoae 17, clone hRPK. 1 38_P_22. c 
oaplete sequence. //0. 99: 1 SB :66//AC005697 

R-NT2RP4000541//Hoao sapiens Chroaosoae 22q1l.2 Cosaid Clone 33e : 
n DGCR Region, coaplete sequence. //1. 0:309: 59// AC000078 
R-NT2RP4000556//Rattus norvegicus cell cycle protein pSSCOC gene. 
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complete cds. //O. Q031 : 1 26: 72//AF052695 

R-NT2RP40Q0588//Hoao sapiens BAC clone RG208K23 from 7q3l, coaplet 
e sequence.//!. 0: I86:64//AC0D4161 

R-NT2RP4QQ061 4//P I asaod i ua falciparum DMA »M SEQUENCING IN PROGRE 
SS *»» from contig 3-62, complete sequence. //1 . 4e-06: 526: 58//AL009 
013 

R-NTZRP4000638//Homo sapiens chromosome 17, clone hCIT. 468_F_23, 1 
ORKING DRAFT SEQUENCE, 3 unordered pieces. //6. 9e-48:497:75//AC0046 
66 

R-NT2RP4000648//C I T-HSP-2300I7.TR CIT-HSP Homo sapiens genomic clo 
ne 230017. genomic survey sequence. //0. 22: 1 10: 68//AQ01 2747 
R-NT2RP400Q6 S7//Ly cod i ch t hy s dearborni type III antifreeze peptide 
gene, clone S' LD-1/Not 1-EcoRI subclone Sphl-Xbal. partial cds.// 
0. 0065: I89:63//U20443 

R-NT2RP4000704//Human DNA sequence set SEQUENCING IN PROGRESS tee 
from clone 409J21. I0RK INC DRAFT SEQUENCE. //0. 22: 334: 60//Z83824 
R-NT2RP4000724//HOOO sapiens Chromosome 22ql1.2 Cosmid Clone S6c I 
n DGCR Region, complete sequence. //2. 2e-70: 448: 88//AC000080 
R-NT2RP400Q728//CIT-HSP-23I0K14. TF CIT-HSP Homo sapiens genomic cl 
one 2310K14, genomic survey sequence. //0.00013:289:61//AQ019669 
R-NT2RP4000739//Homo sapiens chromosome 12pl3. 3, VORKING DRAFT SEQ 
UENCE. 21 unordered pieces. //0.53:254:61//AC004765 
R-NT2RP4000781//P. cepacia fusaric acid-resistance genes encoding 5 
proteins, complete cds.//l.0:392:59//D125O3 

R-NT2RP40008 1 7/ /Homo sapiens Xp22 BAC GSH8 526D21 (Genome Systems 
Hunan BAC library) complete sequence. //0. 59: 378: 58//AC003037 
R-NT2RP4000833//Hunan DNA sequence *es SEQUENCING IN PROGRESS »e* 
from clone Y313F4, WORKING DRAFT SEQUENCE. //3. 4e-53: 307: 85//ALD238 
08 

R-NT2RP4000837//Homo sapiens T-cell receptor alpha delta locus fro 
a bases 501613 to 752736 (section 3 of 5) of the Complete Nucleoti 
de Sequence. //7.0e-50: 367: 77//AE000660 
8-NT2RP4000855 

R-NT2RP400086 5/ /Homo sapiens chromosome 17, clone HRPC905NI , conpl 
e te sequence. //1 . 5e-78 : 479: 88//AC003098 

R-NT2RP4000878//Mus musculus nRflA for myeloid associated different 
tation protein. //4. 5e-09 : 1 86 : 6 9//AJ00 1616 

R-NT2RP4000879/ /P I asaod i urn falciparum 3D7 chromosome 12 PFYAC812 g 
enoaic sequence, tORKING DRAFT SEQUENCE. 8 unordered pieces.//7.8 
e-OS: 364 :60//AC004 153 

R-nnnnnnnnnnnn//Human S-adenosy laethioni ne decarboxylase (AUDI) ge 
ne, exons S-9.//3. 5e-90:459:96//M88006 

R-nnnnnnnnnnnn//H. sapiens ung gene for uracil DNA-glycosylase.//7. 
6e-09 : 392 : 61//X89398 

R-NT2RP4000925//Rat tus norvegicus Shal-related potassium channel K 
v4. 3 nRNA, complete cds. //5. 8e-45: 264: 92//U4297S 
R-NT2RP4000927//epstein-barr virus simple repeat array (ir3).//0.0 
0012: 367 : 61// J02079 

R-NT2RP4000928//A r ab i dops i s that iana genomic DNA. chromosome 5, PI 
clone: MCI 19, complete sequence.//1.0:138:68//AB006698 
R-NT2RP4000929/ /Human DNA sequence from PAC 29316 on chromosome 2 
2, complete sequence. //0. 45: 288: 62//Z821 97 

R-NT2RP4000955//Human ONA sequence »e* SEQUENCING IN PROGRESS see 
froa clone 633019, I0RK I NG DRAFT SEQUENCE. //I . I e-09: 322: 62//AL0223 
02 

R-NT2RP4000973//Homo sapiens X-l inked anhidroitic ectodermal dyspl 
asia protein gene (EDA), exon 2 and flanking repeat reg ions. //2. 3 
e-06: 326:62//AF003528 
R-NT2RP4000975 

R-NT2RP4000979//H$_3009_B1_F08_HR CIT Approved Human Genomic Sperm 
Library D Homo sapiens genomic clone Plate=3009 Col=l5 Ro«=L, gen 
omic survey sequence. //2. 3e-!4 : 1 17: 89//AQ090957 
R-NT2RP4000984//Human immunodeficiency virus type 1 envelope glyco 
protein (env) gene. C2-V3 region, isolate HIV194UG01 1 INT. 01_di 1PD, 
partial cds.//0. 1 1 : 21 9: 62//U44882 

R-NT2RP4000989//Sequence 30 from patent US 5552281. //3. 5e-25: 154:9 
7// 1 25669 

R-NT2RP4000996//Plasmodi urn falciparum strain Od2 heat shock protei 
n 86 (HSP86). 01 (ol). 03 (o3), 02 (o2), CG8 (cg8), CG4 (cg4), CG3 
(cg3) , CG9 (cg9), CGI (cgl). CG6 (cg6), ch loroquine resistance ca 
ndidate protein (cg2), and CG7 (cg7) genes, complete cds.//3.8e-0 
7:421 : 59//AF030694 

R-NT2RP4000997//Homo sapiens chroaosome 17, clone 104H12, coaplete 
sequence. //4. 2e-37:499: 72//AC000003 
R-NT2RP4001 Q04//HS_31 63_A2_H02_NR CIT Approved Human Genomic Sperm 
Library D Homo sapiens genomic clone Plate=3163 Col*4 Row=0. geno 
mic survey sequence. //2. 8e-38: 241 :90//AQ1 6851 5 
R-NT2RP400I 006/ /Homo sapiens clone DJ1147A01. lORKING DRAFT SEQUEN 
CE. 25 unordered pieces. //7. 1e-5S:372:73//AC006023 
R-NT2RP400 1010/ /Homo sapiens full length insert cDNA clone Z038E1 



2.//3. 3 e-09: 1 53 : 74//AF086247 

R-NT2RP4001 029//Nus domes ticus nuclear binding factor NF2d9 mRNA, 
complete cds.//2. 1e-34:361 : 78//U20086 

R-NT2RP400 1041 //Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H 
192), complete sequence. //9. 9e-84: 435: 96//AC0052 16 
R-NT2RP4001057//Homo sapiens XIAA0399 mRNA, partial cds. //6. 2e-50: 
282:94//AB007859 

R-NT2RP4001064//H. sapiens N0S2 gene, exon I5.//0. 71 : IS3 : 61//X8S771 
R-NT2RP4001 078//Human D-site binding protein gene, exon 4 and comp 
lete cds. //I . 9e-l 14: 569: 97//U48213 

R-NT2RP4001 079/ /Homo sapiens mRNA for putative Ca2f-transport ing A 
TPase, partial. //2.4e-1 18:574: 98//AJ010953 

R-NT2RP400I080//Plasmodi urn falciparum chromosome 2. section 66 of 
73 of the complete sequence. //0. 01 3: 430 :S8//AE0O1 429 
R-NT2RP4001 086//Hoao sapiens mRNA for KIAA0592 protein, partial cd 
s. //I .8e-119:548: 95//AB01 1 1 64 

R-NT2RP4001 09S//Homo sapiens cosmids IN0S25, LC1233. Qc3C1, LB143 
9, Qc12C1 1 and 220B3 from Xq28. coaplete sequence. //2. 8e-39:312:81 
//AF003626 

R-NT2RP4001 100//Human DNA sequence froa cosaid U85A3, between aark 
ers DXS366 and OXS87 on chromosome X contains radZI and T-cell eye 
lophorin pseudogenes. STS.//8. 7e-41 : 389: 78//Z7802 1 
R-NT2RP40Q1 1 17//Canis familiar is sec61 homologue mRNA, coaplete cd 
s. //2. 8e-l 2 : 292: 68//M96629 

R-NT2RP4001 122//Caenorhabdi tis elegans cosaid F44D12, coaplete seq 
uence.//0. 97: 129:66//Z68298 

R-NT2RP4001 126//HS_3146_A1_B05_T7 CIT Approved Human Genomic Spera 
Library D Homo sapiens genomic clone Plate=3146 Col=9 Row=C, geno 
mic survey sequence. //0. 013:268:63//AQI41093 
R-NT2RP4001 138 

R-NT2RP4001 143//Human DNA sequence **» SEQUENCING IN PROGRESS **» 
froa clone 64K7. VORKING DRAFT SEQUENCE. //1 . 8e- 31 : 380: 68//AL03I668 
R-NT2RP4001 1 48//Hoao sapiens clone RG332P12, WORKING DRAFT SEQUENC 
E. 1 unordered pieces. //I. 2e-83 : 325: 92//AC005095 
R-NT2RP4001 149//Mouse mRNA for thymic epitheliel celt surface anti 
gen. coaplete cds. //8. I e-32: 553 :67//D67067 

R-NT2RP400I 1 50//AK01 1 Genomic DNA Hordeua vulgare genomic clone te 
144a similar to barley TAS. genomic survey sequence. //0. 91 : 132:63/ 
/AQ24841 2 

R-NT2RP4001 1 59//C toning vector pAP3neo ONA, coaplete sequence. //4. 
Oe- 11 8 : 437 : 97//AB003468 

R-NT2RP4Q01 1 74//Hoao sapiens 12q24 BAC RPC 1 1 1-162P23 (Roswell Park 
Cancer Institute Human BAC library) coaplete sequence. //I . 7e-33 : 2 
89 : 82// AC002996 

R-NT2RP4001 206//P. falciparum mRNA for AARP2 protein. //0. 93: 187:64/ 

/Y08924 

R-NT2RP4001207 

R-NT2RP4001210//C1 T-HSP-2042D1 3. TF CIT-HSP Homo sapiens genomic cl 
one 2042D13, genomic survey sequence. //3.8e-06: 268: 63//B74772 
R-NT2RP4001213//Human zinc finger protein 20 (ZNF20) pentanucleoti 
de repeat polyaorphism.//4. 7e-16: 371 :66//M99593 
R-NT2RP4001219//HS_2190_A1_A06_T7 CIT Approved Human Genomic Sperm 
Library D Homo sapiens genomic clone Plate=2190 Co 1 = 11 Row=A, gen 
omic survey sequence. //2. 4e-06:288:61//AQ2l663S 
R-NT2RP4001 228//PI asmod i urn falciparum DNA e« SEQUENCING IN PROGRE 
SS tea from MAL1P2, WORKING DRAFT SEQUENCE. //0. 024: 357 : 58//AL031 74 
5 

R-NT2RP4001 23S//HS_3047_AI_E07_VR CIT Approved Human Genomic Spera 
Library D Homo sapiens genomic clone Plate=3047 Co 1=13 Row-1, gen 
omic survey sequence. //0. 0033: 301 : 63//AQ1 26918 

R-NT2RP4001 256//HS_3007_A2_B06_T7 CIT Approved Huaan Genomic Spera 
Library D Homo sapiens genomic clone Plate=3007 Col=12 Row=C, gen 
omic survey sequence. //I . Se-1 1 : 140: 80// AQ1 1 8389 
R-NT2RP4001260//PI asmod i urn falciparum chromosome 2, section 63 of 
73 of the coaplete sequence. //0. 001 3: 486: 59// AE001 426 
R-NT2RP400 1274//RPC 111 -2402 l.TXBF RPCI-11 Hobo sapiens genome clo 
ne RPCI-ll-24021. genomic survey sequence. //3. 9e-25: 142 : 99//AQ01 38 
87 

R-NT2 RP400 1276/ /Homo sapiens full length insert cDNA done ZD55D1 
0. //1 . 2e-1 0:90: 92//AF086334 

R-NT2RP400 1313/ /Mu s musculus orphan nuclear hormone receptor (CAR) 
gene, coaplete sequence. //7. 7e-23 : 466: 66//AFO09326 
R-NT2RP4001 31 5//CI T-HSP-231 2C6. TR CIT-HSP. Hoao sapiens genomic clo 
ne 23I2C6, genomic survey sequence. //0. 98: 305: 62//AQ01 8036 
R-NT2RP4001339 
R-NT2RP4001 345 

R-NT2RP400I351//Frui tf 1y strain g20 mi tochondr ial DNA, A+T-rich re 
gion, partial sequence. //0. 00082: 260: 59//AB003097 
R-NT2RP4001 353//RPC1 1 1-S5N1 7. TJ RPC 11 1 Hoao sapiens genomic clone 
R-55N17, genoaic survey sequence. //0. 74: 106: 66//AQ08 1821 
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R-NT2RP4001 372 

R-NT2RP4C01 373//Hoao tap tens chroaosoae 17, clone hRPK. 394 JMO, c 

onplete sequence.//! . Se-09:473: 60//AC006080 

R-NT2RP400I37S 

R-NT2RP4001379//CIT-HSP-233SA10.TF CIT-HSP Hoao sapiens genoaic cl 
one 2335A10, genoaic survey sequence. //9. 4e-41 : 441 : 75// AQ040083 
R-NT2RP400I 389//Hoao sapiens PAC clone DJ0740D02 froa 7pt4-plS, co 
aplete sequence. //2.4e-22: 276 :73//AC0O4691 

R-NT 2RP400 1 407//P 1 1 saod i ua falciparua 3D7 chroaosoae 12 PFYAC88-42 
0 genoaic sequence, WORKING DRAFT SEQUENCE. 14 unordercd pieces.// 

0. 49: 254: 61//AC005I40 
R-NT2RP40D1414 

R-NT2RP4001 433//Huaan prohibit in (PHB) gene, esons 1-7.//6. 6e-6S:3 
57 : 90//114272 

R-NT2RP4001442//Plasaod i ua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence, WORKING DRAFT SEQUENCE, 5 unordered pieces. //0. 1 
I : 307 : S9//ACO0S3O8 

R-NT2RP4001 447//cSRL-58d2-u cSRL flow sorted Chroaosoae II specif i 
c cosaid Hoao sapiens genoaic clone cSRL-5Bd2. genoaic survey sequ 
ence.//0. 0039 : 1 12 : 71//B05220 
R-NT2RP4001 474 
R-NT2RP4001 483 

R-NT2RP4001 498//P I asaod i ua falciparua (clone Od2) heat shock prote 
in 8S gene, coaplete cds.//1 . 2e-07 : 339: 6I//L34027 
R-NT2RP4001 502//HS_2187_B1_C1Q_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2l87 Co 1 = 19 Row=F. gen 
oaic survey sequence. //I. 3e-20: 183: 8I//AQ21 41 08 
R-NT2RP4001 S07//Arab idops is thaliana chroaosoae 1 BAC T17H3 sequen 
ce. WORKING DRAFT SEQUENCE. 4 unordered pieces. //0. IS: 333: S2//AC00 
5918 

R-NT2RP4001S24//Genoaic sequence froa Huaan 13. coaplete sequence. 
//0. 96:159: 65//ACOO 1 226 

R-NT2RP4001 529//Mus doaesticus nuclear binding factor NF2d9 aRNA. 
coaplete cds.//9. 5e-34: 337: 80//U20086 

R-NT2RP4001S47//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC588 g 
enoaic sequence, WORKING DRAFT SEQUENCE. 2 unordered pieces.//0. 00 
027 : 336 : 63//AC00471 0 

R-NT2RP4001 5$ 1 //Arab idops i s thaliana BAC T12H20.//1. Se-I 1 :5I7:60// 
AF0801 19 

R-NT2RP4001 S5S//Huean DNA sequence froa PAC 481 A1 7 on chroaosoae X 
con tains ESTs. //0. 00S9: 305 : 62//Z822 1 2 
R-NT2RP4001 567//RPC1 1 1-6IA2. TJ RPCII1 Hoao sapiens genoaic clone 
R-61A2, genoaic survey sequence. //0. 0072: 180: 60//AQ200771 
R-NT2RP4001 568 

R-NT2RP4001571//Trypanoplasaa borreli kinetoplast ribosoaal protei 
n S12 (RPSI2), putative cryptogene (Oil I). I2S ribosoaal RNA, and 
apocytochroae b (CYb) genes, priaary transcripts, and cytochroae c 
oxidase subunit Ml (CO III) gene, coaplete cds.//l. Se-09: 555:58// 
Ut 41 81 

R-NT2RP4001 574//HS_2247_BI_B05_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-2247 Col=9 Row=D, geno 
aic survey sequence. //I. I e-41 : 254: S0//AQ1 8234$ 
R-NT2RP4001575//Huaan DNA sequence froa clone t033B10 on chroaosoa 
e 6p2l. 2-21.31. Contains the BINCS gene, exons II to IS of the BIN 
C4 gene, the gene for GalT3 (beta3-Galactosy I transferase), the RPS 
18 (40S ribosoaal protein S18) gene, the SACM2L (suppressor of act 
in nutation 2. yeast, hoaolog) gene, a pseudogene siailar to TAT-S 
FI. a Pseudogene siailar to zinc finger genes, the RIKC1 gene, the 
gene for HKE6 (RING2), the gene for HKE4 (RINGS), the RXRB (Retin 
oid X receptor bets) gene, the COL11A2 (collagen, type XI, alpha 
2) gene, the HLA-DPB2 pseudogene and part of the HLA-DPA3 pseudoge 
ne. Contains predicted CpG islands, ESTs. STSs, and CSSs, coaplete 
sequence.//!. 1e-1 18: 567: 98//AL031 228 
R-NT2RP4001 S92//Huaan DNA sequence see SEQUENCING IN PROGRESS see 
froa clone 101SD12, WORK INC DRAFT SEQUENCE. //2. 5e-09: 370:6 1//AL031 
650 

R-NT2RP4001 61 0//Hoao sapiens Xp22 Cosaids U15E4. U11SH5. U132E12. 
U11569 (Lawrence Liveraore huaan cosaid library) coaplete sequenc 
e.//0. 99: 73 :75//AC002364 
R-NT2RP4001614 

R-NT2RP400I 634//Hoao sapient full length insert cONA clone YU73B1 

1 . //5. 8e-l 01 : 526: 94//AF087969 

R-NT2RP4001 638//Hoao sapiens clone 23967 unknown aRNA, partial cd 
s. //5. 4e-l 1 5 : S59: 97//AF0071 51 

R-NT2RP4001 644//I. aus cuius aRNA for aap kinase interacting kinase, 
Nnk2.//6. 8e-33: 286: 79//Y1 1092 

R-NT2RP4001 656//Huaan Chroaosoae II pac pOJ393o1S, WORKING DRAFT S 
EQUENCE, I unordered pieces.//2. 2e-109: 515:99//AC000384 
R-NT2RP4001677//Cenoaic sequence froa Huaan 9q34, coaplete sequenc 
e.//0. 19:504:58//AC000397 



R-NT2RP4001 696//Huaar» chroaosoae 8 BAC clone CIT987SK-2A8 coaplete 
sequence. //4. 5e-l 15:583: 96//U96629 
R-NT2RP4001 725//Huaan Chroaosoae 3 pac pOJ70i1l, WORKING DRAFT SEQ 
UENCE, 2 unordered pi eces. //0. 98: 301 :60//AC000380 
R-NT2RP4001 730//Caenorhabd i t i a elegant cosaid F48E3.//2.2e-l7:328: 
64//U28735 

R-NT2RP4001 739//RPC 1 1 1-74E7. TJ RPC 1 11 Hoao sapiens genon.c clone 
R-74E7, genoaic survey sequence. //I . I e-08: 141 : 65// AQ268408 
R-NT2RP4001753//H. sapiens H2F3 aRNA for zinc finger protein.//]. 7 
e-1 1 l : 552 : 96//X78926 

R-NT2RP4001 760/ /House oncogene (ect2) aRNA, coaplete cds. //9. 3e-2 
7 : 3S8: 72//LI 1316 

R-NT2RP40D1 790//Hoao sapiens clone GS259H13. WORKING DRAFT SEQUENC 
E. 4 unordered pieces. //I. 7e-99:484:98//AC005020 
R-NT2RP4001803//HS_3087_82_805_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3087 Co 1 = 10 Row=D, gen 
oaic survey sequence. //2. 7e-96: 471 : 97//AQ1 21405 
R-NT2RP400I822 
R-NT2RP4001823 

R-NT2RP400I 828//Huaan DNA sequence froa PAC 179115, BRCA2 gene reg 
ion chroaosoae 13ql2-ql3 contains Klotho ESTs and CpG island. //4.1 
e-14: 1 36 :B3//Z92S40 

R-NT2RP4001 838//P I asaod i ua falciparua chroaosoae 2, section 9 of 7 
3 of the coaplete sequence. //2. Se-06: 418: 60//AE001 372 
R-NT2RP4001849//P. falciparua serine rich protein (SERP I) gene.// 

0. 64: 135: 67//J03983 

R-NT2RP4001 88 9/ /Hoao sapiens PAC clone DJ1I62N03 froa 7ql1.23-q21. 

1, coaplete sequence. //4. 3e-26: 21 2:82//AC004S48 

R-NT2RP4001 893//Hoao sapiens BAC clone GS166A23 froa 7p21. coaplet 

e sequence.//!. 8e-111 :570: 96//AC0050I4 

R-NT2RP400I896 

R-NT2RP400190I 

R-NT2RP4001927//Borrel ia burgdorferi (section 32 of 70) of the coo 
olete genoae.Z/1. 0:242:60//A£001 146 

R-NT2RP4001 938//Huaan aainopept idase N gene, exon l.//3.3e-42: 195: 
85//N55523 

R-NT2RP4001946//PI asaod iua falciparua 3D7 chroaosoae 12 PFTAC293 g 
enoaic sequence. WORKING DRAFT SEQUENCE, 9 unordered pi eces. //0. 9 
7: 371 : 57//AC004I 57 

R-NT2RP4O01 950//RPCI1 1-69C18. TJ RPCM1 Hoao sapiens genoaic clone 
R-69C18. genoaic survey sequence. //4. 7e-91 : 552: 89//AQ23664I 
R-NT2RP4001 953//Hono sapiens DNA sequence froa PAC 958B3 on chroao 
soae Xp22. 1 1-Xp22. 22. Contains ESTs STS and CpG island.//6.6e-70:3 
25: 84//Z93023 

R-NT2RP4001 966//Rat aRNA for growth potentiating factor, coaplete 
cd s . //5. 5e- 3 7 : 1 4 1 : 86//D42 1 48 

R-NT2RP4001 97S//Huaan Newcastle disease virus inducible protein aR 
NA, partial 3'UTR region.//1.0e-46:242: 98//U25276 
R-NT2RP4002018//RPCM 1-76123. TV RPCI11 Hoao sapiens genoaic clone 
R-76123. genoaic survey sequence. //7. 9e-89: 438: 97//AQ268S36 
R-NT2RP4002047/ /Huaan DNA sequence ttt SEQUENCING IN PROGRESS ttt 
froa clone 97P20. WORKING DRAFT SEQUENCE. //4. 1e-07:325:62//AL03l29 
7 

R-NT2RP4002052//Huaan DNA sequence froa clone 352EII on chroaosoae 
22ql3. 1-1 3. 31 . Contains CSSs, coaplete sequence. //0. 31 :452: S7//AL 
022353 

R-NT2RP4002058//RPCI 1 1-6901. TJ RPCIM Hoao sapiens genoaic clone 
R-6901, genoaic survey sequence.//0. 23: 1 63 :64//AQ26841B 
R-NT2RP4002071 //Hunan DNA sequence ft SEQUENCING IN PROGRESS ft 
froa clone II72A22. WORKING DRAFT SEQUENCE. //I. 1e-l 1 : 407:6 2//AL0 34 
386 

R-NT2RP400207S//Huaan DNA sequence froa clone 21F7 on chroaosoae 6 
a 1 6. 1-21. Contains part of an exon of a putative nee gene and STSs 
and CSSs, coaplete sequence. //0. 085: 3SO:61//AL033375 
R-NT2RP4002078//RPC 1 11-79116. TV RPC111 Hoao sapiens genoaic clone 
R-79116. genoaic survey sequence. //3. 3e-87: 452: 95//AQ263I 31 
R-NT2RP4002081 

R-NT2RP4002083//Hoao sapiens aineralocorticoid receptor (MLR), exo 
n 5.//0. SO: 256 :61//AF0S861 9 

R-NT2RP4002408//C I T-HSP-23 7602 3. TF CIT-HSP Hoao sapiens genoaic d 
one 2376023, genoaic survey sequence. //6. 8e-62: 320:96//AQ1 1 1 163 
R-NT2RP4O02791 //Huaan PAC clone DJ318C15 froa Xq23, coaplete seque 
nce.//0. 022:435: 61//AC002476 

R-NT2RP4Q02888//HOBO sapiens BAC clone RG067EI3 froa 7q21. coaplet 
e sequence. //6. Oe-56 : 660:71//AC002383 

R-NT2RP400290S//PI asaod iua falciparua DNA tf SEQUENCING IN PROGRE 
SS ft froa contig 3-20. coaplete sequence. //0. 0017: 533: S7//AL0089 
72 

R-OVARCIOOOOOI//Hoao sapiens aRNA for KIAA0465 protein, oartial cd 
s. //8. 7e- 11 4 : 60S : 94//AB007934 
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R-OVARCl 000004//Hoao sapiens chroaosoae 4 clone 836BA9 aap 4q25, c 
oaplete sequence. //2. le-43: 326: 74//AC00SS1D 

R-OVARCl 000006/ /HS_22S3_B1 _F0 I _N8 CIT Approved Huaan Genoaic Spera 
library D Hobo sapiens genoaic clone Plite-22S3 Col=l Roa=l, geno 
aic survey sequence. //3. 7e-35: 191 : 98// AQ0691 24 
R-OVARC1000013//H$_2212_A2_G06_NF CIT Approved Huaan Genoaic Spera 
library 0 Hobo sapiens genoaic clone Plate=2212 Col=12 Row=N, gen 
oaic survey sequence. //0. 14: 2I2:63//AQ2I0S84 

R-0VARC1 00001 4//Huaan DMA sequence froa PAC 463A9, on chroaosoae X 
q2S contains STS. //0. 0053: 356 ;62//Z80232 
R-OVARC 10000 17 

R-OVARC10D003S//RPCI 1 1 -65E1 . TJ RPC) II Hoao sapiens genoaic clone 
R-65E1, genoaic survey sequence. //3.3e-0S:236:63//AQ237194 
R-OVARC 1000058//Hoao sapiens DNA sequence froa BAC 390C10 on chroa 
osoae 22ql1. 21-12. 1. Contains an laaunoglobul in IIXE gene and a ps 
eudogene siailar to Beta Crystal I in. Contains ESTs, STSs. GSSs and 
taga and tat repeat pol yaorphisas, coaplete sequence. //2. 7e-48: 32 
5: 82//A100872I 

R-OVARC 1000060//Huaan DNA sequence SEQUENCING IN PROGRESS *«* 
froa clone 27X12. VORKING DRAFT SEQUENCE. //S. Oe-21 : 297: 70//AL03339 
7 

R-OVARC 1000068//P. fate iparua coaplete gene aap of plast id-1 ike DNA 
( I R-B) . //0. 00038 : S53 : S8//X95276 

R-OVARC 1 000071 //Huaan DNA sequence »** SEQUENCING IN PROGRESS *** 
froa clone 596C15, VORKING DRAFT SEQUENCE. //5. 1 e-1 10: 599: 93//AL031 
387 

R-OVARC 100008S//DNA encoding coaponent HC5 of huaan proteasoae.// 
2. 7e-6S: 368: 92//E034I3 

R-OVARC 1 000087//C I T-HSP-21 72NI 7. TF CIT-H5P Hoao sapiens genoaic cl 
one 2I72NI7. genoaic survey sequence. //0. 80: 285: S9//B94391 
R-OVARC 1 000091 

R-OVARC100D092//C I T-HSP-2373J20.TR CIT-HSP Hoao sapiens genoaic cl 
one 2373J20. genoaic survey sequence. //1. 4e-1 7: 141 :85//AQ1 1 1520 
R-OVARC 1000 106 

R-OVARC 1 000 1 13//Hoao sapiens okadaic acid-inducible phosphoprotein 
(0A48-18) aRNA. coaplete cds.//2. 6e-100:495: 97//AF0S9250 
R-OV ARC 1 00011 4//Hoao sapiens partial XPGC gene, exon 2.//9. 5e-49:3 
92.80//X71342 

R-OVARCl 0001 33//Huaan Chroaosoae 16 BAC clone CIT987SK-A-362G6. co 
aplete sequence. //0. 00020:243:6S//U9S740 

R-OVARC 1000 1 4 S//Hoao sapiens chroaosoae 10 clone CIT987SK-I010X1 a 
ap 10q25, coaplete sequence.//!. 8e-l6: 370: 67//AC005385 
R-0VARC1000148//CIT-HSP-2386P14. TF. 1 CIT-HSP Hoao sapiens genoaic 
clone 2386P14, genoaic survey sequence.//!. 1 e-OS: S5: 98//AQ240492 
R-OVARCl 0001 SI //N. auscul us GEG-154 aRNA. //9. 8e-2l : 192: 81//X7 1642 
R-OVARC 1 0001 68//C I T-HSP-2336FS.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2336F6, genoaic survey sequence. //0. 050: 176: 62// AQ042932 
R-OVARCl 0001 9l//Plasaodiua fa lc iparua 3D7 chroaosoae 12 PFYAC357 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 7 unordered pieces. //3. 7 
e-08: 534 : S8//AC0OSS06 

R-OVARCl 0001 98//*** SEQUENCING IN PROGRESS tee Hoao sapiens chroao 
soae 4. BAC clone C0366H07: HTGS phase I. NORKING ORAFT SEQUENCE. 
28 unordered pieces. //S. 2e-I1 1 :556:96//AC004604 
R-OVARC) 000209//B I ecus sp. IBS ribosoaal RNA gene, ptrtial sequent 
e.//0. SS: 165:67// AF003S01 

R-OVARCl 00021 2//Nouse DNA for beta-casein. //0. 56:225:63//! 1 3484 
R-OVARCl 000240//Hoao sapiens chroaosoae 17, clone hRPK.63_A_1, coa 
plete sequence. //6. 2e-38: 1 93: 82//AC005670 

R-OVARC 1 000241 //Bus bus cuius hypoxia inducible factor threa alpha 
aRNA, coaplete cds. //I . 1 e-2S: 31 2: 73//AF0601 94 

R-OVARCl 0002 88//Huaan HepG2 3’ region Nboi cONA. clone hadldOlai./ 
/5. 4e-07 : 1 28 : 70//D1 7131 

R-OVARCl 0003 02//Hoao sapiens chroaosoae 17, clone hRPK. 6SI_L_9, co 
aplete sequence.//!. 7e-l0: 1 00: 88//AC005971 

R-OVARCl 000304//Nouse aRNA froa NovIO locus. //7. 9e-66: 379:81//XS25 
74 

R-OVARCl 000309 

R-OVARCl 000321 //Hoao sapiens done NH0479C13, NORKING DRAFT SEQUEN 
CE. 12 unordered pieces. //6. 5e-83: 453: 94//AC00S236 
R-OVARCl 0003 26//Ratt us norvegicus laaina-associated polypeptide tC 
(LAP 1C) aRNA, coaplete cds.//S.0e-$8:4SS:81//UI9614 
R-OVARCl 000335//*** SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
soae 4. BAC clone C0483I23: HTGS phase I. VORKING DRAFT SEQUENCE. 

7 unordered pi eces. //0. 034: 429:60//AC005690 

R-OVARCl 000347//Nus ausculus HRS gene, coaplete cds. //4. 6e-06: 339: 
61//AF020308 

R-OVARCl 0003 84//D. di scoideua glycoprotein 24 A and B (GP24A and GP 
248) genes, coaplete cds.//0. 48: 296:62//N27SB8 
R-OVARC 1000408//Hoao sapiens DNA froa chroaosoae !9-cosaid R27740 
containing KEF2B and RSRFR2 genes, genoaic sequence.//9. 4e-39:28 
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6 :B7//ADOOQ81 2 

R-OVARC100041 1//CIT-HSP-2303H10. TF CIT-HSP Hoao sapiens genoaic cl 
one 2303H10, genoaic survey sequence. //I . Se-07: 94: B4//AQ0 16720 
R-OVARCl 00041 4//Hoao sapiens genoaic DNA, 21q region, clone: 149C3 
X10, genoaic survey sequence. //I. Be-32: 296: 7S//AG002388 
R-OVARCl 000420//Hoao sapiens clone DJ1I37M13, coaplete sequence.// 
2. Oe-48 : 354: 77//ACOOS378 

R-OVARCl 000427//D. di scoideua vegetative specific gene V18 gene for 
r i bosoaal protein. //I. Se-09: 370: S9//X15382 
R-OV ARC 1 00043 1//HS_21 9S_A2_E02_T 7 CIT Approved Huaan Genoaic Spera 
• library D Hoao sapiens genoaic clone Plate=2199 Col=4 Row=l. geno 
aic survey sequence. // 1.3 e-34: 186: 9B//AQ093722 
R-OVARC 1000437//Ca II us gal I us tens in aRNA. 3' end.//1. 3e-1S: 160: 80 
//L06662 

R-OVARC I 000440//Hoso sapiens BAC clone KH0538D15 froa 7ql1.23-q2t. 
I. coaplete sequence. //0. 0054: 337: 61// AC006043 

R-OVARC 1000442//C I T-HSP-233SL20.TR CIT-HSP Hoao sapiens genoaic cl 
one 233SL20. genoaic survey sequence.//1.0e-45:322:86//AQ03738l 
R-OVARCl QOQ443//Hoao sapiens aRNA for KIAA0683 protein, coaplete ; 
ds.//l. I«-77:418: 94//AB014S83 

R-OVARC 1 00046 1 //Huaan DNA sequence M* SEQUENCING IN PROGRESS »*» 
froa clone 2ISDII. VORKING DRAFT SEQUENCE. //0. 62: 333 : 59//AL03441 7 
R-OVARCl 00046 S//Bos taurus guanine nucleotide-exchange protein (AR 
F-CEP1) aRNA, coaplete cds. //I. le-BI :489: 91//AF023451 
R-OVARC !000466//Hoao sapiens chroaosoae 17. Neurof ibroaatosis 1 I 
ocus, coaplete iequence.//0. 0088: 9B: 72//AC004S26 
R-OVARC 1 00047 3//Hoao sapiens full length insert cDNA clone YIS3C1 
0. //3. 2e-92: 31 7: 1 00//AF08S8S1 

R-OVARCl 000479//Rattus norvegicus aRNA for TIP120, coaplete cds.// 
2. 7e-70: 502: 84//D87671 

R-OVARCl 000486//Dictyos tel i ua d i scoideua FusC (fusC) gene, partial 
cd s . //0. 52 : 4 11 : S8//AF0 1 9984 
R-OVARC I 0004 96 

R-OVARCl 000520//Hoao sapiens PAC clone DJ4I2A9 froa 22. coaplete s 
equence. //3. 8e-l7:294:71//AC00500S 

R-OVARCl 000526//Hoao sapiens clone GS438P06. VORKING ORAFT SEQUENC 
E. 17 unordered pieces. //4. Se-109: S47: 96//ACOOS024 
R-OVARCl 000533//Hoao sapiens chroaosoae 19. cosaid R30385. coaplel 
e sequence. //3. Oe-46 : 264 : 93//AC004S10 

R-OVARCl 000543//Caenorhabdi tis elegans cosaid F10C1.//0. 00063:417: 
S9//U49831 

R-OVARC !Q00S56//Hoao sapiens ONA sequence froa PAC 168L1S on chroa 
osoae 6q26-27. Contains RSK3 gene, ribosoaal protein S6 kinase. ES 
T. GSS. STS. CpG island, coaplete sequence.//!. Se- 39: 144: 92//AL022 
069 

R-OVARC l 0005S7//Hoao sapiens chroaosoee 19. cosaid R32469. coaplel 
e sequence.//!. 5e-8t : 429: 96//AC0051 97 

R-OVARCl 000564//Hoao sapiens chroaosoee 17. clone HRPC837J1, coapl 
ete sequence. //0. 83:301 : 58//AC0O4223 

R-OVARC I O0OS73//Hoao sapiens Xq28 genoaic DNA in the region of the 
AID locus containing the genes for creatine transporter (SLC6A8). 
CON, adreno leukodystrophy (ALD), Naf-isocitrate dehydrogenase gaa 
aa subunit ( IDH) . and trans locon-associated protein delta (TRAP) g 
enes. coaplete cds. plexin related protein (PLEXS) and serine kina 
se (SK) genes, partial cds, Xq28lul gene and cytochroae C (CCp) ps 
eudogene. //2: 4e-44 : 300: 88//US2 1 1 1 

R-OVARCl 000578//Huaan Chroaosoae 16 BAC clone CIT987SK-A-270G1 . co 
aplete sequence.//6. 4e-48:436: 78//AF001S49 

R-OVARCl 000S88//Hoao sapiens chroaosoee 19, cosaid F19847. coaplel 
e sequence. //2. 7e-32: 313: 78//AC005952 
R-OVARCl 000605 

R-OVARCl 0006 2 2//Hoao sapiens PAC clone DJ0942I16 froa 7a 1 1 . coaple 
te sequence. //6. 2e-43 : 328: 83//AC00601 2 

R-OVARC 1 000640//H i gh throughput sequencing of huaan chroaosoae 12. 
VORKING ORAFT SEQUENCE. 1 ordered pieces.//1.9e-47:S14:73//AC0058 
40 

R-OVARC 1 000661 //Hoao sapiens aRNA for KIAA0590 protein, coaolete c 
ds.//l. 6e-29: 162: 100//AB011162 

R-OVARCl 000678//P I a saodiua falciparua 307 chroaosoae 12 PFYACB8-42 
0 genoaic sequence, VORKING DRAFT SEQUENCE. 14 unordered pieces.// 
0.50: 270 :«0//AC005 140 

R-OVARCl 000679//Rattus norvegicus aRNA for ayos in-RhoGAP protein N 
yr 7. //I . 4e-83 : 549: 86//AJ001 71 3 

R-OVARCl 000681 //Huaan ONA sequence Mt SEQUENCING IN PROCRESS tee 
froa clone 257E24. VORKING ORAFT SEQUENCE. //3.2e-1 3: 160: 7S//A10344 

24 

R-OVARCl 000689//Schistocerca aaericana Antennapedia hoaeotic prote 
in (Antp) aRNA. coaplete cd*.//0. 90: 230:6I//U32943 
R-OVARCl 000700//Hoao sapiens chroaosoae 5. BAC clone 34 j 1 5 (LBNL H 
169). coaplete sequence. //5. 1 e-1 5: 133: 85//AC005754 
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R-OVARC 1000 7 03//Hoao sapiens chroaosoae 22. done hRPC. 130_H_I6, c 
oaplete sequence. //6. 9e-48: 525: 73//AC00S585 

R-OVARC 1000730//HS_3018_B1_H10_T7 C I T Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done PI ate«301 8 Col=19 Row=P, gen 
oaic survey sequence. //0. 00019: 198 :53//AQ093$1 3 
R-OV ARC 1000 746//P. file iparua complete gene aap of plastid-like DNA 
(IR-B).//0. 9B:I$4:65//X95276 

R-DVARC1000769//Huaan coagulation factor II gene, intron 2. partia 
I. done pTZ 1 8R. //2. 0e-30: 187 : 78//N21 185 
R-OVARC 1000771 

R-OVARCl 000781 //Sequence 5 froa Patent ■09722695. //8. 4e-47:401 : 77/ 
/A63552 

R-OVARC 1 000787//Hoao sapiens PAC clone DJ430N08 froa 22q1 2. 1 -qter, 
coapl ete sequence. //7. 8e-l 1 1 : $67: 96//AC004S42 
R-OVARC J000800//Hoeo sapiens ai tochondr i ai HSP7S aRPtA, coapl ete cd 
S.//1. 3e-17: 1 1 9: 95//L151 89 

R-OVARC I 000802//Hoao sapiens chroaosoae $. BAC done 120c 13 (LBNL 
HI 71). c oaplete sequence. //2. 3e-S1 : 482: 78//AC005574 
R-OVARC 1000834//Hoao sapiens aRNA for atopy related autoantigen CA 
LC.//3. 6e- 105: 536 : 95//V1771 1 

R-OVARC 1 000846//Hoao sapiens chroaosoae 16. cosaid done 390H2 (LA 
ML), complete sequence. //2. 7e-l 07 : 538: 96//AC004494 
R-OVARC 10008$0//Hoao sapiens P639 aRMA. coaplete cds.//3. 6e-l 14:57 
9: 96// AF 04 5 584 

R-OVARC 1000862//N. ausculus Fif aRNA. //2. 3e-20: 346: 73//X71 978 
R-OVARC1 000876//P I asaod i ua falciparua chroaosoae 2. section S3 of 
73 of the coaplete sequence.//9. 1e-08:427:58//AE00141G 
R-OVARC 1000883//Vus doaesticus nuclear binding factor NF2d9 aRNA. 
coaplete cds.//S.6e-34: 357: 78//U20086 

R-OVARC1000885//Ly coper si con esculentua alcohol dehydrogenase hoao 
log (GAD3) aRMA. partial cds.//0. 47: 305: 60//U2I801 
R-OV ARC 1000886 

R-OVARC1 000891 //HS_3082_A2_F04_IH CIT Approved Huaan Cenoaic Sperm 
Library D Hoao sapiens genoaic clone Plate=3082 Col=8 Roa=K, geno 
aic survey sequence.//!. 1e-!6: 187 79//AQ 122500 
R-OVARC 1000897//Huaan OMA sequence froa done 192P9 on chroaosoae 
Xpl 1. 23-1 1. 4. Contains a pseudogene siailar to rat Plasaolipin, ES 
Ts and CSSs, coaplete sequence. //7. 2e-07: 476: 60//AL020989 
R-OVARC 1 0009 1 2 

R-OV ARC 1 00091 $//Hoao sapiens chroaosoae 17. clone hRPC. 971_F_3, VO 
RK IMG DRAFT SEQUENCE. I ordered pieces. //5. 4e-70:509: 86//AC004150 
R-OVARC 1000924//Hoao sapiens Chroaosoae 22qt1.2 Cosaid Clone cosk 
In NF1 Region, coaplete sequence.//!. 6e-77:465:90//AC00247l 
R-OVARC 1 000936//HS_2 I 95_A2_CI2_«R CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic done Ptate=2!95 Co I =24 Row=£, gen 
oaic survey sequence. //2. 4e-76: 463: 90//AQ1 91 108 
R-OVARC 1 00093 7//Huaan DNA sequence tea SEQUENCING IN PROGRESS ata 
froa done 250010, fORXINC DRAFT SEQUENCE. //0. 0028: 161 :65//Z9971 6 
R-OVARC I 00094$//Ratt us norvegicus aRNA for atypical PKC specific b 
inding protein, coaplete cds.//3. 5e-62: 526: 78//A900S549 
R-OVARC I000948//Hyper a postica NAOH dehydrogenase subunit I (ND1) 
gene, partial cds. tRNA-Leu gene, complete sequence, and I6S ribos 
oaal gene, partial sequence, ai tochondr i al genes encodi ng ai tochon 
drial products. //O. 018: 212 :61//U6I1 69 

R-OVARC10009S9//C I T-HSP-2371K16.TR CIT-HSP Hoao sapiens genoaic cl 
one 2371K16. genoaic survey sequence. //I. le-45: 303: 87// AQ1 11323 
R-0¥ARC1000960//Hoao sapiens SAC done CS293C05 froa 7q2t-q22. com 
Plate sequence. //7. Se-44: 353: 81// AC00 5021 

H-OVARCI000971//H. sapiens 0NA for repeat unit locus D18S5I (285 b 
p) . //2. 2e-07: 223 : 70//I91 255 
R-OVARC 1000984 

R-OVARC 1000996//Huaan 0NA sequence froa done 272L16 on chroaosoae 
1 q32. 1—32. 3. Contains the 3' end of the LAMB3 gene for Laainin, B 
eta 3 (Nicein, Kalinin. BN600) and a novel Rat Ca2f/Calmodu1 in dep 
endent Protein Kinase LIKE gene. Contains ESTs. STSs. CSSs, genoai 
c marker OIS491 and a ca repeat polymorphism, coaplete sequence.// 
I . 3e-0S : 179: 70//AL02 3754 

R-OVARC 10Q0999//Hoao sapiens chroaosoae 17, done hCIT. 457_L_1 6, c 
oaplete sequence. //S. 8e-7l : 332:87//AC003957 

R-OVARC1001Q0Q//HS_3032_B1_G11 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3032 Co 1-21 Row=N, gen 
oaic survey sequence. //$. le-51 : 257: 99//AQ096695 
R-OVARC 100 I 004//Hoao sapiens froa UVGC:y18c282 froa Gp21. coaplete 
ieQuence.//5. 6e-92: 473: 96//AC004190 
R-OVARC 1001 01 0//RPC 1 1 1-10P1. TV RPC 1-11 Hoao sapiens genoaic done 
RPCI-f 1-I0P1, genoaic survey sequence. //4. Ie-05:201 : 65//B7 1813 
R-OVARC 1001 Oil //Hoao sapiens done DJI021I20. VORKINC DRAFT SEQUEN 
CE, 6 unordered pi eces. //7. 9e-l 8: 21 9: 69//AC005520 
R-0VARC1 001 032//Huaan DNA sequence ate SEQUENCING IN PROGRESS ate 
froa clone V738F9. fORKINC DRAFT SEQUENCE. //2.7e-89: 464 :86//AL0223 
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45 

R-OVARC 1 00 1034//HOBO sapiens chroaosoae 20. BAC clone 99 (LBNL H8 
0). coaplete’ sequence. //1. 4e-18:4SI :64//AC00522D 
R-OVARC 1 00 1038//Hoao sapiens TRIAOI type I aRNA, complete cds. //I. 
3e-99: 501 : 96//AF099149 

R-0VARC1 00 1 04Q//Hoao sapiens chroaosoae 17, done hRPK. 1096_G_20, 
coaplete sequence. //9. 7e- 1 7 : 1 80 : 78//AC00S41 0 
R-OVARC 1001 044 

R-OVARC 1001 05 1//H. sapiens aRNA for hoaologue to yeast ribosoaal pr 
otein L41.//3. ?e-15: 124:88//Z12962 

R-OVARC 1 00 105S//Hoao sapiens, done hRPK. 15_A_1* coaplete sequenc 
e.//2. 0e-30 : 292 : 76//AC006 2 1 3 

R-OVARC 1 00 1062//Sequence 65 froa patent US 5691147. //2. 6e-54: 312; 9 
2// 1 76237 

R -0VARC 100106 8//Hoao sapiens Era GTPase A protein (HERA-A) aRNA. p 
artial cds. //2. 3e-9S: 463: 98//AF0826S7 

R-0VARC1 001072//Ga I lus gallus chicken brain factor-2 (C8F-2) aRNA. 
coaplete cds. //0. 92:272:59//U4727S 
R-OVARC1001074//HS_220S_AI_007_NF CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic done Plate=2205 Col=13 Row=G. gen 
oaic survey sequence.//!. 3e-35: 205: 94//AQI 84530 
R-OVARC 1001085 

R-0¥ARCI001092//Hoao sapiens aRNA for JM5 protein, coaplete COS (c 
lone IMAGE 53337. LLNLcI 10FI8S7Q7 (R2PO Berlin) and LINLd 10G0913Q 
7 (RZP0 Berl in)).//4. Se-95: 325: 98//AJ005897 

R-OVARC 1 001 113//Hoao sapiens diaphanous I (WIA1) aRNA. coaplete c 
ds.//1. 0e-73: 386:9S//AF051782 

R-OV ARC1 001 117//Hoao sapiens chroaosoae 7 cloneUVGC:g3586a160 fro 

a 7pl4-1 5. coaplete sequence. //6. le-37: 314: 81//AC005272 

R-OVARC 1 001 11 8//Hoao sapiens chroaosoae 5, PI clone 1195e2 (LBNL H 

73), coaplete sequence. //I. Se-44: 390 : 77//AC005372 

R-OVARC 1 001 1 29//Ricket ts i a proaazekii strain Madrid E. coaplete ge 

noae: segment 1/4. //0. 81 :461 :57//AJ235270 

R-0VARC1 001 161 //Human DMA sequence tee SEQUENCING IN PROGRESS taa 
froa clone 8S0H21. VORKING DRAFT SEQUENCE. //4. 6e-08: 342 : 64//AL03 16 
80 

R-0VARC1Q01 162//CIT-HSP-2171J2. TR CIT-HSP Hoao sapiens genoaic clo 
no 21 71 J 2. genoaic survey sequence. //5.9e-48: 347 :8$//B89781 
R-OVARC 1 001 167//Hoao sapiens clone DJI 102AT2. VORKING DRAFT SEQUEN 
CE. 15 unordered pieces. //I. 3e-28: 427: 70//AC004963 
R-0VARC1 001 169//RPC1 1 1-36P6. TV RPC 1-11 Hoao sapiens genoaic done 
RPCI-1 1-36P6. genoaic survey sequence. //0. 56: 1 13: 72// AQ0458S9 
R-0VARC1001 I 70//Hoao sapiens Xp22 BAC GS-377014 (Genoae Systems Hu 
■an BAC library) coaplete sequence. //8. 8e-39: 301 : 85//ACO02549 
R-0VARC1 001 1 73//Huaan done HS2.30 Alu-YaS sequence. //2. 4e-35: 183 : 
83//U6721 3 

R-OVARC 1 00 1 1 80//Hoao sapiens 12q24. 1 N0VECT0R P443KB O coaplete s 
equenc e. //9. I e-4 1 : 5 1 6 : 72//AC005907 

R-OVARC 1 001 188//Hoao sapiens Chroaosoae 11 pi 4. 3 PAC done pOJ1034g 
4. coaplete sequence. //1. 2e-14: 134:8S//AC004796 
R-OVARC 100 1 200//ALS=8S kda insulin-like growth factor binding prot 
ein-3 complex acid-labile subunit [baboons, liver, aRNA Partial. 1 
818 n t] . //O. I 2 : 345 : 60//SB3462 

R-0VARCI001 232//Bovine tyrosine hydroxylase aRNA, coaplete cds.// 
0.66: 257 : 59//M36794 

R-OV ARC! 001 240//Hoao sapiens chroaosoae 17. clone hCI T. 1 24_H_2, co 
aplete sequence. //I . 4e-41 : 284: 87//AC00807 I 

R-0VARCI 001 243//HS_2055_B2_C01Jttl CIT Approved Huaan Genoaic Sperm 
Library 0 Hoeo sapiens genoaic done Plate=205$ Col=2 Row=F. geno 
aic survey sequence. //0. 59:83: 75//AQ2431 42 

R-OVARC100I26I//Crocody lus porosus aRNA for transthyretin.//0. 93: 1 
21 66//AJ223I 48 
R-OVARC I 00 1268 

R-OVARC 1001 2 70//P I asaodiua falciparua NAL3P6. coaplete sequence.// 

0. 0031: 295: 62//Z9855I 

R-OVARC 1 00 1 271 //Hoao sapiens chroaosoae 16. cosaid clone 390H2 (LA 
NL). coaplete sequence. //1. 6e-1 07: 544: 97//AC004494 
R-OVARC 1 001 282//Hoao sapiens Xp22-39-47 PAC RPCH-199J3 (Rosaell P 
ark Cancer Institute Huaan PAC Library) coaplete sequence. //0. 025: 
402 : 59// AC006062 

R-OVARC 10012 96/ /Homo sapiens echinodera aicrotubuie-associ ated pro 
tein hoao log HuEMAP aRNA. coaplete cds. //1. 1e-05:319:62//U970l8 
R-0VARC1001 306//Sequence 13 froa patent US 56248I8.//5. 4e-85:S77: 8 
4//I41I42 

R-0VARC1 001 329//Huaan DNA sequence tee SEQUENCING IN PROGRESS tea 
froa done 30G7, TORKING ORAFT SEQUENCE. //4. 2e-71 : 282: 88//AL034402 
R-0VARCI 001 330//Hoao sapiens PAC done DJ0697H17 froa 7Q11.23-Q21. 

1, coaplete sequence. //0. 1 9: 2S6: 59//AC004862 

R-OVARC1 001 339//Hoao sapiens 1 2q 1 3 PAC RPC II -3 161124 (Rosaell Park 
Cancer Institute Huaan PAC library) coaplete sequence. //2. 5e -49: 36 
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6 : 83//AC0Q4242 

R-OVARC 1001341 //Huain DMA sequence »•* SEQUENCING IN PROGRESS «** 
froa clone 69SO20, VORXING DRAFT SEQUENCE. //4. 8e-26 : 447 : 69//AL0328 

IB 

R-OVARC I OO 1 342/ /Hoao sapiens chroaosoae 10 clone CIT9S7SK-1175G20 
■to 1 0q25. 2-IOq25. 3. coeplete sequence. //S. Se-86: 569: 86//AC005874 
R-OVARClQ01344//Hooo sapiens chroaosoae S. SAC clone 261)17 (LBNL 
HI 90). coaplete sequence. //Z. Be-4S: 424: 78//AC005350 
R-0VARC1 00 1 357//Sequenc e 1 froe patent US S597707. //3. Oe-42: 250:93 
//1 34297 

R-0VARC1 00 1 360//Hoso sapiens chroaosoae 17, clone hRPX. 786_0_4. co 
•Dl ete sequence. //0. 20: 3 JS: 60//AC005863 
R-OVARC 1001 369 

R-OVARC1001 372//S. scrota ONA for ayogenin 3‘ flanking region (28S b 
p) . //6 . 9e-29 : 249 : 83//X892 1 0 

R-OVARC 1001 3 76//Hoao sapiens BAC done RG139P11 froa 7ql1-q21. coa 
pi ete sequence. //2. Ie-S0:491 :73//AC004491 

R-OVARC 1001 38 l//Hoao sapiens chroaosoae 17. clone hRPK. 1S6_L_14. c 
oapl ete sequence. //9. 3e-20: 422: 60//AC005821 
R-OVARC I 00 1391 
R-OVARC 100 1399 

R-OVARC 100 14 !7//Hoao sapiens EXLM1 eRNA. coaplete cds.//9.9e-110:S 
61 : 9S//ABOOS651 

R-OVARC1001419//CIT-HSP-2362F16.TR CIT-HSP Hoao sapiens genoaic cl 
one 2362F16. genoaic survey sequence. //7. 6e-47: 242: 98//AQ074668 
R-OVARC 1001 42 5//H0B0 sapiens PAC clone DJ1108A12 froa 14q24.3. coa 
plate sequence. //2.3e-20: 211: 66//AC00S1S7 

R-OVARC1 00 1 436//Huaan DMA flanking 3* end of transposon L1.1.//0. 1 
8:141: 66//K80341 
R-OVARC 100 1442 

R-OVARC1 00 1 4$3//Huaan PAC clone OJS2SN14 froa Xq23. coaplete seque 
nce.//2. 3e-l9: 111 : B1//AC002086 

R-OVARC1001476//CITBI-E1-2517B6. TR CITBI-E1 Hoao sapiens genoaic c 
lone 2S17B6, genoaic survey sequence. //0. 24: 308: S9//AQ27865S 
R-OVARC 1 OO 1 480//Huaan ONA sequence «** SEQUENCING IN PROGRESS *** 
froa clone 75304. 90RX1NG ORAFT SEQLENCE.//0.99:294:62//AL03l676 
R-OVARC 1 00 1489//E. cabal lus at crosatel I » te ONA aarker (clone ASB32 
).//0. 87:81 :71//X93546 

R-OVARC 1 00 1496//Hoao sapiens C-terainal binding protein 2 aRNA. co 
ap I e t e cds. //%. 3e- 1 1 6 : 585 : 96//AF0 16507 

R-OVARC 1 001 506//Woao sapiens Chroaosoae 16 BAC clone CIT987-SKA-13 
F4 coaplete genoaic sequence, coaplete sequence. //2.6e-40: 285: 86 
//AC002Q39 

R-OVARC 1 001 525//Hoao sapiens clone NH021SP16, VORKINC DRAFT SEQUEN 
CE. 3 unordered pieces. //I. 0: 320: 59//AC006036 

R-OVARC 100 1 542//HOBO sapiens hJTB aRNA. coaplete cds. //5. Oe-1 10:56 
6 : 9S//AB0I6488 
R-OVARC 1001 547 

R-0VARCl001577//Hoao sapiens SRp46 splicing factor transcribed ret 
ropseudogene. //5 . 9e-33 : 2 1 6 : 92//AF03 1165 

R-OVARC1001600//Huaan Chroaosoae X, coaplete sequence. //3. Oe-22: 15 
7:89//AC002418 

R-OVARC 1 00161 0//HS_3070_A2_A06_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Ptate=3070 Co 1 = 12 Roa=A. gen 
oaic survey sequence. //0. 47: 107: 66//AQI 03523 

R-0VARC1 00161 1//Huaan ONA sequence *** SEQUENCING IN PROGRESS see 
froa clone 1I8SN5. VORXING ORAFT SEQUENCE. //0. 17: 236: 63//AL034423 
R-OVARC 1 001 6 1 5//Huaan ONA sequence see SEQUENCING IN PRXRESS ess 
froa clone 310013. VORXING ORAFT SEQUENCE. // 1. 3e- 1 9:248 :70//AL031 6 

58 

R-OVARC 1 001 668//H$_3228_A2_E12JM CIT Approved Huaen Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=322S Col=24 Row- 1 . gen 
oaic survey sequence.//4. Se-13: 1 56 :76//AQI 88379 
R-OVARC100I702//CITBI-E1-2501PI6.TR. 1 CITBI-El Hoao sapiens genoai 
c clone 2S01P16, genoaic survey sequence. //1. 6e-41 : 217: 99//AQ241 96 
5 

R-OVARC 1001 703 

R-OVARCIOOI 71 1//CI TBI-E1-2502N10. TF CITBI-El Hoao sapiens genoaic 
clone 2502N10. genoaic survey sequence. //2. Oe-1 4:220: 72//AQ2661 94 
R-OVARC1001726//C1T-HSP-23200I . TF CIT-HSP Hoao sapiens genoaic clo 
ne 232001, genoaic survey sequence.//0. 021 : 170:62//AQ03814S 
R-OVARC 100 I 73!//Huaan aRNA for fibroblast tropoayosin TN30 (pi).// 
2. 5e-72 : 422 : 90//X05276 

R-0VARC100174S//Huaan DNA sequence froa clone 796111 on chroaosoae 
20q12. Contains ESTs. an STS and CSSs, coaplete sequence. //7. 6e-4 
4:314: 84// AL03 1 257 

R-OVARCIOOI 762//S.cerevisiae N-acety I transferase (AAAI) aRNA, coap 
lete cds.//1. 6e-08:396:60//M23166 

R-OVARC 1 001 766//Hoao sepiens eukaryotic translation initiation fac 
tor elF3. p35 subunit aRNA. coaplete cds. //3. 5e-108: 567: 94//U97670 
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R-OVARC 1001 7 S7//Hoao sapiens aRNA for KIAA067S protein, coaplete c 
di.//6. 3e-l08:529:97//AB01457S 

R-OVARCIOOI 768//Caenorhabdi tis elegans cosaid V57G1IA. coaplete sc 
quence.//0. 24: 205 :64//Z 91279 

R-OVARC 1001 791 //Hoao sapiens BAC clone RC1I8P1S froa Bq21, coaplet 
e sequence. //4. 6e-58: 558 : 76//AC00S066 
R-OVARCIOOI 795 

R-OVARCIOOI 80 Z//Huaan HLA class III region containing cAMP respons 
e eleaent binding protein-related protein (CREB-RP) and tenascin X 
(tenascin-X) genes, coaplete cds, coaplete sequence V/1. 1e-37: 34 
6: 78//U89337 

R-OVARC 1 001 805//Huaan DNA sequence froa clone S1IE16 on chroaosoae 
6p24. 3-25. 1. Contains the last coding eaon of the gene for PI8 co 
aponent of aainoacy I -tRNA synthetase couples, part of an unknown g 
ene downs treaa of a putative CpG island, and an STS with a CA rep* 
at polyaorphisw, coaplete sequence. //3. Oe-1 12:581 :95//AL023694 
R-OVARC 1 001 81 2//Huwan DNA sequence froa clone 227LS on chroaosoae 
Xpll.22-11.3. Contains a Keratin, Type 1 Cytoskeletai 18 (KRTI8. C 
YK18, X 18, CXI 8) pseudogene and an STS. coaplete sequence. //6.6e-4 
1 : 345 : 81//AL03I 585 

R-OVARC! 001 81 3//C I TBI-E1-2S08J18.TR CITBI-El Hoao sapiens genoaic 
clone 2 508 J 18. genoaic survey sequence.//! . 6e-72: 386: 9S//AQ263046 
R-OVARCIOOI 820//Huaan PAC clone DJ52SN14 froa Xq 23. coaplete seque 
nca.//4. 8e-4! : 320 : 83//AC002086 

R-OVARCIOOI 828//PI asaod i ua falciparua 307 chroaosoae 12 PFYAC69 ge 
noaic sequence. VORXING DRAFT SEQUENCE. 4 unordered pieces. //3. 4e- 
08: 527: 58//AC004688 

R-OVARC1 001 846//C 1T-HSP-2014F15.TR CIT-HSP Hoao sapiens genoaic cl 
one 2014F1S, genoaic survey sequence. //0. 0045: 165: 67//B5890S 
R-OVARCIOOI 861//M. ausculus aRNA for pMEN2 protei n.//9. 5e-28: 405: 68 
//X95350 

R-OVARCIOOI 873//Hoao sapiens clones 24718 and 24825 aRNA sequence. 
//5. 9e-l04: 571 :9I//AF070611 

R-OVARC 1001879/ /Huaa n DNA sequence froa clone 6I2BI8 on chroaosoae 
1q24-25. 3 Contains eaon froa gene siailar to 40S ribosoaal protei 
n. first coding exon of dynaain 2 (OYNII). ESTs. STS. GSS. CpG 1st 
and. coaplete sequence. //9. 1e-20: 206 :80//AL03 1864 
R-OVARC 1 001 880//RPC 11 1-42 1 1S.TJ RPCII1 Hoao sapiens genoaic clone 
R-42115. genoaic survey sequence. //3. 9e-50: 287: B8//AQ0S2700 
R-OVARC 1 001 883//Hoao sapiens chroaosoae 17. clone hCIT. 123_J„14, c 
oapl ete sequence. //6. le-1 3:457 :63//AC0039S0 

R-OVARC 1 00 1900//Hoao sapiens tuaorous iaaginat discs protein Tid$6 
hoao I og (TID1) aRNA. coaplete cds. //2. Se-86: 346: 90//AF061 749 
R-OVARC 100 1901 //Hoao sapiens testis specific aethyl-CpG binding pr 
otein NB02 (NB02) aRNA, partial cds.//7. 2e-89:421 : 100//AF072246 
R-OVARCIOOI 91 1 //Hoao sapiens full length insert cDNA clone ZD52FI 
0. //8. 2e-l 06 : 5 1 0 : 98//AF08631 5 
R-OVARCIOOI 91 6 
R-OVARCIOOI 928 

R-OVARC 1 001 942//$. cerevisiae N-acotyl transferase (AAAI) aRNA, coap 
lete cds. //0. 0013:231 :&3//N23166 

R-OVARCIOOI 94 3//Huaan iaaunodef ic iency virus type 1. strain FRMP32 
9, envelope glycoprotein V3 region (env) gene, partial cds. //0. 14: 
173:64//U58826 

R-OVARC! 001 949//Huaan zinc finger protein 20 (ZNF20) pentanuc leot i 

de repeat po I yaorph i sa. //1 . 3e-09 : 306 : 63//N99S93 

R-OVARC 100 l9S0//Hoao sapiens chroaosoae 17. clone hRPX. 1 1 2_H_10. c 

oapl ete sequence. //8. 2e-38: 385: 75//AC005666 

R-OVARC 100 1987 

R-0VARCl001989//Caenorhabdi tis elegans DNA sea SEQUENCING IN PROGR 
ESS *ae froa clone YS7GI1. VORXING DRAFT SEQUENCE. //6. 3e-08: 355: 60 
//Z9284I 

R-OVARC 1 002044//Huaan ONA sequence froa clone 681J21 on chroaosoae 
1q23.2-24. 3 Contains CpG island, coaplete sequence. //S. Oe-42: 298: 
86//AL03I286 

R-OVARC 1 0020 50//Hoao sepiens aRNA for KIAA046S protein, partial cd 
s. //I . 4e-l07 : 542 : 96//ABO07934 

R-OVARC! 002086//Arat)idops is thaliana chroaosoao It BAC FI484 genon 
ic sequence, coaplete sequence. //0. 23: 210: 61//AC004411 
R-0VARC1 002082//Hoao sapient Clone 0J096SK10. VORXING DRAFT SEQUEN 
CE, 6 unordered pieces.//S.4e-99:546:92//AC0060l5 
R-OVARC! 0021 07//Huain DNA sequence froa PAC 417G15 on chroaosoae X 
q2S-Xq26. Contains glypican-3 precursor (intestinal protein OCI-S) 
(CTR2-2), pseudogene. ESTs. //4. 4e-34: 375: 74//AL0091 74 
R-OVARC 1 002127 

R-0VARC1 0021 38//C IT-HSP-229001 8. TF CIT-HSP Hoao sapiens genoaic cl 
one 2290018. genoaic survey sequence. //2.4e-07: 31 6: 62// AQ003988 
R-OVARC 1 002 143//RPC I1 1-54*8. TJ RPC 1 1 1 Hoao sapiens genoaic done 
R-54N8. genoaic survey sequence. //2. 3e-35: 220: 90// AQ083241 
R-OVARC 1 0021 56 
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R-0VARC1 002 1 S8 //C 1 TB I -E 1 -2SI4D4. TF CITBI-EI Hobo sapiens genome c 
lone 251404, genoaic survey sequence.//! . Se-l 2: 140: 79//AQ26 5720 
R-OYARC1002165//CIT-HSP-2107C9. TF CIT-H5P Hobo sapiens genoaic clo 
ne 2307C9, genoaic survey sequence. //5. Oe-59: 29! : 99//AQ020420 
R-OVARC 1 002 1 82//P. falciparua SOI 7 gene for knob-associated histid 
i ne-r i ch protei n. //0. 74:161: 65//Y00D60 

R-PLACE 10000Q4//D. disco ideua gene for protein kinase. //0. 0008! : 2S 
3: 59//Z37981 

R-PLACE 1 00000 5//P I asaod i ua falciparua 3D7 chroaosoae 12 PFYACB8-62 
8 genoaic sequence, VORKING DRAFT SEQUENCE, 9 unordered pieces.// 
0. 0082:477: 58//AC005 507 

R- PLACE 1 000007//Hoao sapiens clone 24422 aRNA sequence.//!. 2e- 14: 1 
00: 97//AF070557 

R-PLACE 1 00001 4//Hoao sapiens genoaic DMA. chroaosoae 21q22. 2. pi c 
lone: T1212 and T160I, VORKING DRAFT SEQUENCE. //2. 8e-44: 405: 77//08 
3253 

R-PLACE1 00003 t//Hoao sapiens clone UVGC:y23c049 froa 6p2l. coaplet 
e sequence. //!. 8e-24 : 291 : 73//AC0Q61 82 

R-PLACE 1 000040//Caenorha bdi t is elegans DMA tee SEQUENCING IN PR0GR 
ESS eee froa clone Y10SCS. VORKING DRAFT SEQUENCE. //0. 00039:289:61 
//Z988S5 

R-PLACE 1000048//Huaan BAC clone RG210I04, coaplete sequence. //4. 7 
e-83 : 51 8: 89//AC002462 

R-PLACE 1 0000 S0//P I asaod i ua falciparua 307 chroaosoae 12 PFYAC181 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 8 unordered pieces. //0. 9 
8: 73: 76//AC005505 

R-PLACE 1 00008 1 //Hunan ribosoaal protein L37a aRNA sequence. //S. 9e- 
21 : 12S:98//L22154 
R-PUCE 1000066 

R-PLACE 1 000078//Hoao sapiens chroaosoae 11 clone C 1T987SK-10I2F4, 
VORKING DRAFT SEQUENCE. 6 unordered pieces. //I . 2e-87:456: 95//AC005 

848 

R-PLACE 1000081 

R-PLACE1000094//RPC11 1-91K6. TV RPC 1 1 1 Hoao sapiens genoaic clone 
R-91K6, genoaic survey sequence. //2. 3e-83: 409: 98//AQ28261 9 
R-PLACE1 0001 33//Hoao sapiens chroaosoae 17, clone hRPK. 746_E_8. co 
apl et e sequence. //1 . 8e-08 : 420 : S7//AC00S358 
R-PLACE1 000142 

R-PLACE 1000184//Hoao sapiens estrogen-related receptor gaaaa aRNA, 
coaplete cda.//1. 3e-l 12: $94:94//AF0S8291 
R-PLACE 10001 85 

R-PLACE100021 3//CIT-HSP-2308A18. TR C1T-HSP Hoao sapiens genoaic cl 
one 2308AI8, genoaic survey sequence. //8. 2e-80: 410: 97//AQ0221 49 
R-PUCE 1 00021 4//P I isaodiua falciparua DNA eee SEQUENCING IN PROGRE 
SS eee froa contig 3-09, coaplete sequence. //1.6e-05: 548: S9//AL008 
989 

R-PLACE1 000236//Huaan ON A sequence eee SEQUENCING IN PROGRESS eee 
froa clone 695020. V0RXINC DRAFT SEQUENCE. //2. 2e-16: 1 18: 91//AL0328 

18 

R-PUCE1000246//X. laevis aRNA for XLCL2 protein.//6. 5e-13: 66: 9S//Z 
14122 

R-PUCEI000292//Huaan DNA sequence eee SEQUENCING IN PROGRESS eee 
froa clone 11IB22. VORKING 0RAFT SEQUENCE. //6. 6e-41 : 322: 84//Z98200 
R-PLACE1 000332//Hoao sapiens chroaosoae 17. clone hCIT. 281_F_24. c 
oapl e t e sequence. //1 . 8e-1 6 : 598 : 62//AC004706 

R-PUCE1 000347//Hoao sapiens PAC clone 0J109OP18 froa 7q2l-q22, co 
aplete sequence. //2. 3e-11 : 237 : 69//AC005326 

R-PUCE1000374//Arabidops is t ha liana chroaosoae 1 BAC F15K9 sequen 

ce. coaplete sequence. //8.7e-09: 492: 58// AC005278 

B-PLACEt 000380//PI asnod i ua falciparua chroaosoae 2, section I of 7 

3 of the coaplete sequence. //0. 59:354: 59// AEO01 364 

R-PLACE I 000383//Mus ausculus ayotubularin related protein 1 (Mtar 

1) aRNA, coaplete cds. //0. 55: 65: 84//AF073997 

R-PUCE 1000401 //Hoao sapiens clone CS166C05. VORKING DRAFT SEQUENC 
E. 7 unordered pieces. //3. 6e-l7: 152: 83//AC00501 5 
R-PUCE1000406//Arabidopsis thaiiana genoaic 0NA. chroaosoae 5. TA 
C clone: K21H1. coaplete sequence. //0. 51 : 346: 58//AB020742 
R-PUCE! 000420//Hoao sapiens genoaic DNA. chroaosoae 21q22. 2 (Down 
Syndroae region), segaent 2/15. VORKING DRAFT SEQUENCE. //1 . 5e-25: 
243 : 79//AP000009 

R-PUCE! 000421//HS_2251 _B2_C1 2_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone PI a te»22S1 Col = 24 Row=N, gen 
oaic survey sequence. //1. 4e-82: 430: 95//AQ1 92807 
R-PUCE1 000424//Huaan PAC clone DJ5I5N1 froa 22 qIT. 2-Q22, coaplete 
sequence. //I. 8e-36: 483: 7 1//AC002073 

R-PUCE l00043S//Hoao sapiens chroaosoee 2 1 q 22. 2 cosaid clone Q7IA 
3. coaplete sequence. //2.6e-37: 371 :76//AF01 5724 
R-PUCE 1 000444//Hoao sapiens chroaosoae 17. clone hRPK. 227_G_15, 
coaplete sequence. //1.0e-S4:429:81//AC005899 

R-PUCE 10004S3//Nur ine genoaic DNA: partially digested Sau3A fraga 
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ent. cloned into cosaid vector pEM8Lcos2, coaplete sequence. //0 . 6 
6: 103: 72//AF059S80 

R-PUCE1 000481 //Huaan DNA sequence froa clone 960017 on chroaosoae 
Xol 1.21-1 1.22 Contains EST. CA repeat (DXS99I) , STS. GSS. coaplete 
sequence. //0. 019:171: 66//AL022166 
R-PUCE 1000492//Rat vacuolar protein sorting hoaolog r-vps33b aRN 
A. coaplete eds.//3. 2e-l7: 221 :72//U35245 

R-PUCE 1000540//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence, VORKING DRAFT SEQICNCE. 5 unordered pieces. //0. 00 
04S:480:60//ACD05308 

R-PLACE 1 000547//Hoao sapiens chroaosoae 19, cosaid F17987. coaplet 
e sequence. //9.6e-32: 231 :85//AC004790 

R-PLACE 1000562//. coaplete sequence. //1. 8e-4S: 280: 92//AC00S4O9 
R-PLACE 1000564//Huaan chroaosoae 16 creatine transporter (SLC 6 A 8 ) 
and (CON) paralogous genes, coaplete cds. //0. 0079: ISO: 65//U4 1302 
R-PLACEl 00058 3//Hoao sapiens chroaosoae 17, clone hRPK. 799_N_H . t 
oapl ete sequence. //I . Se-37 :41 4: 74//AC005323 

R-PLACE I000588//Huaan guanylate binding protein iso fora I (GBP-2) 
aRNA. coaplete cds. //I. 9e-77: 542:82//MS5S42 

R-PUCE 1000S96//P I asaod iua falciparua 3D7 chroaosoae 12 PFYAC357 g 
enoaic sequence. VORKING DRAFT SEQJENCE. 7 unordered pieces. //0. 00 
019: 482 : 59//AC00S506 

R-PUCE 1000599//Huaan geraline T-cell receptor beta chain Dopaam 
e-beta-hydroxy I ase-l ike, TRY1 , TRY2. TRY 3. TCRBV27S1 P. TCRBV22S1A2 
NIT. TCRBV9S1A1T. TCRBV7S1 A1N2T, TCRBVSS1 AIT, TCRBV1 3S3, TCRBV6S7 
P. TCRBV7S3A2T, TCRBVI 3S2A1T, TCRBV9S2A2PT. TCRBV7S2A1N4T, TCRBVI3 
S9/I3S2A1T. TCR8V6SSA1N1, TCR8V30S1P, TCRBV31S1, TCRBVI 3SS. TCRBV 6 
S1A1N1. TCRBV3251P. TCRBV5S5P. TCRBV1S1A1N1 , TCRBVI 2S2AI T. TCR8V21 
SI. TCRBV8S4P. TCRBVI 2S3. TCRBV21S3A2N2T. TCRBV8S5P. TCRBVI 3S1 gen 
es froa bases 1 to 267156 (section 1 of 3) ,//5. 6e-51 : 369:85//U6605 
9 

R-PUCE 1 0006 1 0//HS_307 1 _A 1 _C0 S_MF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3D71 Col=9 Row=E. geno 
aic survey sequence. //0. 051 : 147 : 65// AQ 103 341 

R-PUCE 1 0006 36//HS_3220_B2_E09J7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3220 Col=18 Row=J, gen 
oaic survey sequence. //0. 010: 253:64//AQ1B1 1 57 
R-PUCE 1 0006 53//Hooo sapiens N-acety Iglucosaai ne-phosphate autaae 
aRNA, coaplete cds. //I. 6e-99: 506 :96//AFI 02265 

R-PLACE 1 0006 S6//Hoao sapiens aRNA for JIM protein, coaplete COS (c 
lone IMAGE 546750 and LLNLc110F!857Q7 (RZPO Ber I in)).//4. 5e-J0! .55 
9: 92//AJ005896 

R-PUCE 1000706//nuc I ear protein TIF1 [aice. aRNA. 3951 nt].//9. 1e- 
10: 331 : 63//S7821 9 

R-PLACE I 0007 12//Hoao sapiens full length insert cDNA clone ZD76G1 
0. //I . Qe-69: 345: 98//AF086408 

R-PUCE 10007 1 6//Hobo sapiens Chroaosoae 16 BAC clone Cl T987SK-A-27 
9B10, coaplete sequence.//! . 0: 174: 62// AC002300 
R-PUCE 1000748//P I asaod iua falciparua MAL3P3. coaplete sequence.// 
I . 0e-06 : 337: 60//Z98547 

R-PUCE1000749//cSRL-1 5g9-u cSRL flow sorted Chroaosoae II specif 1 
c cosaid Hoao sapiens genoaic done cSRL-lSg9, genoaic survey sequ 
ence. //8. 8e-26 :236: 80//B02791 

R-PUCE1000755//H$_2t83_BI_M1 1_NF CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2183 Co 1 = 21 Row=P, gen 
oaic survey sequence. //0. 47: 151 :65//AQ064202 

R-PUCE 100076 9//Hoao sapiens clone DJ0647J21. VORKING DRAFT SEQUEN 
CE. 10 unordered pieces. //7.0e-38:492: 74//AC004847 
R-PUCE 1Q00785//Hoao sapiens aRNA for KIAA0648 protein, partial cd 
s. //2. 6e-l0l : 51 3:96//AB0t 4548 

R-PUCE 1 000786//Huaan putative outer ai tochondr iai aeabrane 34 kDa 
translocase hT0N34 aRNA, coaplete cds.//0.078: 180: 68//U58970 
R-PUCE 1000793 

R-PUCE) 0007 98//Hoao sapiens cosaid DS6B10, chroaosoae 21 S' of IF 
NAR1.//S. le-26:348: 72//AF039904 

R-PUCE 1000841 //Huaan guanine nucleotide regulatory protein (NETl) 
aRNA, coaplete cds.//! . 4e-26 : 1 10: 9S//U02081 

R-PUCE 1 000849//Hoao sapiens full length insert cONA clone Z0550! 
0. //I . 4e-t 3:93: 96//AF 086334 

R-PUCE 1 000856// Anopheles quadr iaicu latus NADH dehydrogenase subun 
its (1-4, 4L. 5-6); cytochroae oxidase subunits (1-3): adenosine c 
riphosphatase subunits ( 6 , 8 ): cytochroae b: transfer RNA; ribosoaa 
I RNA (large and saall subuni ts) .//2. 7e-09: 484: S9//L04272 
R-PLACE 1000863 

R-PLACEl 000909//PI asaod iua falciparua 3D7 chroaosoae 12 PFYAC18I g 
enoaic sequence. VORKING DRAFT SEQUENCE, 8 unordered pieces. //3.0 
e-OS : 274 : 60//AC005S05 

R-PLACE 1 000931 //RPC 1 1 1-66P7. TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-66P7, genoaic survey sequence. //3. 4e-73: 369: 97// AQ237489 
R-PUCE 1000948//RPC 111 -64K1 5. TK RPC 111 Hoao sapiens genoaic clone 
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R-64K1S, genoaic survey sequence.//6.6e-06:258:62//AQ2J9337 
R-PLACEl 000972//Hoao sapiens chroaosoae 17. clone hRPK. 1 I2_J_9, co 
Bplete sequence. //8.3#-20: 223 :76//AC0055S3 

R-PLACEl 000977//P I asaodiua falciparua 307 chroaosoae 12 PFYAC357 g 
enoaic sequence. WORKING DRAFT SEQUENCE, 7 unordered pieces. //O. OO 
030:448: $9// AC005506 
R-PUCE 1000979 

R-PLACE1 001 000//C1 T-HSP- 2297 1 8. TF CIT-HSP Hobo sapiens genoaic clo 
ne 229718, genooic survey sequence. //7. 0e-07: 64:98// AQ0O4997 
R-PUCE 1 001 007//Huasn endothelial nitric oxide synthase gene, coap 
lete cds //0. 0078:21 5: 64//D26607 
R-PLACE1001010 

R-PUCE 1001 01 S//Huaan ONA sequence »** SEQUENCING IN PROGRESS *e* 
froa clone 1S0C2. NORKING DRAFT SEQUENCE.//!. Se- 16 :4S2:63//AL02231 

8 

R-PUCE 1 001024//Huaan ONA sequence tee SEQUENCING IN PROGRESS *** 

froa clone 417N14, NORKING DRAFT SEQUENCE. //0. 99: 188: S3//AL024498 

R-PLACE 1 00 1 036//Hobo sapiens clone DJI136C02, WORKING DRAFT SEQUEN 

CE. 4 unordered pieces. //2. 5e-15:313:68//AC005377 

R-PLACE 1 00106 2/ /Hcao sapiens chroaosoee 17, clone hCITS4K19. coapl 

ete sequence. //7.3e-l 6: 1 19: 84//AC0036S4 

R-PLACE 100 1 076 

R-PLACE 1 001 088//Huaan DNA sequence froa cosaid 203C2. between aark 
ers DXS6791 and DXS8038 on chroaosoee X contains ESTs.//0. 97:332:5 
9//Z74696 

R-PLACE1001092//Plasaodiua falciparua 3D7 chroaosoee 12 PFTAC33S g 
enoaic sequence, WORKING DRAFT SEQUENCE, S unordered pieces. //6. 2 
e-07 : 302 :62//ACOOS1 39 

R-PLACEI001 l 04//P I asaodiua falciparua chroaosoee 2. section 9 of 7 
3 of the coaplete sequence. //0.057: 280: 60//AE001 372 
R-PLACEl 001 1 1 8//Hoao sapiens DNA sequence froa PAC 418A9 on chroeo 
soae 6q21. Contains the first (5*) two exons of a CDK8 (Cell Divis 
ion Protein Kinase 8) LIKE gene, a Neutral Calponm LIKE pseudogen 
e. ESTs and STSs, cowplete sequence. //4. 9e-06: 334: 60//284480 
R-PLACEl 00 1 l36//Howo sapiens chrowosowe 17. clone hRPK. 22_N_1 2, » 
ORKING DRAFT SEQUENCE, 2 ordered pieces.//!. le-31 :331 :7S//ACOOS412 
R-PLACEl 00 1 188//HS_2D3S_A1_H04_NR CIT Approved Huaan Genowic Sperw 
Library D Hobo sapiens genooic clone Plate=2036 Col=7 Row=0. geno 
aic survey sequence. //0. 40: 144: 63//AQ230862 
R-PLACE! 001 171 
R-PLACEl 00 II 85 

R-PLACEl 001 238//Huaan coxVIb gene, last exon and flanking sequent 
e.//3.4e-3fi:349:75//X58139 

R-PLACEl 001 241//P I asaodiua falciparua DNA *** SEQUENCING IN PROGRE 
SS tea froa contig 3-20. coaplete sequence. //0. 1 1 :258:61//AL008972 
R-PUCE 100 1257//*** SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
soae 4, BAC clone B4P3; HTGS phase I. WORKING DRAFT SEQUENCE. 9 un 
ordered p i eces. //1 . 9e-46 : 484 : 73//AC00001 8 

R-PLACEl 001 272//Hoao sapiens chroaosoae 21q22. 3 PAC 191P10, coapl e 
te sequence. //O'. 89:119 : 6S//AF04S44B 

R-PLACEl 001 279//Caenorhabdi tis elegans cosaid Y39A1C. coaplete seq 
uence.//0. 99:95: 69//AL02 3839 

R-PLACEl 001 280//CIT-HSP-2328B24. TF CIT-HSP Hoao sapiens genoaic cl 
one 2328824, genoaic survey sequence. //5. 4e-24: 147: 76//AQ0421 29 
R-PLACEl 001 294//N. ausculus GEG-154 aRNA.//1. 3e-22: 472: 65//X7 1642 
R-PLACE 100 1304//Hoao sapiens chroaosoae 19, overlapping' cosaidx FI 
8547. F1 11 33, R27945. R28830 and R32804. coaplete sequence. //2. 2e- 
22: 139: 77//AC003682 

R-PLACEl 001 31 l//Lol i go pealei repeat region. //0. 84: 232: 64//Z 18286 
R-PLACE 1001 323//Hoao sapiens DNA sequence froa PAC 4I8A9 on chroao 
soae 6q2l. Contains the first (5’) two exons of a CDK8 (Cell Oivis 
ion Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogen 
e. ESTs and STSs, coaplete sequence. //7. 2e-39: 308: 83//284480 
R-PLACEl 001 351//Caenorhabd i t is elegans DNA *«* SEQUENCING IN PROCR 
ESS **• froa clone Y39B6. WORKING DRAFT SEQUENCE. //0. 0018: 408: 59// 
Z9S399 

R-PLACE 100 1366//Huaan Naf/phosphate co-transporter gene, exon 1, 0 
artial sequence. //2. 2e-46: 369: 82//D89927 

R-PLACE 1001 377//Hoeo sapiens ADAM1 0 (AD AM 10) aRNA, coaplete cds.// 
7. I«— SO : 431 :93//AF009815 

R-PLACEl 001 383//Hoao sapiens clone 24538 eRNA sequence. //3. 8e-35: 1 
92: 97//AF0S5030 

R-PLACEl 001 384//Hoao sapiens aRNA for aulti POZ doaain protein.// 
2. 6e-86:456:94//AJ001 319 
R-PLACEl 001 387 

R-PLACE 1 001 395//Nyc talus leisleri ai tochondr ial D-loop, partial se 
quence. //0. 054:148: 68//U953SS 

R-PLACEl 001 399//Hoao sapiens chroaosoae 17, clone hRPK. 22_N_12, V 
ORKING DRAFT SEQUENCE, 2 ordered pieces. //6. 7e-70:352:98//AC005412 
R-PLACE 1001 4 12//Hoao sapiens clone 643 unknown wRNA, coaplete sequ 
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ence. //8. Oe-44 : 242 : 95//AF091 087 

R-PLACE 1001414/ /Hoao sapiens chroaosoae 9, clone hRPK. 202_H_3. con 
plete sequence. //0. 12:S3:84//AC00624I 

R-PLACEl 001 440//Hoao sapiens Xq28 genoaic DNA in the region of the 
ALD locus containing the genes for creatine transporter (SLC6A8). 
CON, ad reno leukodystrophy (ALD), Nat-isoci trate dehydrogenase gan 
aa subunit (IDH). and transiocon-associated protein delta (TRAP) g 
enes, coaplete cds. plexin related protein (PLEIR) and serine kina 
se (SK) genes, partial cds. Xq28lul gene and cytochroae C (CCo) ps 
eudogene. //1 . 0 : 250 : 61//US21 1 1 

R-PLACE100I456//Borrel ia burgdorferi (section 16 of 70) of the con 
plete genone. //0. 0077: 173: 62//AEOOI 1 30 

R-PLACEl 001 46B//HS_3050_A2J)07_«R CIT Approved Hunan Genonic Spern 
Library 0 Hoao sapiens genoaic clone Plate=30S0 Co I =1 4 Row=G, gen 
oaic survey sequence. //0. 00023: 202 :65//AQI 33920 
R-PLACE 1 00 1 484/ /Hoao sapiens Xq28 BAC PAC and cosaid clones contai 
ning FKR2 gene exons 1.2, and 3, coaplete sequence. //7. 2e-l 7: 180: 8 
0//AC002368 

R-PLACE 1 00 1 502//RPC 1 1 1-24FZ. TP RPCl-11 Hoao sapiens genoaic clone 
RPCI-1 1-24F2. genoaic survey sequence. //0. 1 5: 203: 66//B8440I 
R-PLACEl 001 S03//HS_21 83_A1_BIO_MR CIT Approved Huaan Genoaic Spern 
Library D Hoao sapiens genoaic clone Plate=2183 Co I =19 Row=C. gen 
oaic survey sequence. //I . 3e-J8: 181 : 82//AQ02261 3 
R- PLACE 1001 51 7//Hoao sapiens hGAAl aRNA, coaplete cds.//6. 4e-S6: 33 
9: 90//AB006969 

R-PLACEl 00 1534//Huaan ONA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 620E1I. WORKING DRAFT SEQUENCE. //8. 6e-59: 304: 97// AL03 16 
67 

R- PLACE 1001 54 S//Hoao sapiens chroaosoae 3, clone hRPK. I65_ I J 6. co 
apl ete sequence. //2. 6e-1 8 : 1 71 : 82//AC005669 
R-PLACE 1001 SSI 

R- PLACE 1 00 1 S70//M. capri col ua DNA for CONTIG MCI 88. //0. 0043: 305: S7/ 
/Z3313S 

R-PLACE 1001 60 2//Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaen t 3/1 1 . //2. 5e-82 : 408 : 98//AB020860 

R-PLACE 100160 3//Hoao sapiens KEOS protein aRNA, coaplete cds. //I. S 
e-40 : 2 95 : 84// AF064S05 

R-PLACEl 001 61 0//Hoao sapiens clone NH0469N07, WORKING DRAFT SEQUEN 
CE. 7 unordered pieces.//2.Se-39:307:82//AC005037 
R- PLACE 1001 61 l//Hoao sapiens histone aacroH2A1.2 aRNA, coaplete cd 
s. //4. 9e-41 : 2 1 7 : 97//AF0541 74 

R-PLACEl 001 632//Huaan ONA binding protein (HPF2) aRNA. coaplete cd 
s.//1. 4e-08: 1 7B : 65//M27878 

R-PLACEl 001 634//Caenorhabdi tis elegans DNA e*» SEQUENCING IN PROGR 
ESS eee froa clone H06CI6. WORKING DRAFT SEQUENCE. //O. 00026 : 221 : 62 
//Z9279I 

R-PLACE 1001 640//Hoao sapiens chroaosoae 17, clone hRPK.651_L_9, co 
apl ete sequence. //2.6e-83: 441 :9S//AC00597I 

R-PLACEl 001 672//H. sapiens flow-sorted chrowosowe 6 Taql fragwent, 
SC6pA26H8. //0. 91:115. 69//Z79253 

R-PLACE 100 1691 //Ho wo sapiens okadaic acid-inducible phosphoprotein 
(OA48-I8) aRNA. coaplete cds.//l. Se-111 :S45:97//AF0692S0 
R-PLACE 1001 6 92//Howo sapiens clone RC2280I7. WORKING DRAFT SEQUEKC 
E. 2 unordered pieces.//!. 0e-46:478: 75//AC00S077 
R-PLACE 1 00 170S//Huwan ONA sequence at* SEQUENCING IN PROGRESS at* 
froa clone 250DI0, WORKING DRAFT SEQUENCE. //0. 79: 91 : 73//Z997I6 
R-PLACE 1 001 716//Howo sapiens Xp22 PAC RPCI1-167A22 (froa Roswell P 
ark Cancer Center) coaplete sequence. //0. 96: 172: 66//AC002349 
R-PLACE 100 1720 

R-PLACE 100 1 72 9//Huwan interleukin-13 (IL-13) precursor gene, coapl 
ete cds.//0. 79: 280:60//U3! 120 

R-PLACE 1001 73 9//Hoao sapiens chroaosow* 19. CIT-HSP-444n24, coaple 
te sequence. //I. 0: 109: 65//AC005261 

R-PLACE 1001 740//Hoao sapiens BAC clone CS 114109 froa 7o14-p15, coa 
plete sequence. //S. 3e-l 1 : 249: 67//AC006027 
R-PLACE 1001 745 

R-PLACE I 00 1 746//Hoao sapiens chroaosoae 4 clone B200N5 aao 4q2S, c 
oap I e t e sequence. //6. Oe-OS : 337 : 6 1//AC005509 

R-PLACE 100 I 748//Hoao sapiens aetal loprotease 1 (HP!) aRNA, coaplet 
e cds. //I . 3e-9l : 540 :89//AF06 1243 

R-PLACE I 001 756//Huaan BAC clone RG302F04 froa 7q31, coaplete seque 
nee. //0. 074 : 344 : 62//AC002463 
R-PUCE 1001 761 

R-PLACE1001 771//Hoao sapiens full length insert cDNA clone Z079CI 
I . //4. 4e- 57 : 2 98 : 96//AF0864 26 

R-PLACE 1001 781//T. theraophila aicronuclear DNA containing to chroa 
osoaal breakage sequence Cbs-t. clone H8I9.//4. 6e-0S: 282:61 //Ml 57 
11 

R-PUCE 1 001 799//P I asaodiua falciparua 3D7 chroaosoae 12 PFTAC588 g 
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enoaic sequence, VORXING DRAFT SEQUENCE, 2 unordered pi eces. //O. 01 
5:331 :58//AC004710 

R-PLACE t 001 8 17//Hoao sapiens ATP-specific succinyl-CoA synthetase 
beta subunit (SCS) aftNA. partial cds.//4. 1e-92:463: 9S//AF0S8953 
R-PLACE100182l//»»*ALU IARNING: Muaan Alu-J subfamily consensus se 
quence. //3. 6e-36 : 281 : 82//UI 4567 

R-PLACE 1 001 845//Mus ausculus Paneth ceil enhanced expression PCEE 

aRNA, coaplete cds.//9. 1e-26:313:73/AJ373S1 

R-PLACE1001869 

R-PLACE 1 00 1 897//Nu s ausculus hoaeobox protein (Dlx5) aRNA. coaplet 
e cds. //O. 0043: 207: 64//AF03301 1 

R-PLACE10019I2//RPCI 1 1-25F23. TKBR RPCI-1 1 Hobo sapiens genoaic clo 
ne R PCI-1 1-25F23, genoaic survey sequence. //6.3e-33: 248: 67// AQOI 35 
67 

R-PLACE 1 00 1 920//Hoao sapiens TNF-induced protein GC2-1 aRNA. coapl 
ete cds. //5. Oe-73 : 363 : 98//AF070671 

R-PLACE 1 001 928//Hoao sapiens chroaosoae 17. clone hRPK. 642_C_2l, c 
oaplete sequence. //0. 98:24B:60//AC005245 

R-PLACE 100 !983//Caenor h abdi tiselegans DNA «»e SEQUENCING IN PROCR 
ESS »«* Iroa clone Y4CH7. VORKINC DRAFT SEQUENCE. //0. 12: 1 57:61//AL 
021389 

R-PLACE 1001 98 9//Huaan DNA sequence »• SEQUENCING IN PROGRESS e*a 
froa clone 968022. VORK ING DRAFT SEQUENCE. //1. 4e-44: 376 :80//AL02 37 
55 

R-PLACE1 0Q2046//C I TBI -El- 2520124. TF CITBt-EI Hoao sapiens genoaic 
clone 2520 124, genoaic survey sequence. //4. Se-20: 144: 89//AQ2801 17 
R-PLACE 1002 05 2//Huaan DNA sequence froa cosaid U160A4. between aar 
kers DXS366 and DXS87 on chroaosoae X contains STS. //0. 025: 362 : 57/ 
/Z80900 

R-PLACE 1 002066//Le i sheen i a tarentolae aaxicircle DNA fragaent. //0. 
0034:1 97 :62//X02438 

R-PLACE 1002072//Hoao sapiens chroaosoae 5. PI clone 8S4b11 (LBNL H 
44), coaplete sequence. //9. 7e-06: 414: 60//AC004763 
R-PLACE 1002073 

R-PLACE 1002090//Hoao sapiens Chroaosoae 16 BAC done Cl T987-SKA-34 
5G4 coaplete genoaic sequence, coaplete sequence. //1. 8e-0S: 278: 6 
3//AC002302 

R-PLACE 1 002 11 5//Huaan DNA sequence set SEQUENCING IN PROGRESS «»* 
froa clone Y214H10, VORKINC DRAFT SEQUENCE. //6. Oe-1 2: 327: 64//AL022 
344 

R-PLACE 1 002 119//Nus ausculus IERS (lerS) aRNA. coaplete cds. //S. I 
e-67 : 442 : 86//AF079527 

R-PLACE 10021 40/ /Hoao sapiens DNA seauence froa PAC 45417 on chroao 
soae Xq2S-26.3. Contains the 0CRL1 gene for Lowe Oculocerebrorenal 
Syndroae protein OCRL-1. Contains ESTs. STSs and GSSs, coaplete s 
equence.//?. 2e-80:403: 97//AL022I62 

R - PLACE 1 0021 50//Hua an DNA sequence froa PAC 145BI2 on chroaosoae X 
q27~Xq28. Contains ESI. CA repeat and STS. //0. 043:455: 59//AL008706 
R-PLACE 1002 l 57//Huaan DNA sequence froa Fosaid 65B7 on chroaosoae 
22ql 1 . 2-qter. Contains exons 6-12 of the SLCSA1 (SGLT1) gene for s 
olute carrier faaily 5 (sodiua/glucose cotransporter) aeaber 1 (Hi 
gh Affinity Sodiua-Glucose Cotransporter), coaplete s equence. //9. 8 
a-S8: 364: 79//Z83849 

R-PLACE 1 002 1 6 3//Can i s faailtaris HHC class 1 1 A DLA-DQA (DQA 1 alle 
le) gene, exon 2, partial cds. //0. 82:96: 70//U44785 
R-PLACEI002I71//Hoao sapiens PAC clone DJ1100F23 froa 7q3i. coaple 
te sequence. //0. 83: 196: 65//AC0044S6 

R-PLACE 1 002 205//Huaan DNA sequence froa PAC 436N11 on chroaosoae X 
p22. 11-22.2. Contains the serine threonine protein phosphatase gen 
e PPEFI. and the first coding exon of the RSI gene for retinoschis 
it (X- 1 inked, juvenile) 1 (XLRS1). Contains ESTs. an STS and GSSs. 
coaplete sequence. //0. 0017: 193: 61//Z940S6 

R-PLACE 1002 21 3/ /Homo sapiens chroaosoae 19. fosaid 37308. coaplete 
sequence. //8.0e-42: 330: 61//ACD04152 
R-PLACE 1 002 22 7//Hoao sapiens BAC clone BX085E05 froa 22q1 2. 1-qter. 
coaplete sequence. //2. 1 e- 1 0 : 1 28 ; 8O//AC0O 307 1 

R-PLACE1 002256//Hoao sapiens clone DJ0853H20. VORKINC ORAFT SEQUEN 
CE, S unordered pieces. //2. 7e-06:478:57//AC004907 
R-PLACE I 002259//Huaan ONA sequence froa cosaid U7SA4 on chroaosoae 
X. //6. Se-81 : SOI : 88//Z82255 

R-PLACE 1 0023 19//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC181 g 
enoaic sequence, VORK INC ORAFT SEQUENCE. 8 unordered pieces. //0. 00 
023 : 549 : 56//AC00550S 

R-PLACE 1002342//Hoao sapiens aRNA for K1AA0728 protein, partial cd 
s. //4 9e-94: SOI : 93//AB01 8271 

R-PLACE I 002395//Hoao sapiens chroaosoae 19, cosaid R34362, coaplet 
• sequence. //1 . 4e-69: 385 : 93//AC005329 

R-PLACE 1002399//Huaan HepG2 3' region cDNA. clone hadSd06.//2. 4e-7 
1 :41 1 : 92//D16939 

R-PLACE 1 0024 33//Huaan DNA sequence •«« SEQUENCING IN PROGRESS te* 
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froa clone 173DI. VORKINC DRAFT SEQUENCE. //0. 85: 1 76 : 63// AL031 984 
R- PLACE 100 243 7//Huaan BAC clone RG114A06 froa 7q3l. coaplete sequt 
nee. //0. 0040 : 2 1 3 : 63//AC002542 

R-PLACE1002438//CI TBI-E1-2501V20. TF. I CITBI-E1 Hoao sapiens genoai 
c clone 2501N20. genoaic survey sequence. //0. 70: 247: 61 //AQ242 104 
R-PLACE 1 00 24S0//Hoao sapiens 959 kb contig between AMD and CBRt o 
n chroaosoae 21q22: segment 1/3. //0. 00060:471 : 59//AJ229041 
R-PLACE1 00246 5//Hoao sapiens clone DJ0673M15, VORKINC ORAFT SEQUEN 
CE. 33 unordered pieces. //2. 5e-10: 98:81//AC004854 
R-PLACE 1 002474//Bus ausculus aatrilin-2 precursor aRNA, coaplete c 
ds.//1 . 7e-2S: 1 99: 71//U69262 

R-PLACE 1002477//Huaan DNA sequence froa PAC 50A13 on chroaosoae Xp 
II. Contains ATP SYNTHASE LIPID BINDING PROTEIN PI (P2. P3) precur 
sor (ATP5C1. ATP5G2, ATP5C3) like pseudogene. ESTs and STSs. Conla 
ins polyaorphic CA repeat . //I. 2e-1 1 : 382: 63//Z9254S 
R-PLACE 1 00 2493//Hoao sapiens signal transducing adaptor aolecuie 2 
A (STAM2) aRNA. coaplete cds. //I . 1 e-53:307:91//AF042273 
R-PLACE 1002499//P I asaodiua falciparua HAL3P6, coaplete sequence.// 
0. S6:270:60//Z98S51 

R-PLACE 1002500//C I T-HSP-2337C20.TR CIT-HSP Hoao sapiens genoaic cl 
one 2337C20, genoaic survey sequence. //3. 2e-42: 297: 8S//AQ037614 
R-PLACEI0025I4//Huaan DNA sequence **» SEQUENCING IN PROGRESS te* 
froa. clone 212A2. VORKINC DRAFT SEQUENCE. //7. 8e-16 : 221 :73//Z95114 
R-PLACE1002529//Hoao sapiens aRNA for KIAA0713 protein, partial cd 
s. //I . 6e-B6 : 582 : 85//AB01 8256 

R-PLACE 1 002 532//Hoao sapiens BAC clone RC300E22 froa 7q21-q3M. : 
oaplete sequence. //9. Oe-91 : 453: 97//AC004774 

R-PLACEIO02S37//Hansenula wingei ai tochondr i al gene for NADH dehyd 
rogenase subunit 5, coaplete cds. //0. 0042: 489: 60//01 6253 
R-PLACE I 002 571// Apis aellifera ligustica coaplete ai tochondr ia i ge 
noae. //0. 034: 493: 55//L061 78 

R-PLACE 1002 5 7 8//Hoao sapiens chroaosoae 5. Pec clone 9c 1 3 (LBNL HI 
27). coaplete s equence. //2. 5e-44: 292: 84//AC006084 
R-PLACE 1002583//Hoao sapiens wbscrl (VBSCR1) and replication facto 
r C subunit 2 (RFC2) genes, coaplete cds.//3. 1e-17:517:61//AF04555 
5 

R-PLACE 1002 591 

R-PLACE 1 002598//Caenor ha bd i t is elegans cosaid T37D8A, coaplete sea 
uence. //0. 080 : 308: 6O//AL032626 

R-PLACE 100 26 04//Huaan cosaid LL1 2NC01-S8A9, ETV6 gene, exons 6. 7 
and 8 and partial cds.//0. 0013:I76:65//U633I3 

R-PLACE 1002625//HS_2233_B2_K04_NF CIT Approved Human Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate^2233 Col=8 Row=P, geno 
aic survey sequence. //S. 2e-l3 : 137: 79//AQ1 46663 

R-PLACE 1 002 66 5//Nus ausculus enhancer of polycoab (Epcl) aRNA, com 
Plate cds.//S. 8e-46: 272:94//AF079765 

R-PLACE) 002 68 S//Hoao sapiens B cell linker protein BLNK aRNA. alle 
rnatively spliced, coaplete cds. //I . 2a-77: 390: 97//AF068I80 
R-PLACE 1 0027 14//Mus ausculus clone OST2473. genoaic survey sequenc 
e. // 1 . 3e-35: 328 : 78//AF046656 

R-PLACE 1 00272 2//Sequence 1 froa patent US 5686597. //I. 7e-42: 276: 89 
//1 73723 

R-PLACE I 002768//Hoao sapiens Xp22 bins 169-171 BAC GSHB-3S3H3 (Gen 
oae Systeas Huaan BAC Library) coaplete sequence. //0. 0098: 197:64// 
AC0051B5 

R-PLACE 1 002 772//Hoao sapiens PAC clone DJ0S60014 froa 7o21.1-q2t. 

2. coaplete sequence. //6. 7e-49: 378: 82//AC0061 45 
R-PLACE 1 00 27 8 2 
R-PLACE 1002794 

R-PLACE100281 1//CIT-HSP-2316H1 1. TF CIT-HSP Hoao sapiens genoaic cl 
one 2316HI1. genoaic survey sequence. //6. 0e-50: 250 : 1 00//AQ03498 1 
R-PLACE 1 0028 15//Sequence 2 froa patent US 5747660. //2. 7fr-59:3l2: 84 
//AR005279 

R-PLACE 10028 1 6//Hoao sapiens 12q13. 1 PAC RPCI 5-10571 20 (Roswell Pi 
rk Cancer Institute Huaan PAC library) coaplete sequence. //B. 3e-S 
9:339: 93//AC004466 

R-PLACE 1002834//Figu re 2. Nucleotide and translated protein seouen 
ces of HPF1 . -2, and -l.//1.4e-78:413:95//»27877 
R-PLACE 1002839//Hoao sapiens PAC clone DJ 0015 1 23 froa 22, coaplete 
sequence. //6. Se-25: 301 : 74//AC00481 9 

R-PUCE 1002851 //Cl T-HSP-2317N9.TR CIT-HSP Hoao sapiens genoaic clo 
ne 231719. genoaic survey sequence. //0. 001 1 : 210 : (1 //AQ040S1 9 
R-PLACE 1002 8 5 3//Huaan interleukin 6 (IL6) gene. 3' f lank. //$. 8e-Q 
6:327 : 61//J03049 
R-PLACE 1002881 

R-PLACE 1 002 908//H$_3 06 4_A1_D04_MF CIT Approved Huaan Genoaic Soera 
Library D Hoao sapiens genoaic clone Plate=3064 Col=7 Row=G. geno 
aic survey sequence. //t. 9e-09: 1 56 :72//AQ1 42985 
R-PLACE 100294 1 
R-PLACE 1002962 
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R-PUCE 1002 968//Huaan DNA sequence froa clone 109F14 on chroaosoae 
6p21.2-2l.3. Contains the alternatively spliced gene for Transcri 
ptional Enhancer Factor TEF-S, the 60S Ribosoaal Protein RPL10A ge 
ne. a PUTATIVE ZNF127 LIKE gene, and the PPARD for Peroxisoae Prol 
iterator Activated Receptor Delta (PPAR-Oelta. PPAR-fleta, Nuclear 
Horaone Receptor 1, NUCI. NUCI. PPARB). Contains three putative Cp 
G islands. ESTs. STSs. GSSs and a ca repeat polyaorphisa, coaplete 
sequence. //1 . 9e-32: 31 4: 77//AL022721 
R-PUCEI 00299 1 //Huaan DMA sequence *e* SEQUENCING IN PROGRESS tee 
froa clone 968022. WORKING DRAFT SEQUENCE. //1 . 6e-42:343:8l//AL0237 
SS 

R-PLACE 1 002993//Hoao sapiens PAC clone DJ0899E09 froa 7ql1.23-q2l. 

1. coaplete sequence. //0. SS: 88: 72//AC00492! 

R-PUCEI 002996//HS_2064_At_A05_MR CIT Approved Hunan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=2D64 Col=9 Roa=A, geno 
aic survey sequence. //4. 9e-18: 1 17 :9S//AQ2432I1 
R-PLACE 1 00302S//Hoao sapiens PAC clone OJ0560014 froa 7q2l.|-q21. 

2. coaplete sequence. //0. 26:428:$8//AC006l4S 

R-PLACE 1 003027//Hoao sapiens chroaosoae 17. clone hRPK. 700_H_6, co 
aplete sequence. //I. 3e-9S:465: 98//AC0059Z0 
R-PLACE 1003044 

R-PLACE 1 003 092//P I asaodiua falciparua ONA at* SEQUENCING IN PROCRE 
SS e«* froa contig 4-89, coaplete sequence. //3. 6e-0S: 358: 60//AL010 
266 

R-PUCEI 003 1QQ//HS_2244_A2_H1 2_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2244 Co 1=24 Rov=0. gen 
oaic survey sequence. //2. 3e-42: 288:86//AQ084224 
R-PLACE 1 003 1 08//Hoao sapiens clone DJ0781A18. WORKING DRAFT SEQUEN 
CE. 3 unordered pi eces.//0. 00066: 233 :61//AC00488S 
R-PLACE1 003 136//P I asaodiua falciparua IIAL3P2. coaplete sequence.// 
0. 01 9 : 429 : 57//AL034558 
R- PUCE 1003145 

R-PLACE 1 003 153//Hobo sapiens Xp22 BAC GSHB-536K7 (Genoae Systeas H 
uaan BAC library) coaplete sequence. //3. 2e-0S: 390: 58//AC00461 6 
R-PLACE 1 0031 74//Arabi dops 1 s thaliana genoaic DNA, chroaosoae 5, PI 
clone: NTE17. coaplete sequence. //2.4e-08: 390 :60//AB01 5479 
R-PLACE1003176 

R-PLACE 1 003 1 90//Hoao sapiens clone RG332PI2. VORKINC DRAFT SEQUENC 

E. I unordered pieces.//4.0e-78:4Q6:81//ACOOS09S 

R-PLACE1 003 200//P I asaodiua falciparua MAL3P6, coaplete sequence.// 

0. 016:41 1 : 57//Z985SI 

R-PLACE1 003 205//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC336 g 
enoaic sequence. fORKING DRAFT SEQUENCE. 5 unordered pieces. //0. 00 
084: 288:6 1//AC0051 39 

R-PLACE 1003 2 38//Hoao sapiens full length insert cOKA clone ZD79H1 

1 . //7. 6e-1 1 4 : 567 : 96//AF086432 

R-PLACE1003249//Huaan Chroaosoae X. coaplete sequence.//! . 3e-45: 31 
7:85//AC002416 

R-PLACE1 003256//Hoao sapiens chroaosoae 17. clone HCIT421K24, coap 
iete sequence.//!. 0e-4S: 328: 85//AC004099 
R-PUCE 10032 58 

R-PLACE1003296//Diphoropria sp. t6$ ribosoaal RNA gene, aitochondr 
ial gene encoding ai tochondr ial rRNA. partial sequence. //0. 050: 22 
8: 59//U399S2 

R-PLACE1003302//Fi gure 2. Nucleotide and translated protein sequen 
ces of HPF1 , -2, and -».//!. 7e-9t : 458: 96//N27877 
R-PLACE1003334//Hoao sapiens DNA sequence froa BAC 2I7C2 on chroao 
soae 22a 1 3-q 13.33. Contains a gene for the presuative isolog of Ra 
t RTP60 (nuclear pore coaplei protein Npap60). Contains ESTs. coap 
Iete sequence.//4. 3e-34:370:71//Z82243 

R-PLACE1003342//CIT-HSP-231 1D2I. TF CIT-HSP Hoao sapiens genoaic cl 
one 231ID21, genoaic survey sequence.//!. 0: 159: 68//AQ020460 
R-PLACE 1 003 343//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC812 g 
enoaic sequence, WORKING DRAFT SEQUENCE, 8 unordered pieces. //I. 1 
e-05: 330:€!//AC0Q4IS3 

R-PLACE1 003353//Hoao sapiens breast cancer antiestrogen resistance 
3 protein (BCAR3) a RNA, coaplete cds.//3. 4e-98:469:98//U927l5 
R-PLACE1 003361 

R-PLACE 1003366/ZHoao sapiens CAG repeated sequence. //0. 018: 319:61/ 
/AJ006S05 

R-PLACE1003369//TI8HI7-T7 TAMU Arabidopsis thaliana genoaic clone 
T18HI7, genoaic survey sequence. //0. 050: 15S:63//B20f74 
R-PLACE 1 003373//Hoao sapiens chroaosoae 17. clone hRPC. 1050_0_4, c 
oap I e t e sequence. //1 . 2e-62 : 434 : 83//AC004771 

R- PLACE) 0033 7S//Di c ly os te I i ua discoideua golvesin (gol) gene, coap 
Iete cds . //0. 042 : 263 : S7//U89350 

R-PLACE 1003 38 3//Hoeo sapiens genoaic DNA of 9q32 anti-oncogene of 
flat epitheriua cancer . segaent 10/I0.//1. 7e-83:429:96//AB020878 
R-PLACE 1003401 //Hoao sapiens chroaosoae 17. clone hRPK.8S_B_7, co 
aplete sequence. //2. 4e-13: 175: 76//AC005695 
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R-PLACE 1003420/ /Hoao sapiens PAC clone DJ0988G1S froa 7q33-q35. co 
aplete sequence. //2. 1 e-05: 340: 61//AC005587 

R-PUCE 1003454//P I asaodiua falciparua DNA **• SEQUENCING IN PROGRE 
SS at* froa contig 3-64, coaplete sequence.//0. 47:41 1 :58//AL009014 
R-PUCE 1003478//N. capri co I ua DMA for CONTIG NC175.//0. 51 :2S3:59//Z 
33125 

R-PUCE 1 003 493/ /Hoao sapiens chroaosoae 17, clone hRPK. 394_K_tO. c 
oap Iete s equenc e. //4. 6e-37 : 3 1 9 : 81 //ACOO6O8O 

R-PLACE1003S16//CIT-HSP-2295N19.TF CIT-HSP Hoao sapiens genoaic cl 
one 22951119, genoaic survey sequence. //1 . 0e-40: 251 : 90//AQ007480 
R-PUCE 1003 5 19//Hoao sapiens chroarosoae 21q22. 3 PAC 141B3. coaplet 
e sequence, containing ribosoaal protein hoaologue pseudogene L23 
a. //2. 7e-29: 163: 89//AFD64859 

R- PUCE 1003521/ /H$_3 252_A2_G0 5_MR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=3252 Co 1 = 10 Row=N, gen 
oaic survey sequence. //0. 00017: 274:60//AQ221 562 
R-PUCE1 0Q3528//HS_204I_B1_B07_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic done Plate=204l Co 1 = 13 Ro*=D, gen 
oaic survey sequence. //6. 6e-40: 219: 83//AQ230483 
R-PLACEI003537//Drosophi I a aelanogaster ai tochondr i a I cytochroae c 
oxidase subunits. ATPase6, 7 tRNAs (Trp. Cys, Tyr, Leu(UUR). Lys. 
Asp. Gly) genes, and unidentified reading frxaes Afil. 2 and 3.// 
8. 3«- 05 : 300: 61 //J0 1404 

R-PUCE 1003553//Huaan DNA sequence a** SEQUENCING IN PROGRESS at* 
froa clone 97P20. WORKING DRAFT SEQUENCE. //2. 7e-87: 450: 96//AU031 29 
7 

R-PLACE 1003566 

R-PUCE1 Q0357S//HOBO sapiens chroaosoae 16. cosaid done 32SD7, co 
aplete s equenc e. //4. 7e-20 : 1 48 : 78//AC003965 

R-PUCE) 00 358 3//Huaan DNA sequence froa PAC 388N1S on chroaosoae X 
q21. I.//3. Se-18: 287:68//Z99571 
R-PLACE 1 003584 

R-PUCE 1003592//Hoao sapiens cosaid 223D9 froa Xq28. coaplete sequ 
ence. //2. Se- 1 0 : 1 S3 : 73//AF061 032 

R-PLACE I 003593//Huaan BAC done RC030H15 froa 7q31. coaplete seque 
nce.//6. 9e-07 : 240: 6S//AC002066 

R-PUCE1 003596//Caenortiabdi t is elegant DNA tea SEQUENCING IN PROGR 
ESS tea froa done Y87G2. WORKING DRAFT SEQUENCE. //0. 13: 393:60//AL 
022597 

R-PUCE100360?//Hoao sapiens aRNA expressed in placenta.//2.4e-95: 
576 : 88//D83200 

R-PUCE! 00360S//Hoao sapiens BAC clone RC331C24 froa 7q21. coaplet 
e sequence. //2. 9e- 1 9:302 : 7I//AC00208I 
R-PUCE! 00361 1 

R-PUCE 1 00361 8//Huaan DNA sequence tea SEQUENCING IN PROGRESS tea 
froa clone 19IE19, WORKING DRAFT SEQUENCE. //8. 3e-57: 469: B0//AL0344 
51 

R-PLACE 100362S//P l asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence. WORKING DRAFT SEQUENCE, 4 unordered pieces. //2. le- 
05: 339.62//AC004688 

R-PLACE) 003638//Huaan ONA sequence tea SEQUENCING IN PROGRESS *** 
froa clone 1104E1S. WORKING DRAFT SEQUENCE. //2. 5e-38:279:84//AL022 
312 

R-PUCE! 003669//HS_3054_A2_E07_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3054 Co!=14 Ro*=l. gen 
oaic survey sequence. //0. 014:26S:61//AQ132713 

R-PLACE 1 003 704//HS_32 1 3_A1_DI 2_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=32l3 Col=23 Row=G, gen 
oaic survey sequence. //0. 80: 195: 61//AQ1 76784 

R-PUCE! 003 709//Huaan BAC done RG126N09 froa 7q21-q22. coaplete s 
equ enc e. //0. 0 1 8 : 1 52 : 6 1//AC002067 

R-PUCEI 00371 1 //Huaan endothelial nitric oxide synthase gene, coap 
Iete cds. //I. 7e-61 : 366: 89//D26 607 

R-PUCE 1003723/ /Hoao sapiens DNA sequence froa done 78F24 on chro 
aosoae 22q1 2. 1-12. 3. Contains one exon of an Oxysterol-binding pro 
tein (OSBP) LIKE gene. Contains GSSs and an STS, coaplete seauenc 
e. //2. 7e-44: SOS: 73//AL022336 

R-PUCE1003738//H. sapiens DNA sequence. //0. 93 : 185: 60//Z223S7 
R-PUCEI 003760//Huaan globin gene.//5. 9e-97:538:91//N69023 
R-PUCEI 003762//Hoao sapiens chroaosoae 17, clone HCIT39G8. coaple 
te sequence. //4. 6 a- 1 3 : 1 34 : 79//AC003070 

R-PUCEI 003768//Hoao sapiens chroaosoae 17. clone hRPK. 142_H_1 9. c 
oap I eta sequence. //5. 4e-12: 189: 71//AC005919 

R-PUCEI 003771 //Hoao sapiens BAC done GS164B05 froa 7p21-p22. con 
plete sequence. //I. 7e-1 19:61 9:95// AC004160 
R-PUCE 1 003783 

R-PUCEI 003784//Hoao sapiens chroaosoae 19. ClT-HSP-87a17 BAC don 
e. coaplete sequence. //S. 6e-lS: 204: 74//AC004659 
R-PLACE1003795//CIT-HSP-2374C8.TR CIT-HSP Hoao sapiens genoaic do 
ne 2374C8, genoaic survey sequence. //7. Oe-37: 234:89//AQI 14933 
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R-PUCE 1003 83 3//Hoao sapiens full length insert cDMA clone ZEISCO 

6.//4.4e-59:313:95//AF086SS8 

R-PUCEI 0038S0 

R-PUCEI 003858 

R-PUCEI 003864 

R-PUCEI O03870//Hoao sapiens Chroaosoae 22q 11.2 Cosaid Clone lSalO 
In DGCR Region, coaplete sequence. //8. 7e-33: 285: 81//AC000072 
R-PUCE 1003885 
R-PUCE 1003886 

R-PIACE1003888//Hoao sapiens chroaosoat 4 clone B71NI2 aap 4q25, c 
oaplete sequence. //0. 73: IZ7:65//AC004069 

R-PLACEI003900//Hoao sapiens ADP/ATP carrier protein (ANT-2) gene, 
coaplete cds. //I . Se-OS : 239: 59//L788 10 
R-PLACE1 0Q3903//Hoao sapiens full length insert cDNA clone ZD78D1 

1. //8. le-74:369:97//AF086422 

R-PUCEI 00391 5//Mus ausculus bone aorphogenet ic protein-6 (BMP-6) 
gene, exons 6 and 7 and coaplete cds.//0. S6:247:61//U73S20 
R-PLACE 100392 3//Caeno rhabd i t is elegans cosaid Y57G11C, coaplete se 
quence. //0. 67: 21 3:63//Z99281 

R-PLACE 1 003 93 2//Muaan DNA sequence Iroa cosaid U90B3, on chroaosoa 
e Xpll, contains ESTs.//8. 7e-49:342:85//Z74022 
R-PLACE1003936//H. sapiens gene for ventricular ayosin light chain 

2. //2. Ge-09:394:61//Z1503D 

R-PLACE 1 003 968//P I asaod i ua faiciparua DNA see SEQUENCING IN PROGRE 
SS *** froa contig 4-62, coaplete sequence.//!. 3e-Q7: 245: 65// AL010 
247 

R-PUCE 10041 04 

R-PLACE 1 0041 14//Huaan PAC clone RG2I2D03, coaplete sequence. //5. 0 
e-07 : 336: 61//AC00248S 

R-PUCE1004118//HS_3092_B1_B0I_MR CIT Approved Huaan Genoaic Specs 
Library D Hobo sapiens genoaic clone Plate=3092 Coi=l Row=0, geno 
aic survey sequence. //0. 80: 207: 60//AQ1 281 51 

R-PLACE! 0041 28//Ratt us norvegicus guanine nucleotide binding prote 
in beta 4 subunit aRNA, partial cds. //1 . 8e-06: 193:66//AF022085 
R-PUCE1 0041 49//HS_2253_A2_Fl 1 _MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=22S3 Co I =22 Row=K, gen 
oaic survey seouence.//2.4e-$9:31S:9S//AQ12971l 
R-PUCE 1 0041 56//Hoao sapiens Xp22 bins 3-5 PAC RPC14-617A9 (Rosvel 
I Park Cancer Institute Huaan PAC Library) containing Arylsuifatas 
e D and E genes, coaplete sequence. //8. 3e-S3: 299: 76//AC00529S 
R-PUCE 1 0041 6 1 

R-PUCE 1 004 183//Koao sapiens for TOMI-like protein. //I. 3e-80:434:9 
3//AJ0 10071 

R-PUCE J 0041 97//RPC 111 -69N1 5. TK RPCI11 Hoao sapiens genoaic clone 
R-69N15. genoaic survey sequence. //0. 0078: 1 70: 65//AQ26S51 5 
R-PUCE 1 0Q4203//HOSO sapiens seaaphorin L (SENAL) aRNA. coaplete c 
ds.//3. 4e-105:50l : 98//AF030698 

R-PUCE 1 004 242//Hoao sapiens DNA sequence froa PAC 124C6 on chroao 
soae 6q21 . Contains genoaic aarker D6S1603, ESTs, GSSs and a STS w 
i th a CA repeat polyaorphisa. coaplete sequence. //6. 1e-65:373:86// 
AL02I326 

R-PUCE 1 0042 56//Hoao sapiens BAC clone NH0044CI4 froa 7q1 1.23-21. 

1. coaplete sequence. //0. 01 1 : 383: 61//AC006031 

R-PUCE 1 0042 57//Hoao sapiens Xp22 BAC GSHB-433024 (Genoae Systeas 
Huaan BAC library) coaplete sequence. //3. 4e-09: 576: 59//AC004470 
R-PUCE 10042 58//KS_3034_Al_B12_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3034 Co 1 3 23 Row=C, gen 
oaic survey sequence. //I. 4e-3$: 359: 77//AQ1 28936 
R-PUCE 1 004270//C I T8 1 -E I - 2S04K 1 4. TR CITBl-EI Hoao sapiens genoaic 
clone 2504X14, genoaic survey sequence. //2. 7e-06: 1 50: 74//AQ26 1 108 
R-PUCE 1 0042 74//Hoao sapiens BAC clone KH0436H22 froa 2. coaplete 
sequence. //0. 025:116: 72//AC005234 

R-PUCE 1004277//Hoao sapiens two pore doaain K+ channel (TASK-2) a 
RNA, coaplete cds.//4. 4e- 106 : 581 : 9I//AF084830 

R-PUCE 1 0042 84//P I asaod iua faiciparua 3D7 chroaosoaa 12 PFYAC492 g 
enoaic sequence. VORKING DRAFT SEQt£NCE, 5 unordered pieces. //0. 5 
9:23): 60//AC005308 

R-PUCE 1 004289//Hoao sapiens chroaosoae 17, clone hRPK. 700_H_6, co 
aplete sequence. //S.Be-31 :340:75//ACOOS920 

R-PUCE 1004302//Hoao sapiens done RC332P12. VORKING DRAFT SEQUENC 
E, 1 unordered pieces. //6. 4e-90: 572 : 86//AC00509S 
R-PUCE 1 0043 16//H. sapiens aRNA for apoptosis specific protein. //I. 
9e-l 13: 590:94//Y1 1588 

R-PUCE 1004336//Huaan DNA sequence M» SEQUENCING IN PROGRESS **» 
froa clone 1013A10, VORKING ORAFT SEQUENCE. //2. 3e-65: 292: 82//AL033 
383 

R-PUCE 1 0043 5B//Hoao sapiens connector enhancer of KSR-like protei 
n CNX1 aRNA, coaplete cds. //2. 4e-70: 379: 93//AF100153 
R-PUCE 1004376//C I T-HSP-2287M8.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2287M8, genoaic survey sequence. //0.47: 1 73:6l//AQ000837 
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R-PUCE1004384//CIT-HSP-2316J11.TF CIT-HSP Hoao sapiens genoaic cl 
one 231 6 J 1 1 . genoaic survey sequence. //0.03S: 109:69//AQ03781 7 
R -PLACE! 00438B//P I asaod i ua faiciparua DNA m SEQUENCING IN PROGRE 
SS *ae froa contig 3-82, coaplete sequence. //4. 2e-06: 381 . 60//AL010 
149 

R-PUCEI 004405/ /Hoao sapiens clone GSS12I21. VORKING ORAFT SEQUENC 
E. 9 unordered pieces.//0. 20: 270: 60//ACD0S027 

R-PUCEI 00442 $//Hoao sapiens PAC clone DJ0733B09 froa 7pi4-pl3, co 
aplete sequence. //I . 3e-96: 516: 94//AC005532 

R-PLACE I 004428//Kuaan DNA sequence froa clone 888M10 on chroaosoae 
1p36. 11-36. 31 Contains part of gene KIAA04S3, EST. STS. CSS. coap 
I ete sequence. //$. 8e-l0: 279: 6S//AL03 1296 

R-PUCEI 004437//Huaan NAD+-spec i f i c isocitrate dehydrogenase beta 
subunit precursor. aRNA, nucleer gene encoding ei tochondrial prote 
in. coaplete cds.//2. 9e-88: 516: 88//U49283 

R-PLACE 1 004451 //HS_2258_B2_F01_ltR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2258 Col-2 Row=L. geno 
aic survey sequence. //0. 82: 172: 61//AQ221 189 
R-PLACE 1 004460 

R-PUCE 1004467//Syri an haaster carbaaoy I phosphate synthetase-aspar 
tate transcarbaay lase-dihydroorotase (CAD) gene, exons 1 and 2.// 
1. 2e-24: 31 1 : 62//M31621 

R-PUCE 1 004471 //Hoao Sapiens Chroaosoae X clone bVXD7S. coaplete s 
equence. //2. I e-34: 333 : 70//AC004389 
R-PUCE 1 00447 3 

R-PUCEI 00449l//Drosophi la aelanogaster Oregon-R ai tochondrial A+T 
r eg i on. //? . 0e-08 : 485 : 60//U1 1 584 
R-PUCE 1 004506 

R-PLACE1004SIO//PI asaod i ua faiciparua chroaosoae 2, section 64 of 
73 of the coaplete sequence. //0. 0094: 543: 56//AE001 42 7 
R- PUCE 1 004 5 1 6//Hoao sapiens BAC clone BX08SE05 froa 22q12. 1-qter. 
coaplete sequence. //0. 0001 1 : 343: S9//AC003071 
R-PUCE 10045 1 8 

R-PUCE 1 004 548//Hoao sapiens Xp22 BAC CS-S5IOI9 (Genoae Systeas Hu 
aan BAC library) and cosaids U199A7 and U209F2 (Lawrence Liveraore 
X chroaosoae cosaid library) containing part of huaan chloride ch 
annel 4 gene, coaplete sequence. //4. 9e-40: 245: 80//AC003666 
R-PUCEI 004550 

R-PUCEI 004564//B. taurut aRNA for cleavage and polyadeny lation spe 
ci f i c i ty f ac tor. //2. 7e-82: 532 : 86//X75931 

R-PUCEI 004629//Hoao sapiens chroaosoae 7 clone UVGC:g3586a230 fro 
a 7p!4-1S. coaplete sequence. //0. 015:437: 59//AC004800 
R-PLACE1004645//C1T-HSP-2370D6. TR CIT-HSP Hoao sapiens genoaic clo 
ne 237006, genoaic survey sequence. //0. 03 3:76: 75//AQ11 0)36 
R-PUCEI 004646//Hoao sapiens cosaid 120C12 froa Xq28. coaplete seq 
uence. //2. 0e-23 : 237: 79//AF036876 

R-PUCE 1 004658//Hoao sapiens Chroaosoae I2p13.3 BAC RPCI11-21K20 
(Roswell Park Cancer Institute Huaan BAC Library) coaplete sequenc 
e.//7. le-O9:94:87//ACO0S343 

R-PUCEI 004664//RPCI 1 1-79C23. TV RPCI1 1 Hoao sapiens genoaic clone 
R-79G23. genoai c survey sequence. //2. 2e-81 : 433: 94//AQ283692 
R-PUCEI 004672//Huaan ABL gene, exon lb and intron lb. and putativ 
e N8604 Met protein (M8604 Met) gene, coaplete cds.//2. 7e-24; 263: 
74//U07561 

R-PUCE 1 004674//Hoao sapiens calciua binding protein (ALG-2) aRNA, 
coaplete cds. //I. 1 e-89: 513: 91//AF03S606 
R-PUCE 1 00468 1 //Hoao sapiens genoaic DNA of Bp21.3-p22 tnti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaent 3/1 1.//I. 3e-96 :498: 9S//AB020860 
R-PUCE 1004686 

R-PLACE 1004691 //Hoao sapiens genoaic DNA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaent 2/11.//2. Ie-33:290:80//AB020859 

R-PLACE 1 004693//Caenor habdi t is elegans cosaid Y2H9A. coaplete sequ 
ence. //I .0: 195:60//AL021448 

R-PLACE 1 00471 6//CITB1-E 1-251 9C1 4. TR CITBl-EI Hoao sapiens genoaic 
clone 251 9C 14. genoaic survey sequence. //5. Oe-43: 245: 93//AQ276965 
R-PUCEI 004722//PI asaod iua faiciparua 307 chroaosoae 12 PFYAC88-62 
8 genoaic sequence, VORKING ORAFT SEQUENCE. 9 unordered pieces.// 
0. 0022: 360: 60// AC00 5507 
R-PUCE 1004736 
R-PUCE 1 004740 

R-PUCE1004743//Hoao sapiens ubiqui tin-protein I igase E3-alpha (UB 
R1) aRNA, partial cds.//S.4e-105:57S:92//AF06l556 
R-PUCE 1 00475 1 //Hoao sapiens Xq28 BACs 360 F12. GSHB-555C13. coapl 
ete sequence. //9.0e-26: 31 7: 76// AC0Q2523 

R-PUCE 1004 77 3//Hoao sapiens inversin protein eRNA. coaplete cds./ 
/8. 5e-88:437 : 96//AF084367 

R-PLACE1 004777//Hoao sapiens genoaic DNA. chroaosoae 21q22. 2 (Down 
Syndroae region), segment 3/15. VORKING ORAFT SEQUENCE. //0. 050 : t 3 
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8: 6S//AP000010 

R-PUCE 10047 93//Huaan endogenous retrovirus HERV-* (MILS) provirsl 
clone MILS: 17 putative polymerase and envelope genes, partial cds. 
snd 3’ LTR.//5. 1e-58:313:80//U60269 
R- PLACE 1004804//Hoao sapiens aRNA for KIAA0606 protein, partial cd 
S.//5. 8e-98: 580: B8//AB01 1 178 

R-PUCE1004813//Plasaodiua faiciparua 307 chroaosoae 12 PFYAC88-42 
0 genoaic sequence, VORKING DRAFT SEQUENCE. 14 unordered pieces.// 
5. 3e-09: 256: 64//AC005140 

R-PLACE I 0048 14//Hoao sapiens okadaic acid-inducible phosphoprotein 
(0A48-18) aRNA. coaplete cds. //3. 5e-1 07: 358: 99//AF069250 
R-PLACE I 00461 S//Huaan Chroaosoae llqlZ. 2 PAC clone p0J606g6. coapl 
ete sequence. //3. 8e-6» : 353 : 89//AC0041 28 

R-PLACE 1 0048 24//Hoao sapiens chroaosoae 17. clone hCIT.468_F_23. • 
ORKING DRAFT SEQUENCE. 3 unordered pieces. //5. 7e-42:364:79//AC0046 
S6 

R- PLACE 100482 7//Hoao sapiens Xp22 BAC CS-594A7 (Cenoae Systems Hub 
an BAC library) contains Bax gene, coaplete sequence. //2. 7e-14: IS 
6: 79//AC003669 

R-PLACE I00483S//H$_2270_A2_M10JM CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate-2270 Co I =20 Rov=0, gen 
oaic survey sequence.//8. 6e-51 : 267: 96//AQ1641 10 
R- PUCE 1004838//C I T-HSP-2343E10.TR CIT-HSP Hoao sapiens genoaic cl 
one 2343E10, genoaic survey sequence. //0. 071 : 188: 63//AQ058544 
R-PUCE1004840//Sequence 4 froa patent US 5728819.//1. 6e-26: 150:98 
//1 92820 

R-PUCEl004868//Huaan Chroaosoae X clone faVXD342, coaplete sequenc 
e. //0. 57:344: 59//AC004072 

R-PUCE 1 00488 S//HS_3 23 5_BZ_E07_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone P1ate=3235 Col=14 Road, gen 
oaic survey sequence.//! . 1e-38: 175: 78// AQ2 101 93 
R-PLACE 1004 9 00//Hua an DNA sequence froa clone 353H6 on chroaosoae 
Xq2S-26. 2. Contains the alternatively spliced SHARCA1 gene for S«l 
/SNF related, aatrix associated, actin dependent regulator of chro 
Batin, subfaaily a. aeaber 1 (SNF2L1) and a 40$ Ribosoaal Protein 
S26 pseudogene. Contains ESTs. STSs and GSSs, coaplete sequence.// 

2. Oe-44 : 334: 84//AL022577 
R-PUCE 1004902 

R-PLACE I 0049 I 3//Huaan ONA sequence froa clone J428A131. VORKING DR 
AFT SEQUENCE. //7.7e-SI: 377: 87//Z82209 

R-PLACE 1 0049 18//Hoao sapiens Chroaosoae IS BAC clone CIT987SK-A-24 
8F7, coaplete sequence. //0. 00084: 373: SO// AC00460S 
R-PUCE 1 004930//Hoao sapiens MDC-3. 13 isofora 1 aRNA. coaplete cd 
s. //2. Oe-1 00 : 532 : 93//AF09993S 

R-PLACE 1 004934//Hoao sapiens clone RG0S2N11. WORKING DRAFT SEQUENC 
E. 2 unordered pieces.//©. 00030: 198: 65// AC005683 
R-PUCE 1 004937//Caenorhabd 1 1 i s elegans SEL-IO (sel-10) aRNA. coapl 
ete cds. //I. 3e-l3:367:6l//AF020788 

R-PUCE 1004969//Huaan DNA sequence froa clone LUCA7 on chroaosoae 

3. coaplete sequence. //0. 97: ! 18:71 //Z84494 
R-PUCE 1 004972 

R-PUCE1004979//PI asaodi ua faiciparua MAL3P4, coaplete sequence.// 
0.74: 304 : 60//AL008970 

R-PUCE! 004982//P I asaod i ua faiciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 5 unordered pieces. //4. 7 
e-05 : 495 : S7//AC00S308 

R-PUCE 100498S//Huaan DNA sequence *t» SEQUENCING IN PROGRESS *** 
froa clone 451B21. WORKING DRAFT SEQUENCE. //2. Se-10:4l0: 6O//AL033S 
22 

R-PUCE 1 00 5026//Hoao sapiens PAC clone DJ0907CI0 froa 7q3!-3q32, c 
oaplete sequence. //2. 7e-56: 158: 99//AC004925 
R-PUCE 1005027 

R-PUCE 1 00 5046//Hoao sapiens chroaosoae 19, cosaid F20237, coapl et 
e sequence. //3. 1 e-63 : 438 : 86//AC005775 

R-PLACE 100 50 S2//Hoao sapiens chroaosoae Xp22-13S-136 clone CSH8-S6 
711. WORKING DRAFT SEQUENCE. 35 unordered pi eces. //S. 1e-87: 301 :98/ 
/AC005867 

R-PUCE 1005066//Huaan ONA sequence froa clone 67K17 on chroaosoae 
6q24. 1-24. 3. Contains the HIVEP2 (Schnurri-2) gene for HIV type 1 
Enhancer-binding Protein 2. and a possible pseudogene in an intron 
of this gene. Contains STSs and GSSs and an AAAT repeat polyaorph 
isa, coaplete sequence. //1. 1e-09:453:6l//AL023584 
R-PLACE 100S077//H. sapiens genes for seaenogelin I and seaenogelin 
ll.//2.6e-05: 199: 66//Z47556 

R-PUCE100S085//Hoao sapiens chroaosoae 17. clone hRPK. 293_K_20. c 
oaplete sequence. //2. le-42:384:69//AC005495 

R-PUCEI005086//RPCI1 1-30H10. TV RPCI-II Hoao sapiens genoaic clone 
RPCI-11-30H10. genoaic survey sequence. //O. 13: 11 2:67//B87788 
R-PUCE1 0051 01//Hoao sapiens (clone zapl28) aRNA, 3’ end of cds.// 
2.5e-97:531 :92//L40401 
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R-PLACE 1 0051 02//Hoao sapiens chroaosoae 19. cosaid R29388. coaplet 
e sequence. //I . 3e-91 : 504 : 92//AC004476 

R-PLACE 100S I 08//Hoao sapiens 8AC129, coaplete sequence. //4. Oe-28 : 2 
32:84//U85l95 

R-PLACE 1 0051 11 //Huaan DNA sequence *t» SEQUENCING IN PROCRESS *t» 
froa done 5S6H$. VORKING DRAFT SEQUENCE. //3. Oe-1 8 : 174: 74//AL031 84 
5 

R-PLACE 10051 28 
R-PLACE 1005 146 

R-PLACEIOOSI62//Plasaodiua faiciparua 3D7 chroaosoae 12 PFYACB8-42 
0 genoaic sequence, VORKING DRAFT SEQUENCE. 14 unordered pieces.// 
2. 4e-07 :273 :61//AC005140 

R-PUCE 1 0051 76//Rat alternatively spliced aRNA. //8. 1e-20: 185: 82//N 
93018 

R-PUCEI00Sl81//HS_2t82_B2_B05Jtf : CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2l82 Col=10 Ro*=0, gen 
oaic survey sequence. //4. 9e-05: I93:65//AQ030787 
R-PUCEI005I87//Arabidopsi s thaliana chroaosoae II BAC TI4A4 genoa 
ic sequence, coaplete sequence. //0. 00073: 264: 60//AC006 181 
R-PUCE 1 00$206//Hoao sapiens full length insert cDNA YN66A06. //6. 3 
e-64:343: 93//AF075043 

R-PUCE 1005232//Huaan DNA sequence M* SEQUENCING IN PROGRESS «v* 
froa clone 25J6. WORKING DRAFT SEQUENCE. //1 . 3e-34: 286: 8I//ZB4476 
R-PLACE 1 005243 

R-PUCE1005261//Caenorhabditis elegans cosaid ZK666. coaplete sequ 
ence. //0. 66:180: 60//Z491 32 

R-PLACE 1005266//Hoao sapiens done RG122E10, coaplete sequence.// 
1. 3e-15: 1 66: 78//AC005067 

R-PUCEI005277//CI TBI-E1 -251 4D4. TF CITBI-E1 Hoao sapiens genoaic c 
lone 251404. genoaic survey sequence. //2. Se-34: 358 : 74// AQ26S720 
R-PUCE 1 005287//P I isaod i ua faiciparua DNA •»* SEQUENCING IN PROGRE 
SS vvv froa NAL1P1. WORKING DRAFT SEQUENCE. //4. 1 e-07: 495: S0//AL03 1 
744 

R-PUCE 1 005305//HS_31 80_B2_002_NR CIT Approved Huaan Cenoaic Spera 
Library D Hoao sapiens genoaic done Plate=3l80 Col=4 Roa=H. geno 
aic survey sequence. //I. le-42: 308:8$//AQ1 69443 
R-PUCE 1005308 

R-PUCE 1 00531 3//Huaan Chroaosoae 11 pac pOJ227b23. WORKING ORAFT S 
EQUENCE. 19 unordered pi eces. //0. 00048: 320: 60//AC000383 
R-PUCE 1 0O5327//ch roaosoae 1 specific transcript KIAA0491.//S. 4e-l 
03:537: 94//AS007960 

R-PUCE 1 00 5331 //Hoao sapiens chroaosoae 19. cosaid F20569. coaplet 
e sequence. //2.2e-94: 536 :91//AC004794 

R-PUCE 1 0053 3S//Huaan Chroaosoae 3 pac pDJ70i11, VORKING DRAFT SEQ 
UENCE, 2 unordered pieces. //S.3e-32:313:79//AC000380 
R-PUCE 1 0053 73//Hoao sapiens BACI 29. coaplete sequence. //8. 8e-10: 2 
29: 68//U8SI 95 

R-PUCE 1 005374//Hoao sapiens chroaosoae 17, done hRPK. 401 _0_9, co 
ap I e t e sequenc e. //3 . Oe-44 : 434 : 77//AC00529I 

R-PUCE 1 005409/ /Huaan BAC clone RG167B05 froa 7q21. coaplete seque 
nce.//8. 8e-10S:S29:96//AC003991 

R-PUCE 1005453//Huain PAC done 0J327A19 froa Xq25-q26. coaplete s 
equence. //4. 7e~39: 302: 82//AC002477 ' 

R-PUCE 1 005467//Huaan DNA sequence M* SEQUENCING IN PROGRESS *»» 
froa done 167PI9. VORKING DRAFT SEQUENCE. //I . le-40: 328:81//Z930I4 
R-PUCE 1 005471 //Huaan DNA sequence froa clone 395P12 on chroaosoae 
1q24-2S. Contains the TXCP1 gene for tax-transcr iptional ly active 
ted glycoprotein I (34kD) (0X40 ligand. OX40L) and a GOT2 (Asparta 
te Aainotransferase. ai tochondr ial precursor, EC 2. 6. 1.1, Transaai 
nase A. Glutamate Onloacetate Transaai nase-2) pseudogene. Contain 
s ESTs. STSs and CSSs, coaplete sequence. //6.4e-68: 409: 90//AL02231. 
0 

R-PLACE 1 00 547 7//Hu«*n DNA sequence *** SEQUENCING IN PROGRESS **« 
froa clone 32B1. VORKING DRAFT SEQUENCE. //0. 020: 216: 66//AL023693 
R-PUCE 1 Q0S480//Hoao sapiens chroaosoae 19. CIT-HSP BAC 490g23 (BC 
338531). coaplete sequence. //2.8e-44: 327 : 70//AC005392 
R-PUCE 1 005481 //Hoao sapiens chroaosoae 17. clone hRPC. 1 164_0_3. c 
oeplete sequence. //4. 2e-23:284: 74//AC004703 

R-PUCE 100S494//Danio rerio hoaeobox protein LIN-3 (Iia3) gene, ex 
on 4.//0. I9:468:60//AF03I631 

R-PUCE 1 005502//Hoao sapiens forain binding protain 21 aRNA, coapl 
ete cds. //1 . 6e-SS: 277 : 98//AF07II85 

R-PUCE 1 005526//Huaan aRNA for alpha-1 type II col tagen.//0. 10:22 
7: 63//XI6468 

R-PUCE 10055Z8//Hoao sapiens genoaic DNA, chroaosoae 2tq1l.l. segm 
ent 9/28. WORK INC DRAFT SEQUENCE. //2. 3e-76 : 395: 9S//AP000038 
R-PUCE 1005530//C. faai I iar is CA repeat sequence (isolate ).//0. 02 
3:90: 75//X86184 

R-PLACE 1 005550//Fugu rubripes GSS sequence, done 048A08bHI. genoa 
ic survey sequence. //2.0e-09: 235: S4//AL025928 
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R-PUCE 1005554//Hoao sapiens chroaosoae 17, clone hRPK. 2IS_P_I8, c 
oaplete sequence. //O. 069: 305: 60//AC00S969 

R-PUCE 1C05557//Howo sapiens chroaosoae 17. clone hRPC. 1 1 7_B_1 2. c 
oaplete sequence. //4. 3e- 1 05 : 587 : 9I//AC004707 

R-PUCE 1005574//Huaan BAC 367017 froa chroaosoae 18, coaplete sequ 
ence. //I . 5e-l 7 : 274 : 67//AC0O397 1 

R-PUCE 1 005584//Hoao sapiens PAC clone DJII86C01 froa 7q21.2-q3l. 
I. coaplete sequence.//2. 7e-l5:19l : 77//AC004991 
R-PLACE 1Q0S$9S//Huaan Chroaosoae UqlZ. 2 PAC clone pDJ$06g6. coapl 
ete sequence. //6. 4e-90:453: 96//AC0041 26 

R-PLACE 1 005603//Hoao sapiens cosaid clone U169D2 froa Xp22. 1-22.2, 
coaplete sequence. //0. 69:322: 6I//U72788 
R-PLACE 10056 11 //Bor rel i a burgdorferi plasaid cpl8. OspE (ospE) gen 
e, partial cds.//0.059:473:$6//U42599 

R-PLACE 1 00 562 3//Hoao sapiens full length insert cDNA clone ZD76B0 

3 . //1 . 6e- 11 3 : 57 5 : 9S//AF086405 

R-PLACE 1 005630//H i gti throughput sequencing of huaan chroaosoae 12, 
VORKING DRAFT SEQUENCE. I ordered pieces. //S. 6e-79:270:94//AC0058 

40 

R-PLACE I 00 S639//Huaxn BAC clone RG022J17 fro* 7q21. coaplete seque 
nce.//8. 2e-56:441 : 83//AC002382 

R-PLACE 100 5646/ Atoao sapiens RNA hel icase-related protein aRNA, co 
aplete cds.//3.2e-110:$85:93//AF083255 

R-PLACE 100S656//Hoao sapiens chroaosoae 17, clone hRPK. 628_E_12. c 
oaplete sequence. //8. 6e-08: SOS: 58//AC00S701 

R-PLACE 1 005666//Huaan DNA sequence froa PAC 360E18 on chroaosoae X 
contains EST, CpG island and polyaorphic CA repeat. //3. Ze-27: 307: 
72//Z82203 

R-PLACE 10056 98// 34482 2. TV CIT978SKAI Hobo sapiens genoaic clone A- 
344822, genoaic survey sequence. //0. 030: 91 :70//Bl 51 44 
R-PLACE 1 0057 27//Huaan variable nuaber tandea repeat (VNTR) region, 
allele 17R1 3’ to collagen type II (C0L2A1) gene. //S.2e-I0: 587:59 
//HOI 71 

R-PLACE 1 0057 30//Hoao sapiens ADP/ATP carrier protein (ANT-2) gene, 
coaplete cds.//0. 0039: 239: 58//L788I0 

R- PLACE 1 0057 39//lus ausculus IFN-gaaaa induced (Ngll) aRNA, coapl e 
te cds.//2. 2e-21: 270: 72//UI 5635 

R-PLACE1005755//Caenorhabdi tis elegans cosaid H03F4.//6. 9e-08:219: 
64//U64601 

R-PLACE100S763//Huaan aRNA for KIAA0I18 gene, partial cds.//l.0e-4 
5:268:87//D42087 

R-PLACE1005799//Husan X chroasoae aRNA for CCCI protein inv. in ce 
II prol iteration. //0. 030: 91 : 78//X07024 

R-PLACE 100S802//Hoao sapiens PAC clone DJ044L1S froa Xq23. coaplet 
e sequence. //1 . 4e-69: 391 : 92//AC004827 
R-PLACE 1 005803 

R-PLACE1 005804//Huaan BAC clone RG341DI0 froa 7plS-p21, coaplete s 
equence.//! . 8e-21 : 1 75 : 75//AC002530 

R-PLACE 1 00S828//Hoao sapiens chroaosoae 17. clone hRPC. 97t_F_3. VO 
RKING DRAFT SEQUENCE. I ordered pieces.//:. 9e-56: 333: 91//AC0041 50 
R-PLACE 1 005834//P I a saod i ua falciparua 0NA tee SEQUENCING IN PROGRE 
SS see froa MALI P2. VORKING DRAFT SEQUENCE. //0. 020: 513: 55//ALD31 74 
5 

R-PLACE 1005845//Rabbi t aRNA for protein phosphatase 2A-bete.//1.8 
e- 1 0 : 1 82 : 69//T00763 
R-PLACE 1005850 

R-PLACEI0058S1//Hoao sipiens clone DJ0789I05. VORKING DRAFT SEQUEN 
CE. 2 unordered pieces. //S. Se-06:318: 63//AC004887 
R-PLACE 100587S//B. taurus aRNA for cleavage and polyadeny lat ion spe 
c i f i ci ty f actor . //6. 7e-28 : 366 : 72//X75931 

R-PLACE 100S884//Huaan 0NA sequence froa cosaid V52SFI, between aar 
kers DXS366 and DXS87 on chroaosoae X contains STS.//1.0e-06:306:6 
4//Z702BI 

R-PLACE 1005898//P I aseodiua falciparua 307 chroaosoae 12 PFTAC336 g 
enoaic sequence. VORKING DRAFT SEQUENCE. 5 unordered pieces. //O. 00 
94:449: 59// AC005 1 39 

R-PLACE 1 00592 1//C I TB I -El -2509N21 . TF CITBI-E1 Hoao sapiens genoaic 
clone 2509N21 . genoaic survey sequence. //4. 8e-84: 494: 89//AQ26 1347 
R-PLACE 1005923//RPC 1 11 -65N9. TJ RPCI11 Hoao sapiens genoaic clone 
R-65N9. genoaic survey sequence. //8. 3e-97: 520: 93//AQ237243 
R-PLACE 1 00592S//Huaan DNA sequence froa clone 231L4 on chroaosoae 
Xq27. 1-27. 3 Contains GSS, STS, coaplete sequence. //$. 2e-67: 578: 78/ 
/AL022719 

R-PLACE I 00S932//Caeno r ha bdi t is elegsns cosaid T52BIIA, coaplete se 
quence. //0. 0035: 176 :62//AL032654 
R-PLACE 1005934 

R-PLACE 1 00S936//Ar ab i dops i s Thsliana BAC F6A4, Chroaosoae IV. near 
60.5 cM. coaplete sequence.//0. 00021 :272:62//AF0697l6 
R-PLACE 1005951 

R-PLAC£1005953//Caenorhabdi tis elegans cosaid F09ES.//1. 3e-07:349: 
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60//U37429 

R-PLACE I 0059SS//Huaaft HepG2 3' region Nbol cDNA, clone hadld01a3./ 
/8. 3e-08: 1 28 : 70//DI 7131 

R-PLACE l0059S6//Ponti a protodice large subunit ribosoaal RNA gene, 
partial sequence: tRNA-Val gene, coaplete sequence: and snail sub 
unit ribosoaal RNA gene, partial sequence, ni tochondrial genes for 
ai tochondr i al RNAs. //7. 0e-09: 549: 59//AF044863 
R-PLACE1 005968//Rat tus norvegicus aRNA for p47, coaplete cds.//l.l 
e-51 : 394:S1//AB002086 

R-PLAC61 005990//Hoao sapiens chroaosoae 12pl3.3 clone RPCII1-407G 
6. VORKING DRAFT SEQUENCE. 51 ordered pieces. //4. 4e-63: 369 91//AC0 
05866 

R-PLACE1 00600Z//Huaan cosaid CRI-JC201S at D10S289 in IOsp13.//5.9 
e-27 : 299: 74//U1S1 77 

R-PLACE1006003//Ifus ausculus done 0ST18050, genoaic survey sequen 
ee.//3. 5e-07: 164: 67//AF04S375 

R-PLACE 1 0060 1 1 //Hus ausculus poly- (ADPr ibosy l)-transferase hoaolog 
PARP aRNA. coaplete cds.//1. 1e-32 : 266 :83//AF072521 
R-PLACE1 00601 7//Hobo sapiens Chroaosoae 22q11.2 Cosaid Clone 31 e 1 
n OGCR Region, coaplete sequence.//! . 8e-l 7: 164: 82//AC000077 
R-PLACE) 006037//lfus ausculus B6D2F1 clone 2C118 aRNA.//2. Oe-49: 55 
7:72//U01 139 

R-PLACE 1 006 D40//Hoao sapiens aRNA for alpha endosul f me. //4. 3e-l3: 
I28.81//X99906 

R-PLACE 1 006076/ /Hoao sapiens clone DJ0781AIS. VORKING DRAFT SEQUEN 
CE. 3 unordered pieces. //3. 3e-10:220:74//AC004885 
R-PLACE 1 006 1 1 9//P I asaod i ua berghei (STRAIN ANK A) gaaaa-GCS gene, c 
oaplete CDS . //0. 0050 : 27 1 : 6 3//A J 005122 

R-PLACE 1 006 129//Drosophi la aelanogaster. chroaosoae 2R, region 31C 
1-3106. PI clone DS08879, coaplete s equence. //0. 43:1 78 :65//AC00S45 
4 

R-PLACE 1 006 139//Hoao sapiens PAC clone OJO6S9J06 froa 7q33-q3$, co 
aplete sequence. //7. 5e-l3:2Z2:68//AC004849 

R-PLACE 1 006 143//P I asaod iua falciparua NAL3P6. coaplete sequence.// 
0.0001 9: 455 :S9//Z98551 

R-PLACE1 0061 57//PI asaod iua falciparua DNA »** SEQUENCING IN PROGRE 
SS *M froa BAL4P1, VORKING DRAFT SEQUENCE. //0. 00018: 351 : 60//AL034 
S57 

R-PLACE 1 0061 59//Hoao sapiens chroaosoae 10 clone U10NC01_124_D_3 
aap lOqZS. I , VORKING DRAFT SEQUENCE, 1 ordered pieces. //I. Oe-7l3: 5 
86: 96//AC006I03 

R-PLACE 1 006 164//Huaan hereditary haeaochroaatosis region, histone 
2A-I ike protein gene, hereditary haeaochroaatosis (HLA-H) gene, Ro 
Ret gene, and sodiua phosphate transporter (NPT3) gene, coaplete c 
ds. //I . 0e-28 : 342 : 75//U91 328 

R-PLACE 1 006 t67//Hoao sapiens full length insert cDNA clone ZE14E0 

4. //4. fie- 77 : 426 : 93//AF086SS5 

R-PLACE 1 0061 70//Nouse aRNA for alpha-adapt in (C).//3. Oe-46: 188:82/ 
/X14972 

R-PLACE 1 006 !87//Hoao sapiens cyclin E2 aRNA, coaplete cds.//1.6e-l 
16: 597 : 9S//AF091433 

R-PLACE 1 DOS 1 9S//Hoao sapiens chroaosoae 19. fosaid 39554, coaplete 
sequence. //8. 8e-l I : 148: 74//AC004410 
R-PUCE 1006 196 

R-PLACE 100620S//Cenoaic sequence froa House II. coaplete sequence. 
//8. 4e-44 : 332 : 85//AC000398 

R-PLACE 1 00$223//Huaan DNA sequence froa cosaid U74C1I. between aar 
kers DXS679I and DXS8038 on chroaosoae X contains ESTs. //0. 041 : 2! 
S: 61//Z73362 

R-PLACE1 00622S//Caenorhabdi t i s elegans cosaid Y69H2. coaplete seou 
ence. //9. 7e- 1 3 : 358 : 63//Z98877 

R-PLACE 1 0062 36//P I asaod iua falciparua MAL3P4, coaplete sequence.// 
0. 0001 9: S38 : 58//AL008970 

R-PLACE 1 0062 39//Hoao sapiens BAC clone RG118D07 froa 7q31. coaplet 
e sequence. //3. 1 e-96:497:95//AC004142 

R-PLACE 1006246//Hoao sapiens clone NH0144N13. VORKING DRAFT SEQUEN 

CE. I unordered pieces. //0. 029:499: 56//AC00603 4 

R-PLACE 1 006 2 48//Hoao sapiens aRNA for KIAA0648 protein, partial cd 

5. //9. 2e-96 : 499: 95//AB01 4548 

R-PLACE 1006 2 6 2 //Hoao sapiens Xp22 CSH8-314C4 (Genoae Sy stews Huaan 
BAC library) coaplete sequence. //0. 00043: 1 60: 66//AC004087 
R-PUCE 1006288//Huaan DNA sequence •»* SEQUENCING IN PROGRESS •** 
froa clone 20N2. VORKING DRAFT SEQUENCE. //3. 5e-1 20: 611 : 96//AL03 1 32 
0 

R-PLACE10063IB 

R-PUCE 1 0063 25//P I asaod iua falciparua HAL1P8. coaplete sequence.// 
I. 0:426: 57//AL034560 

R-PLACE 1 0063 35//Huaan DNA sequence froa PAC 849L7 on chroaosoae Xq 
21. //0. 96 : 1 73 : 66//AL008987 

R-PLACE10063S7//P. falciparua coaplete gene aap of plaitid-like DNA 
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( I R-B) . //I . 9e-07 : 491 : S8//I9S27S 

R-PUCE 1 006360//P I mod i ua falciparum chroaosoae 2. section 35 of 
73 of the coaplete sequence. //O. 25:484: S6//AE001398 
R-PUCE1006368//Caenorhabdi t is elegans cosaid T38H6C. coaplete seq 
uence. //I . 0: 240: 59//AL03I630 

R- PLACE 10063 7 t//Hoao sspiens chroaosoae IS. cosaid clone 360H6 (LA 
NL). coaplete sequence. //3.7e-1 01 : S74: 91//AC004232 
REPLACE 1006382 

R-PUCE1006385//Mus eusculus intersect in-EH binding protein Ibp2 a 
RJIA, partial cds.//1. 4e-S0: 350:86//AF057286 

R-PUCE 1 00641 2//Hoao sapiens clone DJ0S73MI5, 10RKINC ORAFT SEQUEN 
CE. 33 unordered piecea.//S. te-5l:319:82//AC0041S4 
R-PLACE 1 00641 4//Hoao sapiens 12pl3. 3 PAC RPCIS-927J10 (Rosaell Par 
h Cancer Institute Huaan PAC library) coaplete sequence. //I. Se-38: 
297 : 84//AC004804 

R-PLACE 1006438//Hoao sapiens full length insert cONA YH73H06. //7. S 
e-73:422: 90//AE074985 

R-PLACE 1 00644 5//Huaan ONA sequence eta SEQUENCING IN PROGRESS at* 
froa clone 1018K9. WORKING DRAFT SEQUENCE. //3.0e-07: 376: 6 1//AL03 17 
26 

R-PLACE 1006469 

R-PLACE 1006470/ZNouse B1 repetitive sequence 0NA.//1.0:96:66//M24I 
52 

R- PLACE 1006482/ZHuaan DMA sequence eee SEQUENCING IN PROGRESS tea 
froa clone 447C4. WORKING DRAFT SEQUENCE. //3. Oe-1 01 :S3S:94//ALQ219 
77 

R-PLACE 1 006492//Hoao sapiens chroaosoae 17. clone hRPK. I80_P_8. c 
oaplete sequence. //0. 78:44: 95//AC005972 
R-PLACE1 006506//R. norvegicus BSP gene.//1. 0:206:60//X86IOD 
R-PLACE 1 006521 //RPC 1 1 1 - 1 3L8. TV RPCI-11 Hoao sapiens genoaic clone 
RPCI -1 1-I3LI. genoaic survey seauence.//9. Oe-1 7:414 : 61//B751 S8 
R-PLACE 1006S31//P I asaodiua falciparua coronin gene, isolate 307.// 
0. 98: 186:63//AJ002197 

R-PLACE 1 006534//Anophe I es gaabiae coaplete ai tochondrial genoae.// 
0. 051 :4I2 :61//120934 

R-PLACE 1 006 540//Hoao sapiens clone UVGC:yS5c025 froa 6p21, coaplet 
e sequence. //7. 5e-4l : 470: 70// AC004209 

R-PLACEI 006SS2//Caenorhabd i t i s elegans DMA tea SEQUENCING IN PROGR 
ESS aaa froa clone Y47D3. WORKING DRAFT SEQUENCE. //0. 57: 355: 57//Z9 
8865 

R-PLACEI 006 S98//P I asaodiua falciparua 307 chroaosoae 12 PFYAC588 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 2 unordered pieces. //0. 01 
6:291 :58//AC0047 10 

R-PLACE 10066 15//Hoao sapiens eukaryotic translation initiation fac 
tor elF3, p35 subunit aRNA. coaplete cds.//2.9e-116:S90:9S//U97670 
R-PLACEI 0066 17//Hoao sapiens chroaosoae 4 clone B207O4 aap 4q25. c 
oaplete sequence. //2. 2e-4S : 209 : 88//AC004050 

R-PLACE 1 0066 26//C. elegans cosaid K1 2H4. //I . 2e r 1 6:344 :64//L1 4331 
R-PLACEI 0066 29//Hoao sapiens chroaosoae 19. cosaid F20900. coaplet 
e sequence. //2. 8e-25 : 343 : 70//AC006 1 28 

R-PLACEI006640//CIT-HSP-2I69LI.TF CIT-HSP Hoao sapiens genoaic clo 
no 2169L1, genoaic survey sequence. //0. 00020: 201 :62//B90038 
R-PLACE 1006673//Hoao sapiens clone DJ076B20. WORKING ORAFT SEQUENC 
E. 6 unordered pi eces. //1 . 4e-42: 309 : 84//AC004882 
R-PLACEI 006678//Hoao sapiens PAC clone OJ1I66G19 froa 7pl2-p11.2. 
coaplete sequence. //6. 4e-09:454:59//AC006024 

R-PLACEI 006704//Huaan ONA sequence froa done 2490 on chroaosoae 
Xq21.1-22.2 Contains GSS. coaplete sequence. //0. 56: 226: 63//AL0221 5 

4 

R-PLACE 1006731 //Hoao sapiens clone 23923 aRNA sequence. //6. Oe-1 01 : 
486: 98//AF0381 72 

R-PLACEI 0067 54//Hoao sapiens chroaosoae 19. cosaid R29124. coaplet 
e sequence.//!. 4e-68: 381 : 93//AC005626 

R-PLACE 1006760//Hoao sapiens clone 24800 aRNA sequence. //$. 2e-72: 3 
97 :92//AF070622 

R-PLACEI 006779//Rattus norvegicus intestinal trefoil factor gene, 
proaoter and partial cds.//1 . 6e-l! : 420: 61 //U2 0884 
R-PLACEI 006782//Caenor ha bdi tis elegans ONA aaa SEQUENCING IN PROGR 
ESS aaa froa clone Y47D3. WORKING ORAFT SEQUENCE. //0. 60: 321 : 58//Z9 
8865 

R-PLACEI 006792//Hoao sapiens chroaosoae 4 clone C0026P05 aap 4P16. 
coaplete sequence. //2. 9e-40: 379: 77//AC005599 

R-PLACE 1 006795//Hoao sapiens BAC done RG281G05 froa 7plS-p21. coa 
pi e te sequence. //6. 2e-07 : 291 : 63//AC005083 

R-PUCE1006800//HS_?270_81_002 _MR ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2270 Col=3 Ro«-H, geno 
aic survey sequence. //4. le-76: 367: 99//AQ08S793 
R-PLACE 1006805//P I asaodiua falciparua 307 chroaosoae 12 PFYAC88-62 
8 genoaic sequence. WORKING DRAFT SEQUENCE. 9 unordered pieces.// 
0. 00058: 354 . S9//AC00SS07 
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R-PLACE 1 0068 1 S//HS_3028_B1 _B04 w MF ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate»3028 Col=7 Roa=D. geno 
aic survey sequence.//!. Se-33: 251 :77//AQ1 201 74 
R-PLACEI 00681 9//Huaan ONA sequence froa PAC 121G13 on chroaosoae 6 
contains flow sorted chroaosoae 6 Hindi II fragaent ESTs. polyaorp 
hie CA repeat. CpG island. CpC island genoaic f ragaents. //1 . 4e-76: 
544: 84//Z86062 
R-PLACEI 006829 
R-PLACE 1006880 

R-PLACEI Q06867//Huaan DNA sequence «• SEQUENCING IN PROGRESS ••• 
froa done 32314. WORKING ORAFT SEQUENCE. //3. 2e-107 : 549: 95//ALQ333 

78 

R-PLACEI 006878//Hoao sapiens full length insert cDNA clone ZB55GO 
5. //I . 4e-46 : 241 : 97//AF086I 55 

R-PLACEI 006 88 3//Hoao sapiens chroaosoae 16, cosaid done 360H6 (LA 
NL). coaplete sequence. //1.3e-38: 283 :8S//AC0O42 32 
R-PLACEI 006901 

R-PLACEI 006 904//Huaan ONA sequence froa PAC 360E18 on chroaosoae X 
contains EST. CpG island and polymorphic CA repeat. //4. 1e-IS:477: 
62//Z82203 

R -PUCE 1 00691 7//HOBO sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Geno 
ao Systems Huaan BAG library) coaplete sequence. //). 3e-42: 305: 87// 
ACO05I 84 
R-PUCE 1008932 

R-PUCEI006935//Huaan DNA sequence froa PAC II7P19 on chroaosoae 
X.//0. 0014: 114: 74//Z86061 

R-PUCE1005958//House aRNA for gera cell specific protein APC-1. c 
oaplete cds.//9. 5e-85:5S0: 83//049482 

R-PLACEI 006 96 I //Hoao sapiens chroaosoae 17, clone hRPK. 349_A_8, co 
aplete sequence. //6. 7e-42: 295:86//AC00S$44 

R-PUCE 1 006 962//Hoao sapiens Xp22 PAC RPCI1-167A22 (froa Roswell P 
ark Cancer Center) coaplete sequence. //I . 1 e-19: 302: 71//AC002349 
R-PUCE1 006966//HS_22l9_B2_C02_NF ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone P1ste=2219 Co1=4 Row-F. geno 
aic survey sequence. //0. 019 : 1 80 :63//AQ1 45873 
R-PUCE 1006 989 
R-PUCE1 007014 

R-PUCE 1 007021 //Hoao sapiens chroaosoae 12pl3.3 clone RPCI3-4S4B2 
3. WORKING ORAFT SEQUENCE. 48 unordered pieces. //I. 6e-23 362: 70//A 
COOS84S 

R-PUCE 1 Q0704$//Huaan ONA sequence *** SEQUENCING IN PROGRESS »M 
froa clone 32B1. WORKING ORAFT SEQUENCE. //2. 3e-90: 584: 86//AL02369 3 
R-PLACE I 007053//Hoao sapiens clone OJ0810E06. WORKING ORAFT SEQUEN 
CE. 8 unordered pieces. //2. 4e-l08: 550: 96//AC004895 
R-PLACE I 007097//Hoao sapiens ONA sequence froa BAC S5C20 on chroao 
soae 6. Contains a Spinal Muscular Atrophy (SHA3) LIKE gene overla 
pping with a beta-glucoronidase LIKE pseudogene. Contsins a neabra 
ne protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydroge 
nase (CAPOH) LIKE pseudogene, five predicted tRNA genes. Contains 
ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, coapl 
ete sequence. //I . 8e-1 03 : 552 : 93//AL021 368 

R-PUCEt 007 105//Nui ausculus auskelin aRNA. coaplete cds. //2. 7e-3 
2: 379: 73//U72194 

R-PLACE 1007 1 II //PI asaodiua falciparua 307 chroaosoae 12 PFYAC69 ge 
noaic sequence. WORKING ORAFT SEQUENCE. 4 unordered pieces. //0. 14: 
422 : 57//AC004688 

R-PUCE 1007 11 2//Cyni ps cornifex cytb gene. //0. 020:427 :58//AJ228479 
R-PUCE 1 0071 32//Hoao sapiens full length insert cONA YH77E09. //S. 7 
e-1 07 : 535: 96//AF074987 

R-PLACEI 007 140//Hoao sapiens clone RG030L05. WORKING ORAFT SEQUENC 
E. 3 unordered pieces.//0. 36:408: 58//AC005050 

R-PLACEI 007 178//Hoao sapiens clone HEA4 Cri-du-chat region aRNA.// 
0. 99: 63: 73//AF009283 
R-PUCE 1007226 
R-PLACEI 007238 

R-PLACE I007239//Hoao sapiens aRNA for transcription elongation fac 
tor S-ll, hS-M-TI, coaplete cds.//2.0e-9l:534:89//050495 
R-PUCEI007242//CITBI -EI-2512N9. TF CITBI-Et Hoao sapiens genoaic c 
lone 251 2N9, genoaic survey sequence. //I. 3e-05: 117: 76//AQ279454 
R-PLACEI 007243//Pro to theca wickerhaaii 263-11 coaplete aitochondri 
a I DNA. //0. 21 : 284: 58//U02970 

R-PUCE 1 0072 57//Hoao sapiens aRNA for dia-l2c protein. //6. 9e-1 13:6 
07 :93//Y 15908 

R-PUCE 1007274//Hoao sapiens chrowosoae 17. clone hRPK. 394_K_10, c 
oaplete sequence. //4. 4e-IO: 1 35: 74//AC006080 

R-PLACEI 007 2 76//Hoao sapiens BAC clone 25SA7 froa 8q2l containing 
NBS1 gene, coaplete sequence. //I. 7e-36: 435: 72//AF06929I 
R-PUCE 1 007282//B. gar ini i (strain Tlsl) p83/100 gene (partial).// 
0.95:183: 60//X8 1533 

R-PUCEI007286//RPC1 1 1-13L8. TV RPCI-11 Hoao sapiens genoaic clone 
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RPC I -1 1-I3L8, genoaic survey sequence. //6. 1 e-S5: 519: 76//B7SI SB 
R-PLACEI 00730 I //Huaan ONA sequence froa PAC 106HS on chroaosoae 1q 
24. Contains PHOSPHATIDYL IN IS I TOL-GLYCAN class C (PIG-C) and OYNAJi 
IN-3 genes. Contains ESTs and STSs and a CpG island. //O. 75: 180:62/ 
/Z9719S 

R-PLACEI 00731 7//Drosophi la dasycneaia 16S ribosoaal RNA gene, ai to 
chondriat gene for ai tochondr ial RNA. partial sequence. //O. 59:236: 
59//U94253 
R- PLACE 1 007342 

R-PLACE1 007346//Koao sapiens estrogen-responsive B boa protein (EB 
BP) aRNA, coaplete cds.//3. 7e-65: 367: 9I//AF096870 
R-PLACEI 007367//PI asaodi ua falciparua 3D7 chroaosoae 12 PFYAC88-62 
8 genoaic sequence. VORKING DRAFT SEQt£NCE. 9 unordered pieces.// 

1 . Oe-Q6 : 38S : 62//AC005S07 

R-PtACEl 00737S//P I asaodi ua falciparua 3D7 chroaosoae 12 PFYACl 122 
genoaic sequence. fORKIKG DRAFT SEQUENCE. 3 unordered pieces. //O. I 
0 : 309 : S9//AC004709 

R-PLACEI 007 386//Rec I inoaon as aaericana ai tochondr ial ONA. coaplete 
genoae. //0. 00 1 2 : 403 : S8//AF00726 1 

R-PLACEI 0Q7402//HS_205S_A2 _D03_MJt CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=20S5 Col=6 Ro*=G, geno 
aic survey sequence. //0. 0046: 88: 79//AQ234824 

R-PLACEI 007409//Hoao sapiens aitoxantrone resistance protein I aRN 
A, partial sequence.//?. 6e-1 12: 590: 94//AF093771 
R-PLACEI 0074 16//Hoao sapiens chroaosoae 19. cosaid R26894. coaplet 
e sequence. //0. 96: 98: 70//AC005S94 

R-PLACEI 007450//Huaan DMA sequence «** SEQUENCING IN PROGRESS *** 
froa clone S4B20. VORKING DRAFT SEQUENCE. //I. 7e-39: 308: 82//Z98304 
R-PtACEl 00745 2//Hoao sapiens PAC clone OJ0320JI5 froa Xq 23, coaple 
te sequence. //2.6e-S9: 389: 82//AC00408 1 
R-PLACEI 007460 

R-PLACEI 007478//Hoao sapiens !2ql3. I PAC RPCI3-197617 (Rosaell Par 
k Cancer Institute Huaan PAC library) coaplete sequence. //7. 0e-08: 
335 : 60//AC00424I 
R-PLACEI 007484 

R-PLACEI007488//Glossins aorsitans aorsitans I6S ribosoaal RNA gen 
e. ai tochondr i al gene for ai tochondri al RNA. partial sequence. //2. 
5e-05:421 : 61//AF072373 

R-PLACEI 007 S07//P1 asaodi ua falciparua MAL3P7, coaplete sequence.// 
2. 3e-09: 577 : 57//AL034559 

R-PLACEI 0075 I l//Hoao sapiens chroaosoae 17. clone hRPC. II IO_E_20. 
coaplete sequence.//!. 2e-79: 387: 96//AC004231 

R-PLACEI 00 7 S24//Hoao sapiens chroaosoae 19, overlapping cosaids FI 
8547, Fill 33. R27945. R28830 and R32804, coaplete sequence. //3. 4e- 
09:140: 73//AC003S82 

R-PLACEI 007S25//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-44M 
2. coaplete sequence. //4. 7e-38: 297: 82//AC00438t 
R-PLACE 1007544 

R-PLACEI 0O7547//Huoan laainin alpha 4 chain (LAMA4*-1) aRNA. coapl 
etc cds. //4. Oe-l 7: I08:97//U77706 

R-PLACEI 0O7557//Huaan BAC clone RG343P13 froa 7q31. coaplete seque 
nce.//2. 2e-45: 390: 77//AC002465 

R-PLACE I 007583//Huaan DNA sequence *«* SEQUENCING IN PROGRESS tt» 
froa clone S45L17. VORKINC DRAFT SEQUENCE. //T.0e-56: 302 :95//AL031 6 
65 

R-PLACEt007598//Koao sapiens clone 23939 aRNA sequence. //1 . 5e-1 02 : 

554:93//AF038179 

R-PLACE 1 0076 18 

R-PLACEI 007621 //Hoao sapiens clone 23859 aRNA sequence. //1. 4e-1 03: 
S37:94//AF038176 

R-PLACE 1007632//High throughput sequencing of huaan chroaosoae 12. 
VORKING ORAFT SEQUENCE. I ordered pieces.//3.3e-76:289:94//AC0058 
40 

R-PLACE 100 764 5//Hoao sapiens full length insert cOKA clone ZD76G1 
0. //0. 0080 : 96 : 77//AF086408 

R-PLACEI 00764I//CIT-HSP-2308A 18. TR CIT-HSP Hoao sapiens genoaic cl 
one 2308AI8. genoaic survey sequence.//!. Ie-82:4I2:97//AQ022149 
R-PLACEI 00767 7//P I a saodiua falciparua chroaosoae 2, section 4 of 7 
3 of the coaplete sequence. //0. 0041 : 470 :57//A£00 1367 
R-PLACEI 007688 

R-PLACEI 007690//Huaan Chroaosoae 16 BAC clone CIT987SK-A-4I8GI0. c 
oaolete sequence. //I. 3e-22: I62:91//AC002044 
R-PUCE1 007697 

R-PLACE 1007705//Huaan DNA sequence •« SEQUENCING IN PROGRESS 
froa clone 460J8. VORKING DRAFT SEQUENCE. //4. 4e-121 :624: 95//AL0316 
62 

R-PLACEI 007706//Hoao sapiens aetal loprotease I (HP1) aRNA, coaplet 
e cds. //I. 8e-73: 374: 96//AF061 243 

R-PLACEI 007725//Caenorhabdi t i s elegans cosaid F38A5.//0. 070: 186.60 
//U70854 



R-PLACE I 007729//Huaan endogenous retrovirus HERV-K (HNL6) proviral 
clone HNL6. 17 putative polyaerase and envelope genes, partial cds. 

and 3‘ LTR.//3. 8e-53:41 5: 81//U80269 
R-PLACEI 00 77 30//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds.//2. 1 e-92: 556: 89// AB0 14585 

R-PLACEI 0077 3 7//Hoao sapiens clone Sb19. 12 Alu-YbS sequence. //4. 0 
e-43: 302:77//AF015169 

R-PLACEI 007743//P I asaodiua falciparua NAL3P8, coaplete sequence.// 
1 . 0e-06: 533: 59//AL034560 

R-PLACEI 007746//T. brucei ai tochondr ia I aaaicircle DNA encoding cyt 
ochroae c oxidase subunit I (COl), and NAOH dehydrogenase subunits 
4 and 5. coaplete cds. //0. 28:386: 58//N1 4820 

R-PLACEI 00779I//0. di sco ideua gene for protein kinase. //0. 17:263:60 
//Z3798I 

R-PLACEI 00780 7//Huaan DNA sequence froa clone 87808 on chroaosoae 
Xq21 . 1-21. 33. Contains an EST, STSs. a GSS and genoaic aarker 0XS4 
72. coaplete sequence. //1. 1e-72:324:88//AL031H6 
R-PLACEI 00781 0//Hoao sapiens chroaosoae 7 coaaon fragile site, coa 
ptete sequence. //2.2e-!4:325:67//AF0l 7104 

R-PLACE 1007829/ /Huaan BAC clone GSI65I04 froa 7q2l. coaplete seque 
nee. //0. 00052 : 45S : 61 //AC002379 

R-PLACEI 007843//P. falciparua coaplete gene aap of plastid-like ONA 
( I R-A) . //0. 0050 : 447 : 57//X9S275 

R-PLACE 1007846//Hoao sapiens genoaic DNA, chroaosoae 2lq22. 2 (Doan 
Syndroee region), segaent 3/15. VORKING DRAFT SEQUENCE. //2. 2e- 1 l 
1 : 570: 95//AP000010 

R-PLACEI 0078S2//HS_3028_B2_F04_M8 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=302B Col=8 Rov=L. geno 
aic survey sequence. //1 . 3e-l 2: 209: 71//AQ1 31021 
R-PLACEI 00785 S//Hobo sapiens aRNA for KIAA0766 protein, coaplete c 
ds. //6. 6e- 1 1 0: S74 : 94//AB01 8309 

R-PLACEI 007866//Hoao sapiens DNA sequence froa PAC 454N7 on chroao 
soae Xq2S-26. 3. Contains the OCRLI gene for Lowe Oculocerebrorenal 
Syndroae protein OCRL-I. Contains ESTs, STSs and CSSs, coaplete s 
equence. //1. 6e-43:5Sl : 70//AL022I62 

R-PLACE 1007877//Hoao sapiens chroaosoae 5, BAC clone 34J1S (LBNL H 
169). coaplete sequence.//!. 6e-22: 222: 78//AC005754 
R-PLACE 1007897//HS_31 1 3_B2_E04_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=31l3 Col=8 Row=J, geno 
aic survey sequence. //2. 9e-72: 381 : 9S//AQ18690S 

R-PLACE 1007908//Hoao sapiens aRNA. chroaosoae I specific transcrip 
t K I AA0487. //8. 8e-88 : 460 : 95//AB007956 

R-PLACE I 007946/Afuaan chroaosoae Y cosaid S4E8 genoaic sequence. V 
ORKING DRAFT SEQUENCE. //4. 9e-23: 172: 78//AC003095 
R-PLACE! 00 7 954//Hoao sapiens BAC clone NH0414C23 froa Y. coaplete 
sequence. //1 . 7e-27 : 303 : 75//AC006 1 57 

R-PLACE 100795S//Hoao sapiens cyclin-D binding Nyb-like protein aRN 
A, coaplete cds.//3. 9e- 102 : 513 : 95//AF084530 

R-PLACEI 0079S8//Hoao sapiens cAMP-spec i f ic phosphodiesterase 8B (P 
DE8B) aRNA, partial cds.//2. 2e-87: 465: 93//AF079529 
R-PLACE 100 7 96 9/ /Mu s auscutus ayelin gene eapression factor (HEF-2) 
aRNA. partial cds. //4. 8e-72:S56:8t//UI3262 

R-PLACE 1007990//E. tenella antigen LPVC61 aRNA, partial cds. //0. 04 
3: 273:63//M30933 

R-PLACEI 008000//Huaan DNA sequence tea SEQUENCING IN PROGRESS tea 
froa done 668324. VORKING ORAFT SEQUENCE. //8. 8e- 10 :4S3:62//AL0343 
46 

R-PLACE I 008002//Hoao sapiens clone DJ0613C23. VORKING ORAFT SEQUEN 

CE. 4 unordered pieces. //9. Oe-1 I4:563:96//ACOOS628 

R-PLACE 1 008044//Ratt us norvegicus nuclear pore coaplex protein NUP 

107 aRNA, coaplete cds. //2. 6e-44: 509: 72//L3 1840 

R-PLACEI 00804 5//Hoao sapiens chroaosoae S. BAC clone 79a6 (LBNL HI 

72). coaplete sequence. //0. 32: 137: 66//AC005592 

R-PLACEI 008080//Arabidops is thaliana chroaosoae II BAC FI0AI2 geno 

aic sequence, coaplete sequence. //0. 082: 292: 59//AC006232 

R-PLACE 1008095//Hoao sapiens BAC clone NH0364H22 froa 2. coaplete 

sequence. //S. 4e-27 : 260 : 76//AC005036 

R-PLACE! 0081 1 1 //Huaan variable nuaber tandea repeat (VNTR) region, 
allele I2R1 3‘ to collagen type II (C0L2A1) gene.//2. 2e-07:444:59 
//LI 01 57 

R-PLACEI 0081 22//Hoao sapiens chroaosoae 17, clone hRPK. 142_H_19. c 
aap! ate sequence. //I . 9e-1 1 :384:63//AC00$9l9 

R-PLACEI 0081 29//HOUO sapiens clone OJ 1087111 9, VORKING DRAFT SEQUEN 
CE, 7 unordered pi eces.//3. Oe-IO: I89:66//AC00495S 
R-PLACE 1 008 1 32//Huaan HepG2 3’ region cDNA, clone hadSd06. //7. 4e-4 
7 : 320 :86//0l 6939 

R-PLACE 1008 1 77//Mouse aRNA for aeiosis-specif ic nuclear structural 
protein I (NNS1). coaplete cds.//2. 6e-32:410:70//014849 
R-PLACE 10081 8 1//Caenorhabd i ti s elegans cosaid C3IH2.//0. 055:358:60 
//U41748 
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R-PUCE1O081 98 

R-PIACEI008201//Hoao sapiens eRNA for KIAA0S30 protein, partial cd 
S.//4. 8e-103:SS1 :93//AB01 1102 

R-PLACE1 008209//Huaan DMA sequence *se SEQUENCING IN PROGRESS Its 
fro* clone 112SA1I. WORKING DRAFT SEQUENCE. //4. 6e-l6: 250: 7I//AL034 
549 

R-PUCE1 008231 //PI asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
noaic sequence, WORKING ORAFT SEQUENCE. 4 unordered pieces. //0. 13: 
341 : 60//AC004688 

R-PUCE 1008244//P. falciparua P.195 gene.//0. 11 :212:66//A04562 
R-PUCE 10082 73//Huaan NEST aRNA. coaplete cds.//0. 00013: 52 : 100//D7 
8611 

R-PLACE 1008275 

R- PLACE 1 008280//Hoao sapiens chroaosoae 7 clone UVGC:g3586el60 fro 
a 7p14-l 5, coaplete sequence. //I. Se-05: 104: 76//AC0052 72 
R- PLACE 1008309//Huaan at-rich region adjacent to alpha satellite 
ONA. //0. 70: 1 38: 63//M8O308 

R- PLACE 10083 2 9//Hoao sapiens chroaosoae 10 clone Cl T-HSP-1 240G16 a 
ap l0q2S. I , coaplete sequence. //0. 00061 : ISO : 68//AC005886 
R-PLACE 1008 3 30//Hoao sapiens chroaosoae 19. cosaid F21431. coaplet 
e sequence. //4. 8e-74: 252 : 98//AC0051 76 

R-PLACE 1008331 //Genoa ic sequence froa Hunan 13, coaplete sequence. 
//I. 0: 176 :65//AC00 1226 

R-PLACE 1008356//Hoao sapiens aeningioaa-eapressed antigen 5 (MEA5) 
aRNA. 3* UTR.//2. 5e-98: 556 : 90//AF036145 

R-PLACE 1008368//HS-1039-A1-C10-BF. abi CIT Hunan Genoaic Spera Libr 
ary C Hobo sapiens genoaic clone Plate=CT 821 Coi=19 Row=£. genoai 
c. survey sequence. //I. 2e-05: 375: 62//B36336 

R-PLACE I OO 8369//Hoao sapiens genoaic ONA. chroaosoae 21q22.2 (Doan 
Syndroae region), segaent 4/15, WORKING DRAFT SEQUENCE. //2. Be-10: 
466: 61//AP00001 1 

R-PLACE 1 0083 92//Hoaro sapiens chroaosoae 17. clone hRPK.471_L_13. c 
oapl etc sequence. //I . 0e-46 : 282 : 82//AC0O5244 

R-PLACE 1008 3 98//Huaan ONA sequence *t* SEQUENCING IN PROGRESS **e 
froa clone 215D11. WORKING DRAFT SEQUENCE. //4. I e- 101 : 529: 94//AL034 
417 

R-PLACE 1008401 //tee SEQUENCING IN PROGRESS tee Homo sapiens chroao 
soae 4. BAC clone C0366H07: HTGS phase I. WORKING DRAFT SEQUENCE. 
28 unordered pieces. //0. 18:379:58//AC0O4604 

R-PLACE 1 008402//Hoao sapiens aRNA for pllS, coaplete cds.//1. 6e-10 
1:521 :95//D86326 

R-PLACE1 00B405//Huaan cosaid CRI-JC20I5 it O10S289 in 10sp13.//6.8 
e-22 : 328: 71 //U1 51 77 
R-PLACE 1008424 

R-PLACE 1 008426//Hoao sapiens genoaic ONA of 8p21.3-p22 anti-oncoge 
ne of hepatocellular colorectal and non-saall cell lung cancer , s 
egaen t 7/1 1 . //7 . 5e- 1 01 : 505 : 96//AB020864 

R- PLACE! 00842 9//Huaan DNA sequence froa clone 20J23 on chroaosoae 
Xq26. 2-27. 2 Contains ras-related C3 botulinua toxin substrate 1 (P 
21-RAC1) (ras-t ike protein TC25) EST. CA repeat, STS. CpG island, 
coaplete sequence. //I . 2e-1 1 : I18:78//AL022S76 

R- PLACE 1 00843 7//H. sapiens genoaic ONA (PAC 638L14) froa chroaosoae 
11. WORKING DRAFT SEQUENCE. //2. 2e-Q6: 1 59: 69//Y1 2335 
R-PLACE 1008455 

R-PLACE 1008457//Hoao sapiens chroaosoae 17. Neurof ibroaatosis 1 I 
ocus. coaplete sequence. //I. Ze-109: 588: 93//AC004526 
R-PLACE1008465//CIT978SK-A-28A11.TVE CIT978SK Hoao sapiens genoaic 
clone A-28A11. genoaic survey sequence. //1. 1e-10: 133: 77//B7869S 
R-PLACE 1008488 

R-PLACE 1 00852 4//Huaan DNA sequence tea SEQUENCING IN PROGRESS ttt 
froa clone 34B21. WORKING DRAFT SEQUENCE. //7. 3e-120:6l2:9S//AL0317 

78 

R-PLACEI 00853 l//Hoao sapiens abscrl (W8SCRI) and replication facto 
r C subunit 2 (RFC2). genes, coaplete cds.//8.Se-96:S10:93//AF045SS 
5 

R-PLACEI 008532 
R-PUCE 1 008533 

R-PUCE1008568//HS_3218_B2J)08_T7 CIT Approved Huain Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3218 Col=16 Row=H. gen 
oaic survey sequence.//!). 0042: 295: 62//AQ2 14623 
R-PLACEI 008584//Huaan PAC clone 0J0596009 froa 7p1S. coaplete sequ 
ence. //S. Oe-26 : 254: 66//AC003074 

R-PLACE 1006621 //Hoao sapiens chroaosoas 17. clone hRPK. 346_K_10, c 
oaplete sequence. //4. Oe-78: 498 : 86//AC0061 20 
R-PLACEI 008625 

R-PLACEI 008626//Huaen ONA sequence tea SEQUENCING IN PROGRESS tea 
froa clone 97P20, WORKING DRAFT SEQUENCE. //5. Se-06: 228: 67//AL03 129 
7 

R-PLACEI 008627//Cr ice tu I us griseus aRNA for Zn finger factor. //3. 4 
e-20: 335: 71//YI 2836 
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R-PLACEI 008629//Hoao sapiens clone DJ0309DI9. WORKING DRAFT SEQUEN 

CE. 12 unordered p<eces.//0. 55:326: 5B//AC004826 

R-PLACEI 0086 30//Hoao sapiens genoaic DNA, 21 q region, clone: B175P 

11X96, genoaic survey sequence. //0. 13: 440: S5//AG01 1096 

R-PLACE I 008643//Huaan BAC clone RG083J23 froa 7q3t. coaplete seque 

nee. //1 . 3e-58 : 356 : 82//AC00400 1 

R-PLACE 1 0086 50//Hoao sapiens pleiotropic regulator 1 (PLRG1) aRNA. 
coaplete cds. //2. 4e-88:434:97//AF044333 

R-PLACEI008693//C I T-HSP-2025H9.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2025M9. genoaic survey sequence. //1 . 2e-41 : 300: 82//B64742 
R-PLACE I 0086 96//Hoao sapiens NADH dehydrogenase-ubiquinone Fe-S pr 
otein 8 23 kDa subunit (NDUFS8) gene, nuclear gene encoding nitoch 
ondrial protein, coaplete cds. //4. 8e-31 : 320: 75// AF038406 
R-PLACEI 0087 1S//Huaan DNA sequence tee SEQUENCING IN PROGRESS ttt 
froa clone 799N4. WORKING DRAFT SEQUENCE. //0. 074:478: 58//AL022I47 
R-PLACEI 008748//C I T-HSP-2170P12.TR CIT-HSP Hoao sapiens genoaic cl 
one 2170P12, genoaic survey sequence. //8. 5e-42: 160: 86//B90841 
R-PLACE I 0087 57//Hoao sapiens 12q24.2 PAC RPCI4-76SH13 [Roswell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence. //0. 99:21 
t:61//AC00S864 

R-PLACEI 008790//Rattus norvegicus clone! polyaeric iaaunoglobul in 
receptor aRNA 3' untranslated region, GA rich region, and aicrosat 
ellites with GGA-tripiet and GAA-triplet repea ts.//0. 052: 108: 68//U 
00762 

R-PLACEI 008 7 98//Hoao sapiens full length insert cDNA clone YZ86C0 
5. //7. 7e-S8 : 285 : 1 00//AF086088 

R-PLACE I 008807//C I T-KSP-2366014.TR CIT-HSP Hoao sapiens genoaic cl 
one 2366014, genoaic survey sequence. //3. Sa-35: 223: 89//AQ0792 10 
R-PLACE 1008808//Hoao sapiens exonudeise hoao log RADI (RA01) aRNA. 
coaplete cds. //2. 3e-97 :499: 9S//AF030933 

R-PLACEI 00881 3//Ratt us norvegicus rseclS aRNA. coaplete cds.//9. 7 
e-45 : 394 : 78//AF032668 

R-PLACEI 008851 //Huaan Chroaosoae 15q26. 1 PAC clone pOJ460g16. WORK 
INC ORAFT SEQUENCE. 3 unordered pieces. //2. 9e-28:207:87//AC004581 
R-PLACEI008854//CIT-HSP-2I72B3.TF CIT-HSP Hoao sapiens genoaic clo 
ne 2I72B3. genoaic survey sequence.//8. 9e-30: 166: 97//B93289 
R-PLACEI 008867//Hoso sapiens BAC clone RG054DQ4 froa 7q3l. coaple: 
e sequence.//]. 5e-76:404: 95//AC0050SB 

R-PLACEI 00888 7//Hoao sapiens clone DJ0943F02. WORKING DRAFT SEQUEN 
CE. 3 unordered pieces.//7.7e-37:585:67//AC004932 
R-PLACEI 008902//Hoao sapiens chroaosoae Y, clone hC IT. 494_G_I7. co 
aplete sequence. //0. 0022: 409:60//ACOOSB20 

R-PLACEI 008920//Hoao sapiens aRNA for KIAA0765 protein, partial cd 
s. //8. 2e-55 : 344 : 89//AB01 8308 

R-PLACE 1008925//Caenorhabd it is elegans DNA ttt SEQUENCING IN PROGR 
ESS tee froa clone Y53F4. WORKING DRAFT SEQUENCE. //0. 0014: 398: 58// 
Z92860 

R-PLACEI 008934 

R-PLACE 1008 941 //Hoao sapiens chroaosoee 17, clone hRPK. 293J(_20. c 
oaplete sequence. //9. 8e-84:429: 92//AC005495 
R-PLACEI 008947 
R-PLACEI 009020 

R-PLACE 1009027//Kuaan DNA sequence froa clone 914PI4 on chroaosoae 
Xq23 Contains calpain-like protease gene. OCX (doublecortin) .EST 
s. CA repeat. CSS. coaplete sequence. //I. 3e-82 :434: 95//AL031 1 17 
R-PLACE 1 009039//Huaan DNA sequence froa clone 276K20 on chroaosoae 
6p22. 1-22.3. Contains STSs, GSSs and a putative CpG island, coapl 
ete sequence. //0. 00010: 297: 58//AL03! 391 

R-PLACE 1 00 904 5//Hoao sapiens chroaosoae 17, clone hRPC. 1 17_BJ2, c 
oaplete seauence.//2. 9e-06: 1 60: 70//AC004707 

R-PLACE 1 009048//Huaen DNA sequence froa clone SI IE 1 6 on chroaosoae 
6p24.3-2S. 1. Contains the last coding exon of the gene for PI8 co 
aponent of aeinoacyl-tRNA synthetase coaplex, part of an unknown g 
ene downstreaa of a putative CpG island, and an STS with a CA repe 
at polyaorphisa. coaplete sequence. //I. 3e-16: 339:66//AL023694 
R-PLACE 1009050//Aede$ aegypti gene sequence, priaary transcript.// 
0.40: 393: S9//U 7023 

R-PLACEI 009060//Nus ausculus eRNA for Alix-SF (ALG-2-interact ing p 

rotein X. short fora, coaplete CDS. //0. 00075: 79: 83//AJ005074 

R-PUCE I009090//Hoao sapiens chroaosoae 1, BAC CIT-HSP-292g8 (BC26 

2482). coaplete sequence. //6. 7e-l 3:21 2: 73//AC004783 

R-PLACE I 009094//Caenor ha bdi t is elegans cosaid C49F8. coaplete sequ 

ence.//0. 49:221 : 6I//Z70206 

R-PUCE 1 009099 

R-PUCE 1 0091 10//Hobo sapiens Xp22 BAC CS-32IG17 (Genoae Systeas Hu 
■an BAC library) coaplete sequence. //S. Ie-17:301 :66//AC00402S 
R-PUCE 1 0091 11//P I asaodiua falciparua 307 chroaosoae 12 PFYACB8-42 
0 genoaic sequence, WORKING ORAFT SEQUENCE. 14 unordered pieces.// 
1 . 2 e-06 : 2 34 : 6 1 //ACOO 51 40 

R-PUCE 1 0091 30//P I asaodiua falciparua NAL3P6, coaplete sequence.// 
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7. 5e-06 : 426 : SB//Z9855 I 

R-PUCE 1 0091 S0//Hoao sapiens l»» SEQUENCING IN PROGRESS *«. VORKI 
NG ORAFT SEQUENCE. 18: 6H:9S//AJ011«9 

R-PLACE10091 55//Hoao sapiens genoaic ONA. chroaosoae 21q11.1, sega 
ent 2/28. WORKING DRAFT SEQUENCE. //1.4e-1 07 :S84:93//AP000031 
REPLACE 1 0091 58//Hoao sapiens full length insert cDNA clone YP10D0 
3.//1. 9e-105:539:9S//AF08S876 

R-PLACEl 0091 6 6//Hoao sapiens chroaosoae 17. clone hRPK: 180_P_8. c 
oaplete sequence. //2. 8e-44:360:7l//AC005972 

R-PLACE 1 0091 72//Huaan cosaid QLL2C9 froa Xq28.//4. 1e-37:401 :74//Z4 
7046 

R-PLACE 10091 74//Hcao sapiens PAC clone DJ0907C10 froa 7q31-3q32. c 
oaplete sequence. //2. le-l 7: 140:81//AC004925 

R-PLACE 1 009 1S3//Hcao sapiens DNA sequence froa PAC 4I8A9 on chroao 
soae 6q21 . Contains the first ($' ) two exons of a CDX8 (Cell Davis 
ion Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogen 
e, ESTs and STSs. coaplete sequence. //I. 9e-46: 572 :69//Z64480 
R-PLACE 1 009 186//Huaan Chroaosoae I. coaplete sequence. //0. 016:322: 
6I//AC004070 

R-PLACE 1 0091 90//P I asaodtua falciparua WAL3P8. coaplete sequence.// 

0.050: 487 : S8//AL034S60 

R-PUCE 1009200//H. sapiens aRNA for sort i I in. //1. 0e-3l : 1 95: 92//X982 

48 

R-PLACE 1009230//Hoao sapiens chroaosoae 19. CIT-HSP 6AC 490g23 (BC 

338531). coaplete sequence. //I. 8e-7S: 364: 8S//AC00S392 

R-PLACE 1O09246//Cr ice tu I us griseus SRO-2 autant sterol regulatory 

eleaent binding protein-2 (SREBP-2) aRNA, coaplete cds.//6. 6e-44: 5 

2$:71//U22818 

R-PLACE I 009 308 

R-PLACE 1009 3 I 9//Hoao sapiens 12q13. 1 PAC RPCI1-228P16 (Rosvell Par 
k Cancer Institute Huaan PAC Library) coaplete sequence. //0. 00010: 

1 32 : 75//AC004801 

R-PLACE 1 0093 28//Hoao sapiens chroaosoae 17, clone hRPK. 346_K_10, c 
oaplete sequence. //3. 3e-87: 576: 85//AC0061 20 

R-PLACE 10093 3$//Bor re I ia burgdorferi (section 62 of 70) of the coa 
plete genome. //0. 32: 31 5: 60//AE001 176 

R-PLACE1009338//Plasaodiua falciparua 307 chroaosoae 12 PFYACB8-42 
0 genoaic sequence, WORKING ORAFT SEQUENCE. 14 unordered pieces.// 
6.8e-05:4l! : S9//AC00S140 

R-PLACE 100 9 368//Hoao sapiens PAC clone 0J1I79J19 froa 7q11.23-q21, 
coap I e te sequence. //0. 00040 : 280 : 61 //AC004989 
R-PLACE 1009375//D. yakuba ai toehondr ial ONA for origin of replicat 
ion, saall ribosoaal RNA . transfer RNAs tRNA-fNet. tRNA-GIn, tRN 
A-lle and tRNA-Val.//l. 1 e-08:444: 60//X0S91 5 
R-PLACE 1009 388 

R-PLACE 100939B//Hoao sapiens BAC clone GS011EI5 froa 5q31, coaplet 
e sequence. //0. 065: 279: 61 //AC002427 

R-PLACE 1 009404/ /Hoao sapiens clone NH0486I22. WORK INC ORAFT SEQUEN 
CE. 5 unordered pieces. //1. 0e-06: 253:64//AC005038 
R- PLACE 1 0094 10//Hoao sapiens chroaosoae 17. clone hRPK. I42_H_19, c 
oaplete sequence. //9. 8e-1 12:561 :96//ACOOS919 

R-PLACE 1 D09434//Huaan ONA sequence froa clone 459L4 on chroaosoae 
6p22. 3-24. 1 Contains EST. STS. GSS. complete sequence. //2. 2e-21 : 12 
6: 79//AL031 120 

R-PLACE I 009443//Hoao sapiens nucleolar protein Nop30 and cytoplasm 
ic protein Hyp (NOP) gene, alternatively spliced products, coaplet 
e cds.//4.5e-!4:1l7:91//AF064598 

R-PLACE 1009444//Hoao sapiens phosphatidyl inosi tol 4-kinase aRNA, c 
oaplete cds . //9. 6e-85 ; 479 : 90//L36 1 S I 
R-PLACE1 009459 

R-PLACE 1 0094 76//Hoao sapiens Chroaosoae 16 BAC clone CIT9S7SK-A-67 
AI. coaplete sequence.//5.6e-10l:S40:94//AC004531 
R-PLACE 1 0094 77//Hoao sapiens, dons hRPK. 1S_A_1, complete sequenc 
e. //3. 4e-46 : 284: 91 //AC00621 3 

R-PLACE 1009493//Huaan Chroaosoae 16 BAC clone CIT9B7SK-A-363E6. co 
eplett sequence. //S. 5e-l07:581:92//U91321 

R-PLACE1 009S24//Hoao sapiens ONA sequence froa PAC 63GS on chroaos 
oae 22a 12.3—13.!. Contains part of a gene for a huaan SEC7 hoaolog 
B2-1 (cytohesin-2. Arno, ARF exchange factor) LIKE protein, an un 
knoan gene and a gene coding for a Leucine rich protein. Contains 
ESTs. STSs and CSSs, coaplete sequence. //0. 74: 301 : 6I//Z94I60 
R-PLACE 1009539//Huain DNA sequence **t SEQUENCING IN PROGRESS tea 
froa clone 167AI9. VORKING DRAFT SEQUENCE. //S. 7e-29:3S7:74//AL0314 
27 

R-PUCE 10Q9542//C I T-HSP-2166P10. TRB CIT-HSP Hoao sapiens genoaic c 
lone 2I66P10. genoaic survey sequence. //2. 6e-IO: I4S: 7S//B896I4 
R-PLACE 10095 71 //RPC II 1-61 J16. TK RPCIII Hoao sapiens genoaic clone 
R-61J16. genoaic survey sequence. //0.0I6:68:80//AQ202I46 
R-PLACE 1009 581 

R-PLACE 1009595//Hoao sapiens clone DJ56J10. complete sequence.//!. 
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8e-38: 365 : 79//AC00S006 

R-PLACE I009596//Huaan DNA sequence »» SEQUENCING IN PROGRESS eat 
froa clone S01A4. WORKING ORAFT SEQUENCE.//!. 2e-29: 3I4:76//2980SI 
R-PLACEl 009607//cSRL-77g9-u cSRL Ho* sorted Chroaosoae II specif i 
c cosaid Hoao sapiens genoaic clone c$RL-77g9. genoaic survey sequ 
ence. //2. 1 e-05 : 142 : 69//B06230 

R- PLACE 1 0096 13//PI a saodiua falciparua DNA ttt SEQUENCING IN PROGRE 
SS aaa froa contig 4-89. coaplete sequence. //3. 6e-08:434: 59//AL010 
266 

R-PUCE 1 009621 //Sequence 50 froa patent US S691I47.//I. Se-20:23S;7 
3// 1 76222 

R-PLACE 1009622//C1T-HSP-2023D1 3. TFB CIT-HSP Hoao sapiens genoaic c 
lone 2023013, genoaic survey sequence. //0. 72: 176: 62//B81 271 
R-PLACEl 0096 37//P. falciparua complete gene aap of plastid-like ONA 
( I R-B) . //0. 0068: 396 : 59//X 95276 

R-PLACE I009639//Arabidops is thaliana ONA chroaosoae 4, BAC clone F 
IONS (ESSAII pro ject).//0. 013:521 :58//AL021 811 
R-PLACEl 0096S9//Hoao sapiens aRNA for KIAA0S87 protein, coaplete c 
ds. //I . Oe- 1 07 : SB9 : 92//AB0I 1 1 59 

R-PLACE 100966S//Huaan PAC clone DJ0658N05 froa 7p21. coaplete sequ 
ence. //B. 4e-72 : 487 : B5//AC003075 

R-PLACEl 0096 70//Hoao sapiens genethonin 1 aRNA. coaplete cds.//2.0 
e-61 : 310: 97//AF062534 

R-PLACE 1 009708//Hoao sapiens clone DJ0935K16, coaplete sequence.// 
2 . 8e-1 03 : 542 : 94//AC00601 1 

R-PLACE 1009721 //Human Cosaid g0771a222 froa 7q31.3, coaplete seque 
nee. //4. 6e-85: S18:88//AC000109 

R-PLACE 1 00 97 3 1 //Hoao sapiens ONA sequence froa PAC 434014 on chroa 
osoae 1 q 32. 3.-41. Contains the HS01IB1 gene for Hydroxysteroid (t 
1-beta) Dehydrogenase 1, the ADORA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo novel genes. Contains ESTs and CSSs, coaplete sequence. //0. 003 
3 : 2! 5:65//AL022398 

R-PLACE 10097 6 3//Hoao sapiens UBA3 (U8A3) aRNA. coaplete cds.//6. 2 
e-1 16:598: 95//AF046024 
R-PLACE 1009794 

R-PLACEl 0097 98//Huaan DNA sequence froa clone 1189824 on chroaosoa 
e Xq2S-26.3. Contains NAOH-Ubiquinone Oxidoreductase HLRQ subunit 
(EC 1.6. 5. 3, EC 1.6.99.3. CI-MLRQ), Tubulin Beta and Proto-oncogen 
e Tyrosine-protein Kinase FER (EC 2.7.1. 112, P94-FER. C-FER, TYK3) 
pseudogenes, and part of a novel gene similar to hypothetical pro 
teins S. poabe C22F3.14C and C. elegant C16A3. 8. Contains ESTs, an 
STS and GSSs. coaplete sequence. //7. 5e-88: 191 : 96//AL030996 
R-PLACE 1 00 984S//Hoao sapiens DNA sequence froa PAC 234H5 on chroao 
soae 6q21. Contains an unknown gene, ESTs and STSs, complete seque 
nee. //8. 7e- 1 9: 226 : 69//Z981 72 

R-PLACE 1009879//Hoao sapiens genoaic DNA. 2tq region, clone: 149C3 

A68. genoaic survey sequence. //2. le-29: 230: 76//AG002672 

R-PUCE 1009886//Hoao sapiens PAC clone D30997N0S froa 7ql1.23-q21. 

1. coaplete sequence. //0. 99: 203: 61 //ACQ0494S 

R-PUCE 1009888//Hoao sapiens chroaosoae 19. BAC CIT-B-393H5 (BC3Q 
1323), coaplete sequence. //S. 3e-91 : 577: 88//ACO061 16 
R-PUCE 1009908 

R-PLACE 1009921 //Hoao sapiens cotaid clone HOAB < 1 SI 49) insert DNA, 
coaplete cosaid.//4. 7e-81 : 385:84//N6300S 

R-PLACE 100992 4//HS_3 1 S 1 _B 1 B 1 0_iR C1T Approved Huaan Genoaic Spera 

Library 0 Hoao sapiens genoaic clone Plate=31SI Co I = 1 9 Ro*=0, gen 
oaic survey sequence. //5. 5e-47: 240: 99//AQ1 67412 
R-PUCE 1 009925//C I T978SK -A-93 1 F6. TV CIT978SK Hoao sapiens genoaic 
clone A-931F6. genoaic survey sequence. //0. 00010: 159: 68//B51673 
R-PUC£100993S//Plasaodiua falciparua 307 chroaosoae 12 PFYAC492 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 5 unordered pieces. //0. 08 
I : 238 : 65//AC00S308 

R-PLACE 1009947//Hoao sapiens PAC clone 248015 froa 13q12-qt3. coap 
I ele sequence. //I . 0: 353: 58//AC002483 

R-PUCE 1 009971 //Hoao sapiens full length insert cDNA clone ZD38E1 

2. //3. 7e-11:l52: 75//AF086247 
R-PLACE 1009992 

R-PUCEI00999S//P1 asaodi ua falciparua chroaosoae 2, section 4 of 7 
3 of the coaplete sequence. //0. 0019:305:61//AE001367 
R-PUCE 1009 9 97 //Hoao sapiens chroaosoae 10 cion# CIT9I7SK-I I7SG20 
aap 10q25. 2- 10q25.3, caeplete sequence. //1. 8e-43:462:76//AC005874 
R-PUCE 1010023/ /H$_301 8_B1 _H! 0_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic done Plate-3018 Co I = T 9 Rov=P, gen 
oaic survey sequence. //0. 00013: 198: 63// AQ093S1 3 
R-PUCE1 010031 //Human ONA sequence froa done 3QM3 on chroaosoae 6 
P22.I-22.3. Contains three novel genes, one siailar to C. elegans 
Y6303A.4 and one siailar to (predicted) plant, worm, yeast and arc 
haea bacterial genes, and the first exon of the K1AA03I9 gene. Con 
tains ESTs. GSSs and putative CpG islands, coaplet# sequence. //7. 4 
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e-1 IS: 581 : 96//AL031 77S 

R-PLACE1010053//N. ausculus Spnr aRNA for RNA binding protein. //I. 9 
e-05 : 1 36 : 74//X84692 

R-PUCE101006 9//CIT-HSP-2328812. TF CiT-HSP Horn sapiens genoaic d 
one 232BB12, genoaic survey sequence. //2. 6e-60: 324: 94//AQ042Q94 
R-PUCE 1 01 0074//Hoso sapiens sorting nexin 2 (SNX2) a SNA, coaplete 
cds. //4. 6e-87 : 543 : 88//AF065482 

R-PUCEI 01 0076//aea SEQUENCING IN PROGRESS *•* Hoao sapiens chroao 
soae 4. BAC clone C0473I13: HTGS phase 1, V0RK1NG DRAFT SEQUENCE. 

4 unordered pieces. //6. 3e-08:489:58//AC005699 
R-PLACE 101 0083 

R-PLACE 1 01 0089//F1 9F22-Sp6 IGF Arabidopsis thaliana genoaic clone 
F19F22, genoaic survey sequence. //0. 14:400: 59//B1 0583 
R-PLACE1010096//R. norvegicus aRNA for 100 kOa protein. //4. 3e*91 : 56 
2:87//X64411 

R-PLACE 101 01 02// Apis eellifera tRNA-Leu cytochroae oxidase II into 
rgenic spacer region, ai tochondr ial sequence. //1 . 5e-08: 357: 60// AFO 
39556 

R-PLACE1010105//PI aseod i ua falciparua chroaosoae 2. section II of 
73 of the coaplete sequence. //A. 0e-09: 510: 59//AE001 374 
R-PLACE 1 01 0106//Huaan DNA sequence *** SEQUENCING IN PROCRESS eat 
froa clone 54820, V0RK1NG DRAFT SEQUENCE. //I . 4e-l2: 194: 73//298304 
R-PLACE 101 01 34 

R-PLACE 1 01 0148//HS_ 31 28_A1_D09_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3128 Col=17 Row=G. gen 
oaic survey sequence. //0. 17: 281 : 61// AQ140790 

R- PLACE 101 01 S2//Nouse aRNA for aryl hydrocarbon receptor, coaplete 
cds.//3. le-45:351:81//D38417 

R-PLACE 10101 81 //Hoao sapiens clone DJ0914N06. WORKING DRAFT SEQUEN 
CE, 1 unordered pieces.//3.6e-06:207:66//AC004928 
fl-PLACE 1 0 1 01 94//HS_2232_Bt _HI 0_MR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2232 Col=19 Ro»~P, gen 
oaic survey sequence. //2.4e-08: 1 34:74// AQI 85425 
R-PLACEI0I0202//Huaan DNA sequence froa clone 227L5 on chroaosoae 
Xpll.22-11.3. Contains a Karatin, Type 1 Cytoskeletal 18 (KRT18. C 
YX18, K18. CX18) pseudogene and an STS, coaplete sequence. //0. 0003 
5: 383:6t//AL03158S 

R-PLACE1 010231 //Huaan DNA sequence *»* SEQUENCING IN PROGRESS *•* 
froa clone 287G14. V0RKING DRAFT SEQUENCE. //1 . 2e-95: 519: 94//AL0333 
77 

R-PUCEI 010261 

R-PLACE1010270//H. sapiens CpG island DNA genoaic Nsel fragaent. cl 
one 85a6. reverse read cpg8Sa6. rt 1a.//0. 068: 171 : 63//Z63482 
R-PLACE1010274//S.douglasi i gene for cytochroae b.//4. 5e-07:276:63 
//X59280 

R-PLACE1 01 0293//Hoao sapiens chroaosoae 2 PAC RPCI3-417E16 (Roswei 
I Park Cancer Institute Huaan PAC library) coaplete sequence. //4. 7 
e-91 : 522 : 90//AC004464 
R-PLACE1 010321 

R-PLACE1 010324//Caenorhabd i t i s elegans DNA »*« SEQUENCING IN PROGR 
ESS tee froa clone Y38EI0. WORKING DRAFT SEQUENCE. //5. 7e- 08: 484: 57 
//AL021I4I 

R-PLACE 1 01 0329//Hoao sapiens Chroaosoae 22qtl.2 Cosaid Clone SOdIO 
In IGLC Region, coaplete sequence. //7. 9e-3 5: 328 :79//AC000024 
R- PLACE! 01 03 41 //Hoao sapiens clone DJ112SK23. WORKING DRAFT SEQUEN 
CE. 21 unordered pieces. //I. 3e-3l :418:66//AC004971 
R-PLACE 101 0362 

R-PLACE 1 01 0364//Kus cookii ai tochondr ion 0NA fragaent. //0. 23: 162:1 
4//N77098 

R-PLACE 1 01 0383//Hoao sapiens chroaosoae 17, clone hCIT. 186_H_2, co 
aplete sequence. //1. 4e-1 05: 543 : 9S//AC00467S 

R-PUCEI 01 0401 //Huaan Chroaosoae 1Sq11-q13 PAC clone pOJ223c9 froa 
the Prader-Wi 1 1 i/Angelaan Syndroae region, coaplete sequence. //0. 
0001 7 : 268: 62//AC004I 37 

R-PUCEI 01 0481//Bos taurus CS-glucurony I epiaerase aRNA, partial c 
ds.//8. 6e-79 : 556 : 83//AF003927 

R-PUCEI 01 0491 //Hoao sapiens Cre binding protein- 1 ike 2 aRNA, coap 
I e t e cds . //7. 3e-88 : 438 : 96//AF03908 1 

R-PUCEI 01 0492//HS_3169_B2_BO4_T7 CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=3169 Col =8 Ro»=0, geno 
aic survey seQuence.//0. 98: 171 : 63//AQI69892 

R-PUCEI 01 05Z2//WORK INC DRAFT SEQUENCE. 6 unordered pieces. //0. 34: 
407 : 62//AC006082 
R-PUCEI 01 0547 

R-PUCEI 01 0562//C1TBI-E1-2503B1 6.TF CITB1-E1 Hoao sapiens genoaic 
clone 2503B16, genoaic survey sequence. //6. 4e-l7: 152:84//AQ265929 
R-PUCEI010579//Torulops is glabrata ai tochondr ial gena for ribosoa 
al protein vart.//l. 7e-05: 271 :65//X02893 
R-PUCEI 010580 
R-PUCEI 010599 



R-PUCEI 01 061 6//Huaan BAC clone RG343P13 froa 7q3t. coaplete seque 
nee. //3. 0e-13: 151 : 7S//AC002465 

R-PUCEI 010622//Arabidops is thaliana BAC FI 104. //0. 00031 : 366: 60//A 
F095370 

R-PUCEI 01 0624//Hoao sapiens chroaosoae 7q22 sequence, coaplete se 
quence. //8. 2e-34 : 322 : 79//AF053356 

R-PUCEI 01 0628//Hoao sapiens clone DJ0647C14, WORKING DRAFT SEQUEN 
CE, 21 unordered pieces. //2.3e-97: SIS: 94//AC004846 
R-PUCEI 01 06 29//HS_3 00 3_A2_C08_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3003 Co 1 = 16 Row=E, gen 
oaic survey sequence. //5. Se-60: 321 : 95//AQ1 30493 
R-PLACE 1 01 0630//P I asaodiua falciparua chroaosoae 2, section 19 of 
73 of the coaplete sequence. //0. 051 :372:59//AE0013B2 
R-PUCEI 01 0631 //Hoao sapiens aRNA for KIAA0530 protein, oartial cd 
s . //2. 6e-92 : 497 : 93// ABO 11102 

R-PUCE 1 01 066 1//C I T-HSP-2C08K15.tr CIT-HSP Hoao sapiens genoaic cl 
one 2008X15. genoaic survey sequence. //S. 7e-27: 160: 95//B57089 
R-PUCEI 010662//Caenorhabdi tis elegans cosaid C12CB. coaplete sequ 
ence. //9. 4e-09: 1 51 : 73//Z81467 

R-PUCEI010702//CIT-HSP-2314C3.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2314C3. genoaic survey sequence. //I. 3e-90: 459: 96// AQ028536 
R-PLACE1 01071 4//Saccharoayces douglasii ai tochondr i al tRNA-Ser and 
tRNA-Phe genes, partial sequence, and Varlp (varl) gene, ai tochon 
drial gene encoding ai tochondrial protein, coaplete cds. //5. 3e-08: 
478: 58//U49822 

R-PUCEI 010720//Hoao sapiens chroaosoae-associated protein-C (hCA 
P-C) aRNA. partial cds. //3. 8e-55: 300: 95//AF092564 
R-PUCE 101 073 9//Huaan DNA sequence froa clone 393P23 on chroaosoae 
Xq21. 1-21.33. Contains GSSs. coaplete sequence. //3. 4e-89: 507: 90// 
Z9S400 

R-PUCE 101 0743 

R-PUCEI 01 076 1//Hobo sapiens chroaosoae 17, clone hRPK. 294_J_22, c 
oaplete sequence. //3. Qe-I03:51 1 : 97//AC00592I 
R-PUCE 10 10771 
R-PUCE 1 010786 

R-PUCEI 01 0800//Hoao sapiens clone NH0084K19. WORKING DRAFT SEQUEN 
CE. 30 unordered pieces. //I. Se-43: 545: 71//AC00S682 
R-PUCE 1 01 0802//Phoeb is agarithe large subunit ribosoaal RNA gene, 
partial sequence: tHIA-Val gene, coaplete sequence: and saall sub 
unit ribosoaal RNA gene, partial sequence, at tochondr ia I genes for 
ai tochondr i a I RNAs. //1 . 9e-09 : 492 : S9//AF044862 

R-PUCE 1 0108 11 //Hoao sapiens Xp22 BAC GSHB-257C1 (Genoae Sy steal B 
AC Library) coaplete sequence. //O. 041 :41$: 59//AC002524 
R-PUCE 1 010833 

R-PUCE 1 01 0856//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC812 g 
enoaic sequence. WORKING DRAFT SEQUENCE, 8 unordered pi eces. //0. 00 
22: 512: SS//AC004! S3 

R-PLACE 1 01 08S7//Hoao sapiens genoaic DNA of 8p2l.3-p22 anti -one oge 
ne of hepatocellular colorectal and non-saall cell lung cancer . s 
egaent 1 1/1 1. //4. 9e-8S: 507 : 90//AB020868 

R-PUCE J 01 0B70//RPC 111 -S9K21.TK RPC 1 1 1 Hoao sapiens genoaic clone 
R-S9K21. genoaic survey sequence. //8. 2e-85: 422: 97// AQI 95697 
R-PUCEI 01 0877//Hoao sapiens aRNA for KIAA0610 protein, partial cd 
S.//7. 0e-100: 501 : 96//AB0M 182 

R-PUCEI 01 089 1 //H 000 sapiens chroaosoae X, clone 592, WORKING DRAF 
T SEQUENCE. 8 unordered pi eces.//0. 10: l62:6l//AC002489 
R-PUCE 101 089 6//P I as nod i ua falciparua 3D7 chroaosoae 12 PFYAC181 g 
enoaic sequence. WORKING DRAFT SEQUENCE. 8 unordered oieces.//0.00 
032 : 409 : S9//AC005505 

R-PLACE 101 0900//Hoao sapiens DNA. trinucleotide repeats region.// 
3. 2e-07 : 1 80: 71// ABO 18488 

R-PUCE 101 09 16//P I asaodiua falciparua DNA see SEQUENCING IN PROCRE 
SS »»» froa NAL4PI. WORKING DRAFT SEQUENCE. //0. 041 : 205 : 60//AL03455 
7 . 

R-PUCE10I0917 

R-PLACE 10 I0925//HS_2027_B2_B09_T7 CIT Approved Huaan Cenoaic Spera 
Library O Hoao sapiens genoaic clone P!ate=2027 Col=l8 Row=D. gen 
oaic survey sequence. //I. 6e-46:404:77//AQ24703l 
R-PUCEI 01 0926//Hoao sapiens aRNA for KIAA0554 protein, partial cd 
s. //4, 2e-6S : 402 : 89//AB01 1 126 

R-PUCEI 01 0942//Hoao sapiens intersect in short fora aRNA. coaplete 
cds. //I . 9e-80 : 441 : 93//AF064243 
R-PUCE 1 010944 

R-PUCEI 010947//D. di scoideua rasG gene. //0. 00044: 181 :65//Z1 1533 
R-PUCE 1 0 1 0954//Hoao sapiens clone RG228DI7, WORKING DRAFT SEQUENC 
E, 2 unordered pieces. //3. 0e-51 : 518: 74//AC005077 
R-PUCE I Of 0960//Huaan DNA sequence «♦ SEQUENCING IN PROGRESS ttt 
froa clone 451 B21. WORKING DRAFT SEQUENCE. //0. 022: 292 :63//AL033522 
R-PUCEI 0!0965//Huaan aarinerl transposase gene, coaplete consensu 
s sequence.//!. 0e-64:444:84//U52077 
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R-PLACEI 01 1026//Ri cket ts ia prowazekii strain Madrid E, complete ge 
noae: segaent 3/4.//0. S9:345:6I//AJ23S272 

R-PLACE101 1032//Huaan DMA sequence f roe PAC 389A20 on chroaosoae X 
contains ESTs STS. CpC islands and polymorphic CA repeat. //0. 62:8 
2:75//Z93242 

R-PLACEIOI 1 041 //H. sapiens QUA sequence. //O. OSI : 162: 66//Z22248 
R-PLACEIOI 104 6 //Hobo sapiens aRNA for XIAA0581 protein, partial cd 
S.//2. 9e-IOO : 563: 91//AB01 1 1 S3 

R-PLACEIOI I 054//Hu man DMA sequence froa PAC 46H23. BRCA2 gene regi 
on chroaosoae 13qt 2-13 contains Klotho, ESTs. //4. 7e-29: 280: 73//Z84 

483 

R-PLACEIOI 1056//Huaan DMA sequence es« SEQUENCING IN PROGRESS tea 
froa clone 34IDI0. WORKING DRAFT SEQUENCE. //I. 7«-39: 288: 84//Z9798S 
R-PLACEIOI 1057//CIT-HSP-2014F10. TF CIT-HSP Hoao sapiens genoaic cl 
one 2014F10. genoaic survey sequence. //2. 4e-60: 370: 90//BS8896 
R-PLACEIOI I090//Hoao sapiens chroaosoae 4 clone B200NS aap 4q2S. c 
oap I e te sequence. //0. 12:489: S9//AC0OSS09 

R-PLACE 10111 09//Hoao sapiens chroaosoae Y. clone 486, 0. 2. coaple 
te sequence. //8. 4e-43 : 427 : 76//AC002S3 1 

R-PLACE 101111 4//Hoao sapiens aRNA froa HIV associated non-Hodgkin’ 
s lyaphoaa (clone hll-14) ,//1. 7e-29: 179: 94//Y1 6709 
R-PLACE101 1 1 33//HS-1058-B1-H02-NF. abi CIT Huaan Genoaic Spera Libr 
ary C Hoao sapiens genoaic clone Plate=CT 780 Co I =3 Rov=P. genoaic 
survey sequence. //I . 0: 133: 63//B44006 
R-PLACEI 01 1143//H. sapiens CpG island DMA genoaic Msel fragaent. cl 
one 127a4. forward read cpgl27a4. f tla.//1. 0: 127:67//Z56SS0 
R-PLACE 101 11 60//Hoao sapiens HRIHFB2038 aRNA. partial cds.//2.4e-9 
S:S34:91//AB01S333 

R-PLACEI 01 1 1 65//Huaan Cosaid gS129s232 froa 7q31.3. coaplete seque 
nee. //0. 47 : 355 : 58//AC003968 

R-PLACEI 01 11 8S//Hoao sapiens clone DJ0038I10, WORKING DRAFT SEQUEN 
CE. S unordered pieces.//!. 3e-26:403 : 70//AC004820 
R-PLACEI 01 1203//paraaeciua species 4. 51er at dna diaer: replicatio 
n init. region, clone 1.//1.Qe-10:379:60//K00908 
R-PLACEI 01 121 9//MS_3036_Bl_F08_NR CIT Approved Human Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3036 Co l = 1 S Row=L, gen 
oaic survey sequence. //2. 6e-39: 253: 88//AQ1 04587 
R-PLACE 101 12 21 //Hoao sapiens T-cell receptor alpha delta locus fro 
a bases 250472 to 501670 (section 2 of S) of the Coaplete Nucleoti 
de Sequence. //0. 32 : 279 : 60//AE000659 

R-PLACE 1 01 1229//HS_3Q02_B1_E I 0_NR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3002 Col=19 Row-J, gen 
oaic survey sequence. //9. 3e-3t : 317: 74//AQ303626 
R-PLACE 10M 26 3//Hoao sapiens BAC clone GS166A23 froa 7p21. coaplet 
e sequence.//!. 2e- 109: 571 94//AC0050 14 

R-PLACE101 1273//Sacchsroayces douglasii mitochondrial cytochroae c 
osidase subunit I (COXI) gene, coaplete cds.//0. 00027: 337: 61 //N97 
514 

R-PLACE101 1291 

R-PLACE1 0! 1296//H. sapiens steroid reductase pseudogene.//4. 2e— 37 : 3 
26:80//M68887 

R-PLACEI 01 131 0//H. sapiens 5* flanking sequence of gene for cortico 
tropin.//0. 00 17:416: S0//X6766 1 

R-PLACE10! 1325//Plasaodiua falciparua chroaosoae 2. section 35 of 
73 of the coaplete sequence. //3. Oe-1 0:51 1 : S9//AE001 398 
R-PLACE) 01 1 332//Hoao sapiens chroaosoae 17, clone HCIT3L16, WORK IN 
G DRAFT SEQUENCE. 7 unordered pieces. //8. 3e-06: 250: 64//AC002344 
R-PLACEI Oil 340//Huaan BAC clone RG34ID10 froa 7p15-p21. coaplete s 
equence. //0. 67 : 290: S8//AC002530 

R-PLACEI Oil 375//»us auscuius Kv3.4 gene, exon 4. //6. 8e~23: 190:86// 
AJ0103I0 

R-PLACEI 01 1 399//P I asaodiua falciparua 3D7 chroaosoae 12 PFTAC&8-42 
0 genoaic sequence, WORKING DRAFT SEQUENCE. 14 unordered pieces.// 
0. 22:3S9:60//AC005140 

R-PLACE 101 1419//Huaan DNA sequence from cosaid U90B3, on chroaosoa 
e Xpll, contains ESTs. //5. 1 e-32: 282: 81//Z74022 
R-PLACEI 01 1433//Hoao sapiens aRIIA for KIAA0530 protein, partial cd 
s. //1 . 5e-l 1 2 : 600 : 94//ABO II 1 02 

R-PLACEI Oil 452//Hoao sapiens clone DJ094SF02, WORKING DRAFT SEQUEN 
CE. 7 unordered pieces, //3.9e-77: 303: 8S//AC0060! 3 
R-PLACEI 01 1465 

R-PLACE 1 01 1472//Hoao sapiens aRNA for KIAA0712 protein, coaplete c 
ds . //7. 9e- 1 03 : 5 1 5 : 96//AB0 I82S5 

R-PLACEI 01 1492//A-837A4. TP CIT978SK Hoao sapiens genoaic clone A-8 
37A4, genoaic survey sequence. //6. 5e-37: 234: 82//B1 4085 
R-PLACE 1 01 1503//Hoao sapiens chroaosoae 17. clone hRPC. 1 1 7M_10. 
coaplete sequence. //0. 99:267:60//AC0046B7 

R-PLACEI Oil 520//Hoao sapiens clone DJ1119N0S. coaplete sequence.// 
2. Oe-t 1 6 : 591 : 96//AC004968 

R-PLACEI 01 1 563//P I asaodiua falciparua 3D7 chroaosoae 12 PFYAC69 ge 
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noaic sequence, WORKING DRAFT SEQUENCE, 4 unordered pi eces.//1. 2e- 
1 3 : S66 : 59//AC004688 

R-PLACE 1 01 1 567//P I asaodiua falciparua HAL3P6, coaplete sequence.// 

0. 62 : 358:6t//Z98S51 

R-PLACE \ 01 1576//Hoao sapiens DNA froa chroaosoae 19, BAC 33152, co 
volet e sequence. //8. 7e-45:400: 78//AC003973 

R-PLACE 101 1 586//Hoao sapiens chroaosoae 17. clone HRPC890EI&. coap 
I ate sequence. //2. 2e-59: 338: 93//AC004477 

R-PLACEI 01 I 635//C. pasteurianua pfl gene and act gene. //0. 71 : 288: 60 
//X 93463 

R-PLACE 1 01 1 641//Mycoplataa genitaliua randoa genoaic clone sgll. o 
artial cds.//0.023:232:60//U02205 

R-PLACE 1 01 1643//Koao sapiens chroaosoae 19. cosaid R33S90, coaplet 
e sequence. //I . 4e-21 : 432 :67//AC005620 

R - PLACE 1011649/ /Hoao sapiens clone 24432 aRNA sequence. //7. 8e-72 : 4 
14: 91//AF070S3S 

R-PLACE 101 1650//Huaan PAC clone 0J327A19 froa Xq2S-q26. coaplete s 
equence. //5. 1 e-27 : 1 74 : 79//AC002477 

R-PLACE 1011 66 4//Huaan DNA sequence **« SEQUENCING IN PROGRESS ate 
froa clone 460019. WORKING DRAFT SEQUENCE.//?. 4e-05: 238: 6S//ALQ31 9 
OS 

R-PUCE1011675//CI T-HSP-2370Mt6.TR CIT-HSP Hoao sapiens genoaic cl 
one 2370NI6, genoaic survey sequence. //). 3e-27: 233 : 81//AQ1 08283 
R-PLACE 1 01 1682//H. sapiens HLA-ONB gene. //2. 3e-22 : 390: 67//X76776 
R-PLACE 101171 9//Hoao sapiens 12q24. 2 BAC RPC1 1 1-360E1 1 (Rosvell Pa 
rk Cancer Institute Huaan BAC Library) coaplete sequence. //3. 1e-2 
4:409: 66//AC004806 

R-PLACE 1 01 1725//Hoao sapiens unknown aRNA downregulated by induced 
differentiation aith 13-cis retinoic acid.//0. 13: I43:65//AF026526 
R-PLACE 101 1 729//Huaan DNA sequence tea SEQUENCING IN PROGRESS ate 
froa clone Y738F9. WORKING DRAFT SEQUENCE.//!. le-IS: I57:82//AL0223 
45 

R-PLACEI Oil 749//Hoao sapiens clone RG31SH1I. WORKING DRAFT SEQUENC 
E. S unordered pieces. //I. 5e-38:3l4:81//AC005089 
R-PLACE 1011 76 2//Hcao sapiens BAC clone RG067E13 froa 7q21, coaplet 
e sequence. //I. 9e-3S: 538 : 68//AC002383 

R-PLACEIOI I778//CIT-HSP-2326C17. TV CIT-HSP Hoao sapiens genoaic cl 
one 2326CI7. genoaic survey sequence. //2.8e-58: 346: 91 //AQ028782 
R-PLACE 1011 783//Huaan ONA sequence *** SEQUENCING IN PROGRESS tat 
froa clone 229A8. WORKING ORAFT SEQUENCE. //4. 6e-38: 288 : 84//Z86090 
R-PLACEIOI I 8S8//Huaan DNA sequence froa clone 496N17 on chroaosoae 
6pl 1.2-12. 3 Contains EST, CSS. coaplete sequence. //A. 1e- 1 04; 524: 9 
7//AL03132I 

R-PLACE 1 01 1874//Hoao Sapiens Chroaosoae X clone bWX0312, coaplete 
sequence. //2. 1 a- 100 : 511 : 95//AC004478 
R-PLACE 101 1875 

R-PLACEIOI 1891 //Huaan lens aeabrane protein (ap!9) gene, exon 11./ 
/0. 0011 : 195: 64//L04 193 

R-PLACEI 01 1896//Hoao sapiens ONA sequence froa PAC 434014 on chroa 
osoae 1q32. 3.-41. Contains the HS011BI gene for Hydroxysteroid (1 
1-beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo novel genes. Contains ESTs and GSSs, coaplete sequence. //0. 010: 
110: 74//AL022398 

R-PLACEIOI 1922//Hoao sapiens chroaosoae 21q22. 3 PAC 171F1S. coaple 
te sequence. //3.5e-10: 152: 74//AF042090 

R-PLACEI Oil 92 3//Howo sapiens serua-inducible kinase aRNA. coaplete 
cds. //7. 0e-98 : 546 : 92//AF05961 7 

R-PLACEIOI 1962//CIT-HSP-2294L24. TF CIT-HSP Hoao sapiens genoaic cl 
one 2294L24, genoaic survey sequence. //0. 31 : 131 : 63//AQO06352 
R-PLACEIOI 1964//Hoao sapiens chroaosoae 17. clone HRPC987K16. coap 
lete sequence. //2.5e-08: 393 : 63//AC002994 

R-PLACEIOI 1 982//Arabidops is thaliana genoaic ONA. chroaosoae 3. PI 
clone: K)J14, coaplete sequence. //9.6e-09: 463: 62//AB0 1 6889 
R-PLACE 1 01 1995//Huaan Down Syndroae region of chroaosoae 21. clone 
A1 2H1-2H4. //2. 7e-39: 294 : 82//U44738 

R-PLACE 101 2031 //Hoao sapiens aRNA for KIAA0713 protein, partial cd 

1 . //2. 5e- 1 04 : 540 : 95//A80 1 8256 

R-PLACE 200000 3//Huaan PAC clone DJ404F18 froa Xq23. coaplete seque 
nee. //4. 9e-l 0:439: 63//AC004000 

R-PLACE2000007//Huaan fibroblast growth factor receptor 3 (FGFR3) 
gene, intron 3.//1.0: 151 :6S//L78722 

R-PLACE200001 I //Hoao sapiens clone 614 unknown wRNA, cowplete sequ 
ence. //I . 5e- 1 03 : 524 : 95//AF091 080 

R-PLACE200Q01 S//Hoao sapiens PAC clone DJ269005 froa Xq23, coaplet 
e sequence. //0. 94:372: 57//AC005 1 9 1 

R-PLACE200001 7//H080 sapiens chroaosoae 17, clone hCIT. I 62_E_1 2. c 
oap I • t e sequence. //3. Oe-55 : 299 : 86//AC00S236 

R-PUCE2000021 //Cl T-HSP-2343C1B.TR CIT-HSP Hoao sapiens genoaic cl 
one 2343C18, genoaic survey sequence. //4. 5e-$4:295: 94//AQ058140 
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R-PUCE2000033//H. sapiens gene for ei tochondr ial ATP synthase c su 
bunit (PI fora).//6. 5e-38: 298: 82//X69907 

R-PUCE200Q034//Hobo sapiens clone 0J0613C23, VORKING DRAFT SEQUEN 
CE. 4 unordered pieces. //5. 3e-34: 200. 79//ACQ05628 
R-PUCE2000039//Hoao sapiens BAC clone RG060N22 free 7 q 21. coaplet 
e sequence. //I . 8e-49 : 274 : 89//AC003083 

R-PUCE2000047//CI T-HSP-2373C2.TR CIT-HSP Hoao sapiens genoaic clo 
ne 2373C2. genoaic survey sequence.//!. 8e-48: 389: 79//AQ1 12243 
R-PUCE2000050//Huaan DNA sequence **• SEQUENCING IN PROGRESS set 
froa Clone 117715. VORKING DRAFT SEQUENCE. //0. 0027 : 95: 76//AL0223IS 
R-PLACE 200006 I //Hobo sapiens aRNA for KIAA0575 protein, coaplete c 
ds.//2. 9e-39:429:72//AB0l 1147 

R-PLACE2000062//Hoao sapiens clone 0J0S39N08. VORKING DRAFT SEQUEN 
CE. 10 unordared pieces. //$. 9e-40: 310: 84//AC004832 
R-PLACE2000072//Hoao sapiens ZNF202 beta (ZNF202) aRNA. coaplete c 
ds. //1 . 9e- 109: 550: 95// AF 02721 9 

R-PUCE2000097//Hoao sapiens chroaosoae 12p13. 3 clone RPC 1 11-1 8912 
0. VORKING DRAFT SEQUENCE. 39 unordered pieces. //!. Se-I06:553: 95// 
AC0059IO 

R-PLACE20001 00//Huaan DNA sequence froa clone 301K23 on chroaosoae 
1p3S. 1-36. 21. Contains the S' part of a novel gene siailar to pre 
dieted yeast and vrora genes. Contains ESTs and GSSs. coaplete sequ 
ence. //I . Se-38 : 285 : 84//AL03 1 730 

R-PLACE200QI03//Huaan DNA sequence •** SEQUENCING IN PROGRESS *** 
froa clone 20208, VORKING DRAFT SEQUENCE. //4. 3e-1 13: 559: 97//AL031 8 

48 

R-PLACE20001 1 1//Rat NIC1V gene encoding alkali ayosin ventricel li 
ght chain, eaon I.//0. 00041 : 347: 61 //XI 6325 

R-PLACE20001 1 5//Cervus elaphus NHC class II ORB pseudogene, intron 
2 a i cr osa t e 1 1 » te. //0. 50 : 1 1S : 6 3//U63D67 
R-PUCE20001 32 

R-PLACE20001 36//Plasaod i ua falciparua DNA a«« SEQUENCING IN PROGRE 
SS *** froa contig 3-30. coaplete sequence. //0. 0032:310:61//AL0089 

74 

R-PLACE2000140//Huaan DNA sequence *** SEQUENCING IN PROGRESS «*» 
froa clone 11703. VORKING DRAFT SEQUENCE. //I. le-Tl 1 : S66: 96//AL0209 
95 

R-PLACE20001 64 

R-PLACE20001 70//*** SEQUENCING IN PROGRESS *** Hoao sapiens chroao 
soae 4. BAC clone C0024K08: HTCS phase I. VORKING DRAFT SEQUENCE. 

5 unordered pieces.//3. 9e-40: 390:76//AC005598 

R-PLACE2000172 

R-PLACE2000176 

R- PLACE 200 0 1 87 //Huaa n DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 268H5. VORKING DRAFT SEQUENCE. //8. 7e-45: 298: 87//AL00871 

8 

R-PLACE 20002 16//Dog nonerythroid beta-spectrin aRNA, 3’ end.//5.6 

e-88 : 495 : 92//L02897 

R-PLACE2000223 

R-PUCE2000235//HS_3I59_B1_B06_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3lS9 Co 1=11 Rov=D, gen 
oaic survey sequence. //I. 8e-88: 454: 96//AQ1 79271 
R-PLACE 20002 46/ /Hoao sapiens chroaosoae 3p clone RPCI4-544D1Q, VOR 
KING ORAFT SEQUENCE. 58 unordered pieces. //9. 1 «-41 : 282: 86//AC00590 
2 

R-PLACE2000264//Hoao sapiens DNA sequence froa PAC 9SC20 on chroao 
soae Xpll. 3-11.4. Contains STSs and the DIS7 locus with GT and CTG 
repeat polyaorphisas. coaplete sequence. //8. 3t-3S: 30S:80//Z97181 
R-PUCE2000274//Huaan Chroaosoae 16 BAC clone CIT987SK-A-2I1C6. co 
aolete sequence. //3. Se-l 8: 325: 67// AC0O23M 

R-PLACE2000302//Hoao sapiens chroaosoae 17, clone HRPCI067M6, coap 
lete sequence.//!. 5e-39: 287 : 85//AC003043 

R-PLACE20003 05/ /Huaan DNA sequence *•* SEQUENCING IN PROGRESS *•* 
froa clone 16915, VORKING ORAFT SEQUENCE. //I. 2e-43: 295: 85//Z9301 5 
R-PLACE20003 1 7/ /Huaan DNA sequence froa clone 24SG19 on chroaosoae 
Xp22. 11-22. 2 Contains serine-threonine kinase (Txp3) gene, a pseu 
dogene siailar to ALPHA-1 PROTEIN ((CONNEXIH 43. CX43. GAP JUNCTIO 
N 43 KD HEART PROTEIN)), and the 3’ end of the RSI (X-l inked juven 
iie retinoschisis precursor protein) gene. Contains ESTs, STSs and 
CSSs, coaplete sequence. //4. 0e-05: 294: 65//Z92542 
R-PLACE2000335//Hoao sapiens clone DJ0755009. VORKING ORAFT SEQUEN 
CE. 3 unordered pieces. //I. Se-2S: 334: 70//AC006147 
R-PLACE2000342//Fugu rubripes cosaid 258N02 containing IGFII, TH, 
NAP2 genes. //4. De-OS : 254 : 64//AL021 880 

R-PUCE2000347//Hunan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 799N4, VORKING DRAFT SEQUENCE. //I . 6e-82: 504: 88//AL022 14 
7 

R-PLACE20003S9//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 40E16, VORKINC ORAFT SEQUENCE. //2. Oe-36: 314: 80//AL03196 
3 



R-PLACE200D366//Huuan DNA sequence *** SEQUENCING IN PROCRESS *•• 
froa clone 796FI8. VORKING DRAFT SEQUENCE. //2. Oe-48 : 389: SQ//AL031 2 
91 

R-PLACE200037I 

R-PLACE 200037 3//Huaan DNA sequence *** SEQUENCING IN PROGRESS •♦* 
froa clone 324N8. VORKING DRAFT SEQUENCE. //0. 61 : 231 : 61 //AL008734 
R-PLACE2000379//Hoao sapiens clone DJ0892G19. coaplete sequence.// 
3. 5e-l I : 287:67//AC00491 7 

R-PLACE2000394//Huasn DNA sequence froa clone 465N24 on chroaosoae 
1p35. 1-36. 13. Contains two novel genes, ESTs. GSSs and CpG island 
s, coaplete sequence. //6. 8«- 108: 553: 96//AL03 1432 
R-PLACE 20003 98//Hoao sapiens clone RG074A24. VORKINC DRAFT SEQUENC 
E, 25 unordered pieces. //2. 9e-26: 326: 73//AC0050S9 
R-PLACE2000399 

R- PLACE 2000404//Hoao sapiens chroaosoae S, BAC clone 282B7 (LfiNL H 

192). coaplete sequence. //6. Se-84:434:96//AC005216 

R-PLACE 200041 1//P. c I arki i eRNA: repeat region (ID 2R). //0. 47: 104: 7 

0//Z54273 

R-PLACE2000419 

R-PLACE2000425//Hoao sapiens X-l inked anhidroitic ectoderaal dyspl 
asia protein gene (EDA), exon 2 and flanking repeat regions. //1 . 9 
e-40:447 : 74//AF003528 
R-PUCE 20004 27 

R-PLACE 20004 3 3//Huaan Chroaosoae 15 pac pOJ24a8, coaplete sequenc 
e.//3. Se-40: 286 : 8S//AC000379 
R-PLACE 20004 3 5 

R-PLACE200043B//Hoao sapiens full length insert cDNA clone ZE04DO 

l . //2. 2e- 107 : 523 : 98//AF08652 I 

R-PLACE 20D04 50 

4. 1 e-42 : 328: 79//AG006Z57 

R-PLACE 20004 55 

R-PLACE200045B/ /Hoao sapiens chroaosoae Sp, BAC clone 50g21 (LBNL 
HI 54), coaplete sequence.//5. le-116:570:97//ACO0S74O 
R-PLACE 200046 5//Huean BAC clone RC191D16, coaplete sequence. //6. 3 
e-37 : 408: 75//AC002460 

R-PLACE2000477//N. auscul us tex264 aRNA (3' region). //7. Se-06: 1 17: 76 
//X 80427 
R-PUCE 3000004 

R-PUCE 300002 9//Huaan DNA sequence froa PAC 506G2 contains STSs an 
d a CpC i s I and. //5. 8e-34 : 308 : 78//Z82976 

R-PUCE30000S9//Nus ausculus bRNA for ubiquitin conjugating enzya 
a. //I. le-36:273:87//T17267 

R-PUCE 3000070//Hoao sapiens chroaosoae 5. PAC clone 17et9 (LBNL H 
148). coaplete sequence. //2. 3e-IQ: 181 :71//AC004648 
R- PUCE 3 000 1 03//Huaa n DNA sequence *** SEQUENCING IN PROGRESS *»* 
froa clone 30A23. VORKINC DRAFT SEQUENCE.//!. 2e-48: 495: 74//AL022 IS 
6 

R-PUCE3000119//Hoao sapiens Chroaosoae 22q12 BAC Clone S8b8 In Me 
ningioaa Deletion Region, coaplete sequence. //3.4e-39: 283 :85//ACOO 
0026 

R-PUCE30001 24//Hoao sapiens chroaosoae 5. PI clone 793c5 (LBNL H$ 
7), coaplete sequence. //9. 2e-23: 171 : 76//AC005200 
R-PUCE3000136//U. arctos aicrosatel I i to DNA, clone UarMU23.//0. 000 
52:171 :65//Y0964S 

R-PUCE 3000 142//H$_3037_BZ_802_VR CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3037 Col=4 Row=D, geno 
aic survey sequence. //0. 88: 121 :66//AQ097023 

R-PUCE 3000 147//Vus ausculus DNA for ADANTS-1. coaplete cds.//3. 3 
e-23:472: 66//AB001 735 

R-PUCE 3000 148//Huaan DNA froa cosaid L27h9. Huntington's Disease 
Region, chroaosoae 4pl6.3 contains CpG is land. //3. Se-1 1 : 176 : 73//Z4 
9237 

R -PUCE 3000 155//Hoao sapiens chroaosoae 17. clone hRPK. 597_N_1Z, : 
oaplete sequence. //6. 9e-106:549:94//AC00S277 

R-PUCE 30001 56//Hoao sapiens BAC clone RC067E13 froa 7q21. coaplet 

e sequence. //7. 0e-38: 54S:70//AC002383 

R-PUCE30001S7 

R-PUCE 3000 1 58//. coaplete sequence. //1 . 4e-33: 283: 8I//AC005500 
R-PUCE 3 000 160 

R-PUCE 3000 1 69//Hoao sapiens chroaosoae 19. BAC CIT-B-19ln6, coap I 
ete sequence. //5. 2e-43: 229 : 8S//AC006I 30 
R-PUCE 3000 194 

R-PUCE 3000 1 97//Hobo sspiens chroaosoae 17, clone hRPK. 401_0_9. co 
ap I e te sequence. //I. 2e-6! : 394 : 89//AC005291 

R-PUCE 3000 1 99//Hobo sapiens Xq28 genoaic DNA in the region of the 
L1CAM locus containing the genes for neural ceil adhesion aolecul 
e LI (UCAN). arginine-vasopressin receptor (AVPR2), Cl pi 1 5 (Cl). 
ARD1 N-acetyl transferase related protein (TE2), renin-binding pro 
tein (RbP), host cell factor I (HCF1) , and interleukin-1 receptor- 
associated kinase (IRAK) genes, coaplete cds, and Xq28lu2 gene.// 



[0 8 3 9] 



110 6 



mil# 200 2- 3046778 




# 2000—118776 



[^5 3 9 ] 



0. 23 : 309 : 57//US2 1 1 2 

R-PLACE3000207//C1T-HSP- 384B14.TR CIT-HSP Hobo sapiens genoaic clo 
ne 384BI4, genoaic survey sequence. //I. f e-1 S: 1 56 : 81//B54637 
R-PLACE30D0208//Huaan DMA sequence *«e SEQUENCING IN PROGRESS ««e 
froa clone S91NI8. VORK ING DRAFT SEQUENCE. //1 . 3e-1S: 1 39 : 87//AL031 5 
94 

R-PLACE 3000 21 8//HS_3 1 BS_B1J301_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate^SlSS Col =1 Row=D. geno 
•ic survey sequence. //I. 5e-07: 1 20: 75//AQI 55720 
R- PLACE 3000 2 20//Hoao sapiens chroaosoae 17, clone KRPC1096F1. coap 
lete sequence. //2.4e-44: 363 :80//AC004 1 67 

R-PLACE3000226//Caenorhabdi I is elegans cosaid H01G5.//0. 88:95:77// 
AF078786 

R- PLACE 3000 2 30/ /Hoao sapiens ccr2b (ccr2), ccr2a (ccr2). ccr5 (ccr 
$) and ccr6 (ccrS) genes, coaplete cds, and lactoferrin (lactoferr 
in) gene, partial cds, coaplete sequence. //S. 3e-69: 536: 81//U9S626 
R-PLACE3000242//Sequence I froa patent US 5S99918.//3. 2e-62:546:78 
//1 35489 

R-PLACE3Q00244//N. ausculus aRNA for 200 kD protein. //I. 7e-45:404:7 
S//X80169 

R-PLACE30002S4//Huaan aRNA for KIAAO309 gene, partial cds.//7.5e-2 
8: 174:94//AB002307 

R-PLACE300027I //Huaan DMA sequence *t* SEQUENCING IN PROGRESS *M 
froa clone 423B2Z, WORKING ORAFT SEQUENCE. //3. 9e-S4: 492: 77//AL0343 
79 i 

R-PLACE3000276//Hoao sapiens PAC clone DJ0320JIS froa Xq23, coapie 
te sequence. //5. 4e-l 2: 1 76: 69//AC004081 

R- PLACE 300 03 04//Hoao sapiens chroaosoae 19, cosaid R26660, coap let 
e sequence. //5. 7e-l 14: 555:97//AC005328 

R-PLACE3000310//Huaan ONA sequence »et SEQUENCING IN PROGRESS **• 
froa clone 467LI. WORKING DRAFT SEQUENCE. //6. 2e-S1 : 314: 84//Z98884 
R-PLACE3000320//Hoao sapiens elastin gene, esons 5-27 and atternat 
ively spl iced products, partial cds. //2. Se-44: 289.90//U93037 
R-PLACE3000322//Huaan argininosuccinate lyase (ASL) gene, exon 3./ 
/S. 9e- 20 : 1 53 : 88//N2 I 006 

R-PLACE3000331//Hoao sapiens clone DJ0592G07. WORKING ORAFT SEQUEN 
CE, 3 unordered pieces. //I. le-43: 230: B4//AC00 5480 
R-PLACE3000339 

R-PLACE3000341//Hoao sapiens 3p22 Contig 7 PAC RPCI4-672N1I (Roswe 
It Park Cancer Institute Huaan PAC Library) coaplete sequence. //2. 
5e- 111 : 550 : 97//AC00605S 

R-PLACE3000350//Huaan DNA sequence froa clone 243E7 on chroaosoae 
22q12. I. Contains ESTs, STSs and CSSs, coaplete sequence.//!. 5e-4 
4: 314: 78//AL022323 

R-PLACE3000352//HS_3095_B1_EQ9_HR ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Ptate=3D9S Col =17 Row=J, gen 
oaic survey sequence. //8. 5e-73:3S6: 99//AQI23I42 
R-PLACE30003S3//Caenor habd i t i s elegans DMA »*« SEQUENCING IN PROGR 
ESS *** froa clone Y22F5, WORKING ORAFT SEQUENCE. //0. 21 : 194: 63//Z9 
9712 

R-PLAC£3000362//Plasaodiua falciparua coronin gene, isolate 3D7.// 

0. 26 : 360 : 60//A J002 1 97 

R-PLACE3000363 

R-PLACE3000365//Huaan BAC clone RG343PI3 froa 7q3l, coaplete seque 
nee. //4. 6e-S2:487 : 76//AC002465 

R-PLACE3000373//HS_3202_B1_G05_T7 ClT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3202 Col-9 Row=N. geno 
aic survey sequence. //2. 4e-75:437: 90//AQ2S2699 
R-PLACE3000388//Huaan DNA sequence *«* SEQUENCING IN PROGRESS 
froa clone 732E4, WORKING ORAFT SEQUENCE. //6. 4e-61 : 515: 81//AL00872 
2 

R-PLACE3000399//Hoao sapiens clone 0JII86PI0. WORKING ORAFT SEQUEN 
CE. 6 unordered pieces. //0. 00098: 444: 60//AC00S2 31 
R-PLACE3000400//PI asaod iua falciparua 307 chroaosoae 12 PFYAC357 g 
enoaic sequence, WORKING ORAFT SEQUENCE, 7 unordered pieces. //0. 7 
8: 1 55: 66//AC005SQ6 

R-PLACE3000401 / /Hoao sapiens clone DJ1147A01, WORKING ORAFT SEQUEN 
CE, 25 unordered pieces. //8. 0e-47:223:81//AC006023 
R-PLACE3000402//Hoao sapiens chroaosoae 17. clone 104H12, coaplete 
sequence. //I . 0 : 1 79 : 63//AC000003 

R-PLACE3000405//Hoao sapiens chroaosoae 7qtelo BAC F6. coaplete se 
quence. //2. 4e-44: 466: 74//AF 104455 

R-PLACE3000406/ /Huaan DNA sequence *** SEQUENCING IN PROGRESS tee 
froa clone 268HS, WORKING DRAFT SEQUENCE. //7. 7e-49: 471 :75//AL0O871 

8 

R-PLACE30004I 3 

R-PLACE300041 6//Hoao sapiens tee SEQUENCING IN PROGRESS tee froa P 
AC 1577, WORKING DRAFT SEQUENCE. //5. 4e-42:416:77//AJ009612 
R-PLACE3000425//Huaan DNA sequence froa PAC 130G2 on chroaosoae 6p 
22.2-22.3. Contains ribosoaal protein L29 pseudogene, ESTs and STS 
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S.//1. 1e-41:366:78//AL008627 

R-PLACE300045S//Huaan DNA sequence tt* SEQUENCING IN PROGRESS tt» 
froa clone 469D22, I0RKING DRAFT SEQUENCE. //3. 8e-98: 549: 92//AL031 2 

84 

R-PLACE3000475//Huaan signal transducing adaptor aolecule STAM aRN 
A, coaplete cds. //I . 9e-82:440: 92//U43899 
R-PUCE 3000477 

R - PLACE 4 00000 9// R. norvegi cus aRNA encoding 4Sk0a protein which bin 
ds to heyaann nephritis antigen gp330.//6. 6e-1 7:344 :68//Z1 1995 
R-PLACE40000!4//Hoao sapiens aRNA for KIAA0809 protein, partial co 
s. //2. 7e-83 : 433 : 95//AB01 8352 

R-PLACE4000034//cSRL-51CS-u cSRL flow sorted Chroaosoae II specif i 
c cosaid Hoao sapiens genoaic clone cSRL-SICS, genoaic survey sequ 
ence. //0. 54:116: 66//B04984 

R-PLACE4000049//Huaan BAC clone GS165I04 froa 7q21, coaplete seque 
nee. //0. 29: 313:59//AC002379 

R-PUCE4000052//PI asaod iua falciparua DNA ttt SEQUENCING IN PROGRE 
SS t»» froa HAL4P1, WORKING DRAFT SEQUENCE. //0. 0058: 466: 57//AL034S 
57 

R-PLACE4000063//Hoao sapiens chroaosoae 7q22 sequence, coaplete se 
quence. //0. 98: 246:6l//AF0533S6 

R-PLACE4000089//RPCM t-l S1 1 . TVB RPCI-II Hoao sapiens genoaic clone 
RPCI-1 1-1 S1 1. genoaic survey sequence. //3. 2e-07: 284: 60//B82414 
R-PLACE4000093//Plasaodiua falciparua 307 chroaosoae 12 PFYAC357 g 
enoaic sequence. WORKING ORAFT SEQUENCE. 7 unordered pieces. //2. 4 
e-07 :429:60//AC005506 
R-PLACE40001 00 

R-PLACE4000 1 06/ /Hoao sapiens clone 24561 unknown aRNA. partial cd 
S.//9. 3e-100:4l9: 91//AF05501G 

R-PLACE40001 28//Huaan Chroaosoae 16 BAC clone C IT987SK-A-6IE3. con 
plete sequence. //9. 6e-4S: 284: 90//AC003007 

R-PLACE40001 29//Hoao sapiens aRNA, chroaosoae I specific transcrip 
t K I AA0500. //I . 6e-1 9: 1 1 8 : 1 00//AB007969 

R-PLACE40Q01 47//Hoao sapiens BAC clone NH0342K06 froa 2. coaplete 
sequence. //8. 9e-l 7 : 208: 73//AC005034 

R-PLACE 40001 S6//Hoao sapiens DNA sequence froa PAC 352A20 on chroa 
osoae 6q24. 1-25. I. Contains a pseudogene siailar to yeast, bacteri 
al. worn and sliae aold hypothetical genes, and a gene coding for 
an aldehyde dehydrogenase faaily protein. Contains ESTs, STSs and 
GSSs, coaplete sequence. //3. 7e-43: 281 :90//AL021 939 
R-PLACE4000192 

R-PLACE4000222//Hoao sapiens clone 0JII29J21, WORKING DRAFT SEQUEN 
CE. 25 unordered pi eces. //5. 4e-44: 28O:82//AC0O5631 
R-PLACE4000233/ /Hoao sapiens full length insert cDNA YH59G06.//I. 8 
e-79:41 4: 97//AF074981 

R-PLACE4000247//Hoao sapiens chroaosoae 17. clone hRPK. I S6_L_14. c 
oaplete sequence. //5. 7e-S9: 558: 76//AC00 5821 

R-PUCE4000250//C I T-HSP-233SL20.TR CIT-HSP Hoao sapiens genoaic cl 
one 2335L20, genoaic survey sequence. //1 . 7e-44: 31 3: 84//AQ037381 
R-PLACE4000252//Hoao sapiens chroaosoae 17. clone hRPK. 700_H_6, co 
aplete sequence. //I . Se-39: 31 1 : 83//AC005920 

R-PLACE400026I//H, sapiens BFlP-gJH03np gene for iaaunoglobul in hea 
vy chain variable region.//0. 33: 197:61//Z804I0 
R-PLACE4000269//Hoao sapiens chroaosoae 4 clone B368A9 aap 4q2S. c 
oaplete sequence. //I . 4e-31 : 327 : 68//AC00S5I0 

R-PLACE 40 00 2 70/ /Hoao sapiens DNA for aayloid precursor protein, co 
aplete cds. //2. 3e-32: 3<5: 74//D87675 

R-PLACE4000300//Sequence 61 froa patent US 5744300.//0. 001 7: 51:98/ 
/AR003339 

R-PLACE4000320//Huaan DNA sequence froa clone 441J1 on chroaosoae 
6p24 Contains STS. GSS, coaplete sequence. //8. 2e-4l : 295: 85//Z99495 
R-PLACE4000323//Huaan chroaosoae 11 187a8 cosaid, coaplete sequent 
e.//1.3e-32:404:7S//U73640 
R-PLACE4000326 

R-PLACE 4000344//Hoao sapiens PAC clone 0J0988G15 froa 7q33-q35, co 
aplete sequence. //0. 32: 135: 68//AC005587 

R- PLACE 4000367//H. sapiens gene encoding RING finger protein. //0. 6 
1 : 146:67//Y07829 

R- PLACE 400036 9//H$_3 1 8 1 _A 1 _B0 2_NR ClT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=318l Col=3 Row=C. geno 
aic survey sequence. //7. I e-80: 424: 94//AQ1 73222 
R-PLACE 4000379//Huaan DNA sequence ♦»* SEQUENCING IN PROGRESS *** 
froa clone I104EIS, WORKING DRAFT SEQUENCE.//!. 7e-05: 160: 65//AL022 
3(2 

R-PLACE40003B7//Hoao sapiens clone DJ0876A24, WORKING DRAFT SEQUEN 
CE. 6 unordered pieces. //2. 4e-47: 351 : BI//AC004913 
R-PLACE4000392//Huaan DNA sequence froa clone 751H9 on chroaosoae 
6q13. Contains part of an unknown gene. ESTs, STSs and GSSs, coapl 
ete sequence. //8. 5e-88:S41 : 88//AL034377 

R-PLACE400040I //Huaan Chroaosoae II overlapping pacs pD J 2 3 5k 1 0 and 
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pDJ239b22, VORKING ORAFT SEQUENCE. 17 unordered pieces. //2. 7e-l7: 
143: 83//AC00 0406 
R-PLACE400041 1 

R-PLACE4000445//Hoao sapiens clone DJ0613C23. VORKING DRAFT SEQUEN 
CE. 4 unordered pieces.//0.028:91 : 78//AC005628 
R-PLACE4000465//Huaan DNA sequence *»» SEQUENCING IN PROGRESS *« 
froa clone 30A23. VORKING ORAFT SEQUENCE. //I. Se-43:532:71//AL02215 
6 

R-PLACE4000489//P I asaod i ua falciparua chroaosoae 2, section 64 of 
73 of the coaplete sequence. //4. 1e-06: 357:61 //AE001 427 * 
R-PLACE40Q0494//Hoao sapiens I2p13.3 PAC RPC 1 5- 1063112 3 (Roswell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //2. 7e-3 
7:416: 74//AC00S865 
R-PLACE4000522 

R-PLACE4000548//Hoao sapiens 12pl3.3 PAC RPC 1 5-1 09601 4 (Roswell Pa 
rk Cancer Institute Huaan PAC Library) coaplete sequence. //0. 0020: 
383 : 6O//AC00S342 

R-PLACE 40005 S8//Hoao sapiens I2q24 BAC RPCI I 1-162P23 (Roswell Park 
Cancer Institute Huaan BAC library) coaplete sequence. //2. 9e-44: 4 
65: 7S//AC002996 

R-THYR01 000026//Huaan DNA sequence «*e SEQUENCING IN PROGRESS **• 
froa clone 37E16. VORKING DRAFT SEQUENCE. //2. 2 e-43 : 354: 82//Z83844 
R-THYROI 000034//P I as nod i u> falciparua chroaosoae 2, section 59 of 
73 of the coaplete sequence. //0. 022: 327: 60// AE001 422 
R-THYROI 000035//HS_301 8 _B 2 _F 1 0_T7 CIT Approved Huaan Genoaic Spera 
Library D Hobo sapiens genoaic clone Plate=3018 Col=20 Row=L, gen 
oaic survey sequence. //2. 3e- 36: 228:91//AQ092318 
R-THYROI 000040//P I asaodi ua falciparua 3D7 chroaosoae 12 PFYAC293 g 
enoaic sequence. VORKINC ORAFT SEQUENCE. 9 unordered pieces. //1.0: 
367 : 56//AC0041 57 

R-THYROI 000070//***ALU IARNING: Huaan Alu-Sq subfaaity consensus s 
equence.//1. 1e-44: 284:89//U14S73 

R-THYRO l 0000 7 2//*** ALU IARNING: Huaan Alu-J subfaaily consensus se 
quence. //6. 6e-33 : 1 50: 83//U1 4567 
R-THYR01 000085 

R-THYR01 00009 2//Hoao sapiens chroaosoae 7qtelo BAC F6. coaplete se 
quence. //3. 3e-36: 301 : 78//AF1 04455 

R-THYROI 000 1 07//Huaan DNA sequence **« SEQUENCING IN PROGRESS M» 
froa clone 12513. VORXING DRAFT SEQUENCE. //I. 4e- 35: 282 :82//AL03352 

8 

R-THYRO 10001 1 l//Hoao sapiens Chroaosoae 16 BAC don* CIT987SK-A-27 
9B10. coaplete sequence. //4. Oe-32 : 351 :6S//AC002300 
R-THYR01 0001 21 //Huaan chroaosoae 16 BAC clone Cl T987SK-A-962B4, co 
apl et e sequence. //6. ie-77 : 507 : 85//U91 31 8 

R-THYROIOGOI 24//High throughput sequencing of huaan chroaosoae 12, 
VORKING ORAFT SEQUENCE, 1 ordered pieces.//0. 66 : 334: 59//AC005840 
R-THYROJOOOI 29//Hoao sapiens TED protein (TED) aRNA. coaplete cds. 
//2.3e-88:449:96//AF087142 

R-THYRO 1000 I 32//Huaan DNA sequence ««* SEQUENCING IN PROGRESS *** 
froa clone 212A2. VORKING DRAFT SEQUENCE. //I . le-40: 298: 84//Z95I 14 
R-THYRO 10001 56//Hoao sapiens chroaosoae 17. clone hRPK. 849_N_I 5, c 
oaplete sequence. //3. 4e-37:425: 73//AC005703 

R-THYROI 0001 63//RPCI1 1-1 B20.TV8 RPC 1-11 Hobo sapiens genoaic clone 
R PCI-1 1-1820, genoaic survey sequence. //8. 4e-38: 276: 84//B63536 
R-THYROI 0001 73/ /Huaan DNA sequence froa PAC 323B6 on chroaosoae X 
contains ESTs CpG island. //I. le-70: 553: 81//Z83841 
R-THYROI 0001 86//Huaan DNA sequence *99 SEQUENCING IN PROGRESS »»» 
froa clone 41018. VORKING ORAFT SEQUENCE. //6. 7e-41:345:81//AL031 73 
2 

R-THYROI 0001 S7//Huaan thyaopoietin (TNPO) gene, partial exon 6, co 
aplete exon 7, partial exon 8. and partial cds for thyaopoietin be 
ta.//l. 3e-43: 356: 60//U1 8271 

R-THYROI 0001 90//Hoao sapiens chroaosoae 17. clone HRPC84389. coapl 
ete sequence. //2. 6e-40: 386 : 77//AC0041 39 

R-THYROI 0001 97//Hoao sapiens aRNA for poly (A) -specific ribonucleas 
e.//1. le-108:535:97//AJ005698 

R-THYROI 0001 99//Hobo sapiens aRNA for KIAA0652 protein, coaplete c 
ds . //I . 4e- 1 1 3 : 559: 97//AB01 4552 

R-THYROI 000206//Rat PNSG- induced ovarian aRNA. 3' sequence, N4.//4. 
Oe-43 : 318: 8S//D84482 

R-THYRO 10002 2 I //Huaan DNA froa overlapping chroaosoae 19 cosaids R 
31396, F2S4S1, and R31076 containing C0X68 and UPKA, genoaic seque 
nee, coaplete sequence. //2. 7e-44:4S2:76//AC0021IS 
R-THYROI 00024 1//Hoao sapiens Coiaid Clone pl29d!1 unknown chroaoso 
aal location, coaplete sequence. //4. 8e-58: 447: 81// AC000039 
R-THYROI 000242 

R-THYRO 1 0002 53/ /Hoao sapiens DNA sequence froa PAC 179N16 on chroa 
osoae 6p21. 1-21. 33. Conteins the SAPX4 (HAPK p38delta) gene, and t 
he alternatively spliced SAPK2 gene coding for CSaida binding prot 
ein CSBP2 and a NAPK p38beta LIKE protein. Contains ESTs, STSs and 
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two predicted CpG islands, coaplete sequence. //3.4e-56: 300: 84//Z9 
5152 

R-THYROI 000270 

R-THYROI 0002 79//Huaan ONA sequence **# SEQUENCING IN PROGRESS *M 
froa clone 531 HI 6. VORKING DRAFT SEQUENCE. //4. 8e-11 3: 584 : 96//AL031 
664 

R-THYRO 1 000288//Hoao sapiens aRNA for Hs Ste24p, coaplete cds. //I. 

1 e-98 : 566 : 91 //ABO 1 6068 

R-THYROI 000320//HS_2033_BI_A07_T7 CIT Approved Huaan Genoaic Spere 
Library D Hoao sapiens genoaic clone Plate=2033 Col-13 Row=8. gen 
oaic survey sequence. //0. 97:21 1 :63//AQ233366 

R-THYROI 000327//Sequence 1 froa patent US 554I298.//2. 8e-52:289: 93 
//1 24058 

R-THYROI 000343//Hoao sapiens aRNA for KIAA0790 protein, partial cd 
s . //» . 1 e-1 1 1 : 559 : 96//AB0 18333 

R-THYROI 000358/ZHuaan seleniua-bindi ng protein (hSBP) aRNA. coapl t 
te cds.//4. 6e-47:317:87//U29091 

R-THYROI 000368//HS_3049_A1_E12_MF CIT Approved Huaan Genoaic Spere 
Library 0 Hoao sapiens genoaic clone Plate=3049 Col=23 Row=l. gen 
oaic survey sequence. //7. Qe-J 1 : 1 11 : 83//AQ1 26777 
R-THYRO 10003 81 

R-THYROI 000387//Hoao sapiens PAC clone DJ1048B16 froa 7q34-q36, co 
aplete sequence. //2.4e- 1 01 : 545: 93//AC00601S 

R-THYROI 000394//Hoao sapiens Chroaosoae 11q12. 2 PAC clone pOJ688pl 
2 containing uteroglobin gene, VORKING DRAFT SEQUENCE, II unordere 
d pieces. //I . 6e-46 : 233 : 88//AC006078 

R-THYROI 000395//Mouse NIPP aRNA for a placenta-expressed gene.//2. 
3e-57 : 395 : 85//XS8523 
R-THYROI 000401 
3 . 3 e- 1 1 1 : 546 : 97//AF05 1 907 

R-THYROI 000438//Hobo sapiens clone DJ1186P10. VORKING ORAFT SEQUEk 
CE, 6 unordered pieces. //2. 7e-44:289:89//AC005231 
R-THYROI 000452//KOWO sapiens chroaosoae 17. clone hRPK. 243_K_J2. c 
oaplete sequence. // 6. 7e-27 : 222 : 82//AC0056S8 

R-THYROI 000471 //Huaan DNA sequence *9* SEQUENCING IN PROGRESS 99* 
froa clone 102D24. VORKING DRAFT SEQUENCE- //2. 4e-35: 369: 76//AL02U 
91 

R-THYROI 000484//Hoao sapiens clone DJ1099N07, coaplete sequence.// 
1 . 6e-43 : 288 : 8 1 //AC004962 

R-THYROI 000488//HOBO sapiens chroaosoae 5p. BAC clone S0g21 (LBNL 
HI 54). coaplete sequence. //I. 6e-9S: 512: 94//AC005740 
R-THYROI 000501 //H$_22D8_A1jG1 l_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=2208 Co I =2 T Row=M. gen 
oaic survey sequence. //0. 0063: 189: 63//AQ091 586 
R-THYRO 1 000S02//Hoao sapiens elF-IA. Y isofora (EIFIAY) aRNA. coap 
I ete cds.//0. 1 9: 468: 60//AF000987 

R-THYROI 000505//Hoao sapiens chroaosoae 19. cosaid R31546. coaplet 
e sequence. //0. 20: 214: 58//AC004798 
R-THYRO I 000558 
R-THYROI 000569 

R-THYROI 000$70//Hoao sapiens full length insert cDNA clone ZD76G1 
0.//4. 3e-4 1:209: 1 00//AF086408 

R-THYROI 000S8S//Hoao sapiens protein associated with Myc aRNA, coa 
pi ete cds.//8.2e-!07:S33: 97//AF075587 

R-THYROI 000S96//ltus ausculus aitochondr ial ONA polyaerase accessor 
y subunit (MtPotB) aRNA, nuclear gene encoding ai tochondr ial prote 
in, partial cds. //0. 36: 170:67//AF006072 

R-THYROI 00060 2//HOWO sapiens DNA for aayloid precursor protein, co 
aplete cds. //2. 2e-53 : 289: 92//087675 
R-THYROI 000605 

R-THYR0100062S//Hoao sapiens chroaosoae 19. cosaid R29425, coaplet 
e sequence. //I. 3e-31 : 261 :82//ACD05S46 

R-THYROI 000637//Huaan ONA sequence froa clone 243E7 on chroaosoae 
22ql2. 1 . Contains ESTs. STSs and CSS s, coaplete sequence. //4. Oe-O 
6 : 249 : 63//AL022323 

R-THYROI 000641//P. falciparua glutaaic acid-rich protein gnen. coap 
lete cds. //3. 1 e-08 : 244 : 68//J03998 

R-THYROI 0006S8//«**ALU BARN IMG: Kuean Alu-Sp subfaaily consensus s 
equence. //3. 9e-49 : 282 : 93//U1 4572 
R-THYRO I 00066 2 

R-THYR0l000666//Hoao sapiens ONA sequence froa PAC 329E20 on chroa 
osoae !p34. 4-36. 1 3. Contains endothe I in-convert ing-enzyae 1 (ECE- 
I), EST. STS. CA repeat, coaplete sequence.//!. 9e-20: 215: 77//AL031 
005 

R-THYROI 000676//Hoao sapiens chroaosoae 4 clone B71M12 aap 4q25. c 

oaplete sequence. //I . 2e-06: 227: 64//AC004069 

R-THYRO 1000684 

R-THYROI 000699 

R-THYROI 0007 12 

R-THYROI 000734//Huoan BAC clone RG191D16, coaplete sequence. //3. 7 
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e- 1 4 : 468 : 64//AC002460 

R-THYRO 1000748//Hoao sapiens cosaid I23E15. complete sequence. //2. 
6e-ll:l82:73//AF024S33 

R-THYRO) 000756//Sequence 21 froa patent US S552281.//1.4e-l$:106:9 
8// 1 25680 

R-THTR01000777//Plasaodiua falciparua MAL3P2, coaplete sequence.// 
1.0:175: 66//AL034558 

R-THYRO10OQ783//CIT-HSP-233SP6.TF CIT-HSP Hoeo sapiens genoaic clo 
ne 2335P6, genoaic survey sequence. //1. 2e-81 : 391 : 99// AQ038226 
R-THYROl Q00787//Hoao sapiens chromosome Y. clone 264, N, 20, coaplet 
e sequence. //9. 4e-07 : 494: S8//AC00461 7 
R-THYR01 000793 

R-THYR01 Q00796//Hunan DMA sequence **• SEQUENCING IN PROGRESS *** 
froa clone 167P19, I0RKING DRAFT SEQUENCE.//! . 7e-42: 379: 79//293014 
R-THYRO I Q0080S//Huaan Chroaosoae II pac p0J610i20. VORKING DRAFT S 
EQUENCE. 18 unordered pieces. //4.7e-40: 362: 7S//AC002555 
R-THYR0100081 5//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 316DS. fORKING ORAFT SEQUENCE. //4. Oe-58: 295: 92//Z821 99 
R-THYRO 1000829//Sequence 7 froa patent US S716622.//0. 97: 362:61//l 
87788 

R-THYRO 1000843//Hoao sapiens Chroaosoae 15q11-ql3 PAC clone pOJ35l 
h23 froa the Prader-Vi 1 1 i/Angelaan Syndroae region, coaplete seque 
nee. //3. 3e-57 : 522 : 76//AC004738 

R-THYRO 1 0008 S2//Hoao sapiens chroaosoae 11 clone CIT-HSP-! 33 7H24. 
VORKING DRAFT SEQUENCE. 9 unordered pi eces. //4. 2e-1 7:291 :69//AC005 

849 

R-THYR010008S5//Huaan DNA sequence froa clone 366810 on chroaosoae 
22ql2. 2-12. 3. Contains GSSs. coaplete sequence. //I . le-41 :4I9:7S// 
AL031592 

R-THYRO I 0Q086$//Huaan DNA sequence *** SEQUENCING IN PROGRESS ««* 
froa clone 1125A11, VORK INC DRAFT SEQUENCE. //9. Oe-47: 294: 84//AL034 
S49 

R-THYR01 08089S//Huaan DNA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 380F5. fORKING DRAFT SEQUENCE. //3. 7e-1 1 1 : 569: 96//AL0317 
19 

R-THYR01 00091 6//Hoao sapiens clone DJ0965KI0. VORK INC DRAFT SEQUEN 

CE. 6 unordered pieces.//1.0e-97:554:92//AC006015 

R-THYROl 00092(//Hoao sapiens cAMP-speci f ic phosphodiesterase 88 (P 

DESB) aRNA, partial cdS.//9. 6e-109:566:94//AF079529 

R-THYR01 000934//Hoao sapiens full length insert cDNA clone ZD69A1 

0.//I. Se-104: 531: 95//AF086378 

R-THYROl 000951//Hoao sapiens Chroaosoae Ilq12 pac pOJS7H4. VORK IN 
G ORAFT SEQUENCE. 29 unordered pieces. //8. 9e-61 :479:81//AC004229 
R-THYROl 000952//Huaan autoiaaune thyroid disease-related antigen a 
RNA. //5. 3e— 16:116: 93//N286 39 

R-THYROl 000974//Hoao sapiens ribosoaal protein {.33-like protein aR 
MA. coaplete cds.//3. 2e-59:321 : 95//AF047440 

R-THYROl 00097 5//Hoao sapiens chroaosoae 19, cosaid FI 871 8. coaplet 
e sequence. //1 . 9e-44 : 396 : 79//AC0061 26 

R-THYROl 00098 3//Hoao sapiens chroeosoae 17, clone hRPK. 27!_K_1! , c 
oaplete sequence. //0. 99:71 : 78//AC005562 

R-THYRO I 000984//Hoao sapiens Chroaosoae 1tq12.2 PAC clone pOJ688pt 
2 containing uteroglobin gene. VORKING ORAFT SEQUENCE. II unordere 
d pi eces. //6. 7e-42:320:84//AC006078 

R-THYROl 000988//Hoao sapiens DNA sequence froa PAC 230CI on chroao 
soae Xpl 1.3. Contains EST, STS and GSS, coaplete sequence. //6. 7e-3 
9 : 292 : 78//Z84466 

R-THYROl 001 003//HS_3051_Bl_H01_NR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate-3051 Co I « 1 Ro*=P, geno 
aic survey sequence.//2. 5e-39: 310:83//AQ253727 
R-THYRO 1 00 1031 //Hoao sapiens DNA sequence froa PAC 230G1 on chroao 
soae Xpl 1.3. Contains EST, STS and GSS, coaplete sequence. //2. Se-5 
0: 300 :88//Z 84466 

R-THYROl 001 033//C I T-HSP-2007J 14. TF CIT-HSP Hoao sapiens genoaic cl 
one 2007JI4, genoaic survey sequence. //S. 1 e-26 : 143: 100//B56677 
R-THYROl 001 062//C I T-HSP-2386P3. TF. 1 CIT-HSP Hoao sapiens genoaic c 
lone 2386P3, genoaic survey sequence.//!. 4e-48: 316: 87//AQ239882 
R-THYROl 001 093 

R-THYRO! 001 100//Hoao sapiens BAC clone RG1S2G17 froa 7q22-q31.1, c 
oaplete sequenc e. //0. 47 : 1 02 : 73//AC005070 
R-THYROl 0011 20 

R-THYROl 001 121//Hoao sapiens aRNA for beta-tubulin folding cofacto 
r 0. //8, 9e-81 :429: 94//AJ0064I7 

R-THYROl 001 133//C I T-HSP-2381 110. TR CIT-HSP Hoao sapiens genoaic cl 
one 2381110. genoaic survey sequence.//4. 7e-12:237:67//AQ1 11077 
R-THYROl 001 134 

R-THYROl 001 142//H. sapiens CpG island 0MA genoaic Msel fragment, cl 
one 8 1 d 1 , reverse read cpgSIdl. rt1a.//0. 95 : 214: 60//ZS6037 
R-THYROl 001 173//cSRL-27c 11 -u cSRL flow sorted Chroaosoae II specif 
ic cosaid Hoao sapiens genoaic clone cSRL-27ct1. genoaic survey se 
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quenc e. //4. 6e-26 : 262 : 77//B041 45 
R-THYROl 001 177 

R-THYR01001 l89//Hoao sapiens DNA froa chroaosoae 19. BAC 33152, co 
■plate sequence. //I. Oe-41: 281 :87//AC003973 
R-THYROl 001 204 

R-THYROl 001 21 3//Huaan Alu repeat sequence A6. //3. 8e-38: 236:88//U!2 
581 

R-THYROl 00 1262//Hoao sapiens, clone hRPK. 16_A_1 , coaplete sequenc 
e . //%. 7e-53 : 442 : 79//AC006227 

R-THYROl 00 1271//*** SEQUENCING IN PROGRESS «*« Hoao sapiens chroao 
soae 4, BAC clone C0224PI2: HTGS phase 1. VORKING DRAFT SEQUENCE. 
13 unordered p i eces. //0. S3: 330:6 1//AC004630 
R-THYR01 001 290 

R-THYRO 1001 3I3//H. sapiens CpG island DNA genoaic Nsel fragaent, cl 
one l9Sh3, forward read cpg195h3. f tl b.//0. 046: 1 26 : 66//Z57783 
R-THYR0 1001 320//Htiaan DNA sequence *** SEQUENCING IN PROGRESS «»« 
froa clone 424J12, VORKING DRAFT SEQUENCE. //3. Oe-58 : 476 : 8O//Z82207 
R-THYR01001 321//P1asaodi ua falciparua HAL3P2. coaplete sequence.// 
1. 0e-08: 408: 62//AL034S58 
R-THYR01001 322 

R-THYROl 001 347//Hoao sapiens aRNA for KIAA0745 protein, partial cd 
s. //3. 2e-Q8 : 266 : 64// ABO 1 8288 

R-THYROl 001 363//cSRL-72f5-u cSRL flow sorted Chroaosoae 11 specif i 
c cosaid Hoao sapiens genoaic clone cSRL-72f5. genoaic survey sequ 
ence. //I . 7e-85 : 471 : 92//B05884 

R-THYROl 001 36 5//Hoao sapiens chroaosoae 10 clone CIT987SK-I 163C10 
■ap 1 0qZS, coaplete sequence. //I . Be- 109: 584: 94// ACOO 5660 
R-THYROl 001 374 

R-THYRO 100 1401 //Huaan pigaent epithel iua-derived factor gene, coap 
lete cds.//4. 2e-5 1:333 :88//U299S3 

R-THYROl 001 403//Huaan PAC clone DJ222H05 froa Xq25-q26. coaplete s 
equence. //8. 7e-38 : 307 : 82//AC0O2377 
R-THYROl 00 1405 

R-THYRQI001406//RPCM 1-69F22. TK RPCI11 Hoao sapiens genoaic clone 
R-69F22. genoaic survey sequence. //1 . 9e-67: 400: 90// AQ238297 
R-THYRO I 00 1411 //Huaan DNA sequence *** SEQUENCING IN PROGRESS *«* 
froa clone SON?. VORKING DRAFT SEQUENCE. //2.2e-06: 349 :63//AL03 11 23 
R-THYROl 001 426//*** SEQUENCING IN PROGRESS *•* Hoao sapiens genoai 
c DNA (PAC 1 1 1 8 i 22) froa chroaosoae 11; HTGS phase 1. VORKING DRAF 
T SEQUENCE. //2. 2e-89: 506 : 86//AJ002553 

R-THYRO 1001 434//Microcentus caryae 1 2S ai tochondr ial ribosoaal RN 
A. seal I subunit, ai tochondr i at gene, partial sequence. //1. 0: 176: 
61//U77877 

R-THYRO 1 001 458//Huaan DNA sequence froa clone 453CI2 on chroaosoae 
20a 12-13. 12 Contains SDC4 (syndecan 4 (aaphiglycan, ryudocan)) pr 
edicts a gene like the mouse transcription factor RBP-L. NATN4 (a 
atrilin-4) STS, GSS. CpG island, coaplete sequence. //3. 3e-Q7: 196:6 
7//AL021 578 

R-THYROl 001 480//Hoao sapiens clone DJ0756H11, VORKING ORAFT SEQUEN 
CE. S unordered pieces.//) . ?e-99: 517: 9S//AC0Q600I 
R-THYROl 00) 487//Hoao sapiens. VORKING DRAFT SEQUENCE. 97 unordered 
p i ec es . //8. 5e- 1 4 : 22 1 : 70//AC00408S 

R-THYRQ1001534//H$_2242_B2_H04_VR CIT Approved Huaan Genoaic Spera 
Library 0 Hoao sapiens genoaic clone Plate=2242 Coi=8 Row- P, geno 
aic survey sequence. //0. 00012: 141 :68//AQl 82326 
R-THYROl 001 537//Huaan ONA sequence froa clone I11F4 on chroaosoae 
Xq23 Contains CSSs, coaplete sequence. //0. 42: 323 : 60//AL023876 
R-THYRO 1 00 154) //Hoeo sapiens clone RG228017. VORKING DRAFT SEQUENC 
E, 2 unordered pieces. //I. 7e-42: 370: 78//AC005077 
R-THYROl 001 559//Hoao sapiens 12q24.2 PAC RPCI5-944N2 (Rosael I Park 
Cancer Institute Huaan PAC Library) coaplete sequence.//! . 0: 144: 6 
7//AC0O5868 

R-THYROl 001 $70//Plasaodiua falciparua 3D7 chroaosoae 12 PFYAC492 g 
enoaic sequence. VORKING ORAFT SEQUENCE. 5 unordered picces.//0.4 
3: 268:61//AC005308 

R-THYR01001 573//M. aviua rpsL gene.//0. 98: 131 :66//X80120 

R-THYRO 1 00! S84//A. I onga plastid genes for ribosoaal proteins and t 

RNAs. //0. 29 : 502 : 58//X75653 

R-THYROl 00 1 59S//Huaan DNA sequence *»* SEQUENCING IN PROGRESS *** 
froa clone Y313F4. VORKING DRAFT SEQUENCE.//! . Se-33: 319: 78//AL0238 
08 

R-THYROl 001 602//Hoao sapiens chroaosoae 17. clone hRPK. 142_H_19. c 
oaplete sequence. //4.4e-l3:320:67//AC005919 

R-THYROl 001 60 5//Hua an ONA sequence froa PAC 358H7 on chroaosoae X. 
//!. 9a— 32 : 391 :76//Z77249 

R-THYROl 001 61 7//Hoao sapiens cDNA for dihydroxyacotone phosphate a 
cy I transferase (DAP-AT) . //1 . 9e-81 :448:92//AJ002 1 90 
R-THYROl 001 637//Huean ONA sequence «** SEQUENCING IN PROGRESS **• 
froa clone 6B8C8. VORKING ORAFT SEQUENCE. //5. 4e-41 : 381 :78//AL03 167 
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R-THYRO 1 00 1 656//H$_220 1 _B2_A08_NF CiT Approved Hunn Genoa ic Sperw 
Library D Howo sapiens genoaic clone Plate=220l Col»16 Row=B, gen 
oaic survey sequence. //O. 096: 162: 63//AQ2931 68 

R-THYR01 00 1661 //Huaan i aaunog I obu I in-associated (B29) gene, proaot 
ar and exon 1. partial cds.//1. 0:229:62//U22954 
R-THYROt 00 1671 //Hoao sapiens aRNA for 2’ -5' ol igoadeiiy late synthet 
ase 59 kOa isofora. //4. 8e-l 10: 562 :95//AJ 225089 
R-THYR01001673//CIT-HSP-2327D12.TR CIT-HSP Hoao sapiens genoaic cl 
one 2327DI2, genoaic survey sequence. //I. 5e-1 7: 224: 68//AQ042426 
R-THYRO10O1 703//Hoao sapiens clone 198 unknown aRNA. partial seque 
nce.//l.6e-44:25l:93//AF09!072 

R-THYR01 00 1 706//Hoeo sapiens clone DJ093SK16, coaplete sequence.// 

1. fle-2(: 378:66//AC006011 

R-THYR0100172I//. coaplete sequence, //t. 3e-101 : S71 : 92//AC005500 
R-THYR01001738 

R-THYR01 00 1 74S//Hoao sapiens chroaosoae 5. PAC clone 24713 (LBNL H 
85), coaplete sequence. //I. le-1 5:1 93: 70//AC004777 
R-THYR01 00 1 746//Huaan inter-alpha-trypsin inhibitor light chain (I 
Tl) gene, exon 3. //0. 54: 260:61//M88244 

R-THYROlOOt 772//Huaan DMA sequence *** SEQUENCING IN PROGRESS *** 
froa clone 30A23. fORKING DRAFT SEQUENCE. //I . 6e-l2: 285:64//AL0221 5 
6 

R-THYR01001793 

R-THYROIOOI 809//Huaan DMA sequence *«* SEQUENCING IN PROGRESS *** 
froa clone 107IN3, fORKING DRAFT SEQUENCE. //2. 5e-43: 486 : 74//AL031 7 
28 

R-THYR0IOO1854//Hoao sapiens chroaosoae 17. clone hRPK. 74_E_22, c 
oapi ete sequence. //5. 0e-4t : 245: 87//AC005696 

R-THYRO 1 00 1 B95//Huaan Chroaosoae 1 1 pi 4. 3 PAC clone 6-106f23. coapl 
ete sequence. //4.4e-1 2: 419: 6I//AC005I 37 

R-THYRO 1 00 1907//Hoao sapiens Chroaosoae 22q11.2 Cosaid Clone 24b I 
n DGCR Region, coaplete sequence. //8. le-35: 340: 78//AC000075 
R-VESEN1 0001 22//Hoao sapiens Luaan aRNA, coaplete cds.//1. 3e-23: 13 
8: 98//AF009368 
R-Y79AA1 0000)3 

R-Y79AA1 000033//Hoao sapiens BAC clone GSl 14109 froa 7pl4-pl5, coa 
pi ete sequence. //9. 9e-1 1 2 : 551 : 97//AC006027 

R-Y79AA1000037//C I T-HSP-2334F3.TR CIT-HSP Hoao sapiens genoaic clo 

ne 2334F3, genoaic survey sequence. //0. 16: 308: 60//AQ036673 

R-Y79AAI 000059//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-27 

9B10, coaplete sequence. //6. 1 e-56: 314: 88//AC002300 

R-Y79AA 100006 5//Huaan carboxyl esterase gene, exon 5. //0. 64:203:63/ 

/D21079 

R-Y79AA1 00013 !//**» SEQUENCING IN PROGRESS «t* Hoao sapiens chroao 
soae 4, BAC clone COS48N01: HTGS phase 1. fORKING DRAFT SEQUENCE. 

31 unordered pieces.//7.0e-1S: 169: 79//AC004795 

R-Y79AA1000181//Huaan DNA sequence froa clone 612B18 on chroaosoae 
1q24-25.3 Contains exon froa gene siailar to 40S ribosoaal protei 
n, first coding exon of dynaain 2 (DYN II), ESTs. STS. GSS, CpG Isl 
and, coaplete sequence.//!. Ie-106:474: 98//AL03I864 
R-Y79AA1 000202//C I T978SK-A-51 8G2. TP C1T978SX Hoao sapiens genoaic 
clone A-S18G2, genoaic survey sequence. //I. Oe- 10:78: 97//B68074 
R-Y79AA1 000214//Howo sapiens clone 0J0673N1S. fORKING DRAFT SEQUEN 
CE. 33 unordered pieces. //6. Se-59: 386: 90//AC004854 
R-Y79AA1 000230//Cy tauxzoon felis 18S ribosoaal RNA.//1. 0: 167:62//L 
19080 

R-Y79AA100023l//HS_3009_AI_H03_T7 CIT Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3009 Coi=S Row-0, geno 
aic survey sequence. //6. 4e-52 : 348: 88//AQ090225 
R-Y79AA10002S8//Hepat i t is C virus HCV-B9 gene for NS5, partial cd 
s. //0. 65: 1 27:65//DlOS5S 

R-Y79AA1000268//Huaan DNA sequence froa PAC 162H14 on chroaosoae 2 

2. Contains 3' part of a FIBULIN 1 like gene and ESTs, coaplete se 
quence. //A. 7e-40: 300: 84//Z98047 

R-Y79AAI00031 3//Hunan DNA sequence froa PAC 1791 15. 8RCA2 gene reg 
ion chroaosoae 13q12-ql3 contains Klotho ESTs and CpG island. //S.O 
e-14: 1 36: 83//Z92540 
R-Y79AA 1000328 

R-Y79AA1000342//S. c I avui igerus linear plasaid pSCL (coaplete seque 
nee) .//0. 55: 1«9: 65//X54I07 

R-Y79AA1 000346//Huaan NEST aRNA. coaplete cds. //0. 0001 3: 52: 100//D7 

8611 

R-Y79AA1000349//N. ausculus Spnr aRNA for RNA binding protein. //8. 8 
e-36: 300: 81//X84692 

R-Y79AA1000355//Huaan DNA sequence froa clone SSI El 3 on chroaosoae 
Xpl 1. 2-1 1. 3 Contains farnesyl pyrophosphate synthetase pseudogen 
e, VT4 protein pseudogene, EST. GSS. coaplete sequence. //5. 7e-45: 4 
03 : 80//AL022163 
R-Y79AA 1000368 

R-Y79AA1000405//RPC1 1 1 — 1 6B1 2. TPB RPC 1-11 Hoao sapiens genoaic cion 

[0 8 4 3] 



e RPCI-I I-16B1 2. genoaic survey sequence. //0. 10: 171 :65//B88000 
R-Y79AAI 0004 1 0//Huaan DNA sequence tee SEQUENCING IN PROGRESS tea 
froa clone 92N1S, fORKING DRAFT SEQUENCE. //4. 1e-50: 361 :83//Z93097 
R-Y79AA1000420//Plasaodi ua falciparua aerozoite surface protein 4, 
aerozoite surface protein 5. aerozoite surface protein 2. and ade 
nylosuccinate lyase genes, coaplete cds.//0. 071 :474:S7//AF033037 
R-Y79AAI000469//Hoao sapiens clone NH0140K04. coaplete sequence.// 
1.8e-86:221:90//AC005033 

R- Y 7 9AA 1 000480/ /Hoao sapiens chroaosoae 4 clone B240N9 aap 4q25. c 
oapi ete sequence. //2. 1 e-14: 179: 72//AC0040S7 

R-Y79AA1000S38//Hoao sapiens clone DJ0826EI8. fORKING ORAFT SEQUEN 
CE. 4 unordered pieces. //4. 5e-43: 321 :83//AC00S282 
R-Y79AAI000539//Hoao sapiens PAC clone DJ0074N20 froa X. coaplete 
sequence. //0. 0012:275: 59//AC006 1 43 

R-Y79AAI000540//Z. diploperennis repetitive DNA (clone ZEAR 260).// 
0. 0017: 258: 62//X53609 

R-Y79AA1000560//Mouse aRNA for sipha-adapt in (C) .//6. 1 e-32: 390: 70/ 
/X14972 

R-Y79AA I 000574//Ho»o sapiens chroaosoae 9q34. clone 23B4, coaplete 
sequence. //O. 96: 224:6l//AC002325 

R-Y79AA1 000627//Ho*w sapiens full length insert cONA ZA77G02. //6. 3 
e-100: 533: 94//AF075I 1 7 

R-Y79AA1 Q00705//RPC 1 1 1-76G7. TV RPC 1 1 1 Hoao sapiens genoaic clone. 
R-76G7. genoaic survey sequence.//4. 6e-88:429:98//AQ268433 
R-Y79AA1 000734//Hoeo sapiens peroxisoaal biogenesis factor (PE* 1 l 
b) aRNA, coaplete cds.//2. 7e-1 12:586:95//AF093670 
R-Y79AA 1 000748 
R-Y79AA 1000752 

R-Y79AA1000774//CIT-HSP-2288K24.TF CIT-HSP Hoao sapiens genoaic o 
one 22B8K24, genoaic survey sequence. //5. 3e-45: 316:86//AQ005014 
R-Y79AA1 Q00782//Huaan aRNA for KIAA0246 gene, partial cds.//S.0e-' 
7:107: I00//D87433 

R-Y79AA1 000784//P I ssoodi ua falciparua 3D7 chroaosoae 12 PFYACI81 g 
enoaic sequence, fORKING DRAFT SEQUENCE. 8 unordered pieces. //0. 00 
034 : 520 : 55//AC005505 

R-Y7 9AA1 Q00794//Huaan DNA sequence ees SEQUENCING IN PROGRESS tea 
froo clone 9B9H11. fORKING DRAFT SEQUENCE. //0. 01 5: 322 :60//Z83l51 
R-Y79AA1OOO80O//M. ausculus tex2S4 aRNA (3‘ region).//!. 1e-06: 104:78 
//X80427 

R-Y79AA1000802//CIT-HSP-2295G6. TF CIT-HSP Hoao sapiens genoaic do 
ne 2295G6. genoaic survey sequence. //0. 67: 152: 62// AQ007605 
R-Y79AA100080S//Huaan Chroaosoae 11 Cosaid cSRL30h!t, coaplete seq 
uence.//3. le-26:423:68//U73642 

R-Y79AA1000824//Huaan DNA sequence ee* SEQUENCING IN PROGRESS *** 
froa clone 329A5. fORKING DRAFT SEQUENCE. //I. le-08: 449: 61//Z97832 
R-Y79AA1 0C0827//Tr i t icua aestivua heat shock protein 101 kOa (HSP1 
01) aRNA. coaplete cds. //1 . 0: 101 :69//AF083344 
R-Y79AA 1 000850/ /Hoao sapiens saall optic lobes hoaolog (SOLH) aRN 
A. coaplete cds. //0. 40: 386:59//UBS647 

R-Y79AA1000962//C I T-HSP-2298N11.TR CIT-HSP Hoao sapiens genoaic cl 
one 2296N11. genoaic survey sequence. //0. 0001 9:253 :6S//AQ01 31 1 1 
R-Y79AA1000968//Rat tus norvegicus initiation factor elF-2B gaaaa s 
ubunit (elF-2B gaaaa) aRNA. coapleta cds.//l. 7e-58:446:80//U38253 
R-Y79AA 1000969 

R-Y79AAI000976//C1T-HSP-23S0C4. TF CIT-HSP Hoao sapiens genoaic do 

na 235QC4, genoaic survey sequence. //3. 3e-60: 295: 100//AQ06I422 

R-Y79AA1 00098 5//Nus ausculus pericentrin aRNA, coaplete cds.//5. 9 

e-38 : 348 : 76//U05823 

R-Y79AA 1001023 

R-Y79AA1001 041 

R-Y79AAl00t 048 

R-Y79AA1 00 1061 //Hoao sapiens Chroaosoae 16 BAC done Cl T987SK-A-42 
7H10. coaplete sequence.//!. 2e-60: 537: 78// AC004626 
R-Y79AA 100 1068/ /Hoao sapiens PI clone GSP13996 froa Sq12, coaplete 
sequence. //2. 3e-41 : 40S: 77//AC005031 
R-Y79AA 100 1077 

R-Y79AA1 001078//Hoao sapiens 12q13. 1 PAC RPCI1-228PI6 (Roswell Par 
k Csncer Institute Huaan PAC Library) coaplete sequence. //2. 0e-09; 
534: 59//AC00480I 

R-Y79AA 10011 05//$ t aptly loccous epideraidis triaethopria resistance 
plasaid pSK639. //0. 0072: 309: 63//U40259 

R-Y79AA1001 145//RPCI 1 1 -S9N1 2. TK RPCI1I Hoao sapiens genoaic clone 
R-59N12, genoaic survey sequence. //3. 7e-07: 256: 64//AQ20006B 
R-Y79AA1001 167//Hoao sapiens genoaic DNA, chroaosoae 2 1 a 22. 2 (Down 
Syndroae region), segwent 5/15. fORKING DRAFT SEQUENCE. //0. 55 : 22 
3 : 6I//AP00001 2 

R-Y79AA1001 177//Huwan gene for Gi 3 alpha protein, mtron 7 through 
exon 9, variant U6 gene, and snRNP E protein pseudogene LH87.//7. 
0e-09: 203 :69//X 54048 
R-Y79AAI001 185 
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R-Y79AA100121 l//Hoao sapiens I2p13.3 BAC RPCI11-S43P1S (Roswell Pa 
rk Cancer Institute Huaan BAC Library) complete sequence. //2. 1e-3 
2 : 277 : 8I//ACQ059 1 2 

R-Y79AAI001 2I6//Huaan cbroaosoae 12pl3 sequence, coaplete sequenc 
e. //O. 98: 325: S9//U47924 

R-Y79AA10D1228//Arabidops i s thaliana genoaic DMA, cbroaosoae 5. Pt 
clone: HAB16, coaplete sequence. //O. 0034: 378: 59//AB0! 81 12 
R-Y79AAI 001 233//Hoao sapiens clone DJ1178GI3. VORKING DRAFT SEQUEN 
CE. 5 unordered pieces.//0. 19: 106: 72//AC004988 
R-Y79AA1 001 236//Hoao sapiens aRNA for JN23 protein, coaplete codin 
g sequence (clone IMAGE 34S81 and IMAGE 4S3&S and LLNLcl I0I133Q7 
(R2PD Ber I in)) .//3. 4e-109: S49: 9S//AJ005892 
R-Y79AA1001 281 

R-Y79AAI001 299//Hoao sapiens SNFS/IMI1 gene, exon 9. //6. 3e-24: 1 33: 
100//Y17I26 

R-Y79AA1001 31 2//Huaan iaaunodef ici ency virus type 1 variant 43 pol 
yaerase pseudogene, partial cds. //0. 0070: 284: S8//U4S372 
R-Y79AA1001 323//Fugu rubripes GSS sequence, clone 027l23aG3, genoa 
ic survey sequence. //0. II : 125: 70// AL02S35S 

R-Y79AAI001 384//1. aakr i i ai tochondn ai CYTB and tRMA' genes. //0. 07 
0: 209: 6S//X66S94 

R-Y79AA10QI 391//PI asaodi ua falciparua DMA «*• SEQUENCING IN PROCRE 
SS »»« froa MAITP2, VORKING DRAFT SEQUENCE. //0. 80: 163: 6 2//AL03 1745 
R-Y79AA1001 394//Hoao sapiens DMA froa cbroaosoae 19, cosaid R2914 
4, coaplete sequence. //0. 91:241 : 63// AC00422! 

R-Y79AAI001402//Hoao sapiens Chr. 14 PAC RPCI4-794B2 (Rosaell Park 
Cancer Institute Huaan PAC Library) coaplete sequence. //0. 25:81 : 80 
//AC005924 
R-Y79AA 100 1493 

R-Y79AA1 001 51 !//Huaan DMA sequence froa clone 931K24 on cbroaosoae 
20pl2 Contains ESTs and GSSs. coaplete sequence. //I. 3e-3S: 207 :9S/ 
/ALO 34430 

R-Y79AA1001 533//Vouse aRNA for RMA pol yaerase I associated factor 
(PAF53) , coaplete cds. //2. 7e-44: 28S 81//DI4336 
R-Y79AA 100 1541 //Huaan DMA sequence froa clone 113J7 on cbroaosoae 
Xpl I. 22*1 1.4. Contains part of a putative Hoaeobox (pseudo?) gene, 
ESTs and an STS, coaplete sequence. //O. 70: 365: 60//AL023 574 
R-Y79AA1001S48//Hoao sapiens pbospbatidy I inosi tol 4-kinas* aRNA, c 
oapl ete cds. //5. 9e-9S: 51 7: 91//L361 51 
R-Y79AA1D0155S 
R-Y79AA 100 1585 

R-Y79AAI001594//Huaan DMA sequence froa PAC 60G11 on cbroaosoae X: 
contains STS. //6. 6e- 1 9 : 24 1 : 76//Z94722 

R-Y79AAI001603//H. sapiens CpG island DMA genoaic Msel fragaent. ci 
one 72f8, forward read cpg72f8. ftla.//3. 3e-2! : 1 31 :96//Z62766 
R-Y79AA1001613 

R-Y79AA1001647//Huaan DMA sequence froa PAC 36J3. between aarkers 
0XS1192 and DXSI02 on cbroaosoae X.//6. 3e-0S: 338: 63//Z82975 
R-Y79AA100I665//Hoao sapiens genoaic DMA. cbroaosoae 21q22. 2 (Down 
Syndroae region), segaent 1/15, VORKING DRAFT SEQUENCE. //3. 2e-1 1 : 
1 14: 84// AP 00000 8 

R-Y79AA1 001 679//0. cun i cuius laabda-crystal I in nRNA, conplete cds./ 
/3. 9e- 1 5 : 270 : 68//M22743 

R-Y79AA10Q1 692//RPC1 1 1 -42N5. TJ RPC 111 Mono sapiens genoaic clone 
R-42M5, ganonic survey sequence. //0. 01 3:64: 89//AQ0S2792 
R-Y79AA1001696//Apis ael lifer* ligustica coaplete ai tochondrial ge 
noae.//9. 3e-09:428:5S//L06178 
R-Y79AAI001705 

R-Y79AA100171 1//Mus ausculus 60 kDa ribonuc leoprotein Ro gene, par 
t ia I cds. //2. 2 e- 45: 554: 75//AF0421 39 

R-Y79AA100I 781//PI»saodiua falciparua cbroaosoae 2, section 39 of 
73 of the coapl ete sequence. //I. 0: 414: 57//AE00I402 
R-Y79AA10G1 805//Huain DNA sequence *•* SEQUENCING IN PROGRESS a** 
froa clone S10D11, VORKING DRAFT SEQUENCE.//2.Be-05:329:61//Z98044 
R-Y79AA100l827//0ryctoiagus cuni cuius PiUS nRNA, coaplete cds.//2. 
3»-90 : 557 : 89//U74297 

R-Y79AA1 00 1 846/ /Hoao sapiens DMA sequence fron PAC 179N16 on chroa 
osoae 6p21.1-21.33. Contains the SAPK4 (MAPK p38delta) gene, and t 
ha alternatively spliced SAPK2 gene coding for CSaids binding prot 
ein CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs and 
two predicted CpG islands, coaplete sequence. //2. I e-34: 306: 78//Z9 
SI 52 

R-Y79AA1 001 848//Sequence II froa patent US 5449616. //I .0: 221 : S9// I 
14369 

R-Y79AA1001866//Arabidops is thaliana genoaic DNA, cbroaosoae 5. TA 
C clone: K23L20, coaplete sequence. //0. 0089: 527 : 58//AB01 6874 
R-Y79AAI001 874 

R-Y79AAI00187S//M. ausculus aRNA for Rab7 protein. //5. 8e-4S: 1 70: 92/ 
/X89650 

R-Y79AA1001 923//Huaan DNA sequence froa clone 353K6 on cbroaosoae 
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Xq25-26. 2. Contains the alternatively spliced SMARCAI gene for SV1 
/SNF related, aatria associated, actin dependent regulator of chro 
aatin, subfaaily a, aeaber I (SKF2L1) and a 40S Ribosoaal Protein 
S26 pseudogene. Contains ESTs. STSs and GSSs, coaplete sequence.// 
1.0: 138: 68//AL022577 

R-Y79AA1002027//Li verwor t Marchantia polyaorpha chloroplast genoae 
DNA.//0. 71 : 153:67//X0446S 

R-Y79AAI002083//Huaan DNA sequence «e* SEQUENCING IN PROGRESS *« 
froa clone 172B20. VORKING DRAFT SEQUENCE.//!. 0:178:64//AL022319 
R-Y79AAI 002089//Hoao sapiens clone GS1I1G14. VORKING DRAFT SEQUENC 
E, 5 unordered pieces.//6. 3e-49: 377: 81//AC00501 1 
R-Y79AA1002093//Hoao sapiens (clone SEL366) 17q YAC (368C7) RNA. // 
4. Oe-32: 174:99//L77612 

R-Y79AA1002103//CIT-HSP-2328I21.TR CIT-HSP Hoao sapiens genoaic cl 
one 2328121. genoaic survey sequence. 7/1. 9e-44: 245: 96// AQ044S02 
R-Y79AA10021 15//CITBI-E1-2514F10. TF CITBI-E1 Hoao sapiens genoaic 
clone 2514F10, genoaic survey sequence. //!. 8e-24: 249: 78//AQ265752 
R-Y79AA1002125//RPCJ I1-15J6. TV RPCI-11 Hoao sapiens genoaic clone 
RPCI-I1-15J6, genoaic survey sequence. //8. Se-21 : 147: 91 //B75354 
R-Y79AA1002139 
R- Y 7 9AA 1002204 

R-Y79AA1002208//Hunan ankyrin G (AMK-3) aRNA. coaplete cds. //0. 04 
0: 319: 59//UI 3616 

R-Y79AA1002209//Psi lotua nudua RT gene for reverse transcriptase 
(PT4) . //0. 99:106: 65//X6S41 5 
R-Y79AA1 002210 

R-V79AA10022I1//H. sapiens NGAL gene. //I. 0:311 : S9//XS91 33 
R-Y79AAI 002220//P I asaod i ua falciparua DNA *** SEQUENCING IN PROGRE 
SS *tt froa MAL4P1, VORKING DRAFT SEQUENCE. //S. 9e-07: 535: S7//AL034 
557 

R-Y79AA1 002229 

R-Y79AA1002234//Hono sapiens aRNA for KIAA0692 protein, partial cd 
s . //6. 1 e- 1 1 7 : 564 : 98//ABO 1 4592 
R-Y79AA 1002246 

R-Y79AA1 Q022S8//Hoao sapiens aRNA for HIP3. coaplete cds.//1.3e-9 
2: 453: 97//AB01 3384 

R-Y79AA1002298//MS_307I_82_E08JIR C1T Approved Huaan Genoaic Spera 
Library D Hoao sapiens genoaic clone Plate=3071 Co I = 1 6 Row=J. gen 
oaic survey sequence. //I . 9e-S6: 384 : 87//AQ1 71 331 
R-Y79AA1002307//Hoao sapiens- aRNA for KIAA0634 protein, partial cd 
S.//2. Se- 108: 403 : 99//AB0 14534 

R-Y79AA100231 l//Hoao sapiens cbroaosoae 10 clone CIT987SK-1 1 731 12 
aap 10q?S. coaplete sequence. //I. 1 e-07: 368: 61//AC005887 
R-Y79AA1002351 

R-Y79AAIQ02361//H. sapiens CpG island DNA genoaic Msel fragaent, cl 
one 65b9, reverse read cpg65b9. rtl a.//0. 57:59:79//Z62206 
R-Y79AAI002399//Hoeo sapiens cbroaosoae 17. clone hRPK. 700_H_6, co 
aplete sequence. //2. 0e-98: 385: 99//AC005920 

R-Y79AA1 002407//Hoao sapiens cbroaosoae 17, clone hRPC. 842_A_23. c 
oap I et e s equenc e. //5. 4e-59 : 490 : 76//AC0O4662 

R-Y79AAI 00241 6//HOWO sapiens Xp22 GSHB-314C4 (Genoae Systeas Huaan 
BAC library) coaplete sequence. //6. 3e-08:1 03:80// AC0040B7 
R-V79AA1002431 

R-Y79AAI002433//Mouse transcriptional control e I eaent.//0. 064:84:7 
1 //Ml 7284 

R-Y79AAI 002472/ /Hoao sapiens cbroaosoae 19, BAC CIT-B-393il5 (BC30 
1323), coaplete sequence. //1. 6e-l03: 525: 96//AC0061 16 
R-Y79AAI 0024B2//Hoao sapiens cbroaosoae 18, clone hRPK. 474_N_24. c 
oap I e t e s equence. //9. 7e-38 : 302 : 83//AC006238 

R-Y79AA1002487//P. f ale iparua coaplete gene aap of plastid-like DMA 
( I R-B) . //0. 2 3 : 266 : 6 1 //X9S2 76 
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F-HEMBAI 00000S//EST//4. 3,-87:422: 97//HS. 1 47830: Al 222069 

F-HEMBA 1 0000 I 2//Huaan endosoae-associated protein (EEA!) aRNA, cm 

plate cd«//0. 82:170: 64//Hs. 2864 : L401 57 

F-HEMBAI 000020//Hoao sapiens beta 2 gane//4. 0e-74: 529: 83//Hs. 1 S024 
4: U83668 

F-HEMBAI 000030//EST1//1 . le-91 : 494: 93//H*. 7958:922078 
F-HEMBA 1 000042//EST s//3 . 5e-22 : 228 : 77//Hs. 1 45406 : Al 253247 
F-HEMBAI 000046//ESTs, Highly similar to PRE-MRNA SPLICING FACTOR 
RNA HELICASE PRP22 [Saccharoayces cerev i $ i ae]//0. 00019: 192: 65//Hs. 
7900:122411 

F-HEMBAI 000050/ /EST//0. 81:74: 72//HS. 1 56298 : A 1 336759 

F-HEMBAI 00007 6//EST s//0. H : 252 : 62//Hs. 1 31 939 : A 1 41 791 0 

F-HEMBA 1 0001 1 l//ESTs//8. 5e-89 : 449 : 96//Hs. 41105: N66734 

F-HEMBA! 000 129//Huaan phosphatidyl i nos i to I 3-kinase catalytic subu 

nit pllOdelta a RNA. coaplete cds//0. 27: 342:6 1//Hs. 14207 :U86453 

F-HEM8AI000141//Hoao sapiens aRNA for KIAA0797 protein, partial cd 

s//6. Be- 169: 791 :98//Hs. 27I97:AB018340 

F-HENBA 10001 50//Hoao sapiens aRNA for KIAA0788 protein, partial cd 
s//1 . 4e-37 : 243 : 88//HS. 2397 : Z70200 

F-HEMBA10001 S6//ESTs, Veakly siailar to The KIAA0138 gene product 
is novel. [H. sapiens]//5. 3e-80: 383:98//Hs. 1 35552 : A 1 2 1 SI 87 
F-HENBA 1000 158//Hoao sapiens OPA-containing protein aRNA, coaplete 
cds//2. 1 e-07: 265: 63//Hs. 85313: AF071 309 
F-HElffiAl 000168//ESTs//6. 1 e-35: 257 :85//Hs. 13533 :H23079 
F-HEMBA1 000180//£STs, Moderately siailar to RETROVIRUS- RELATED POL 
P0LYPR0TE1N [H. sapi ens]//l . 3e-18 : 1 1 1 : 96//HS. 1 63863:828729 
F-HENBA 1 000 185//H. sapiens ERF-2 aRNA//t .0:1 25: 68//Hs. 78909:U07802 
F-HEN8A1 000 1 93//EST//1 . 5e-48: 266 : 9S//Hs . 160642 : A 1 240 1 33 
F-HENBA 1 00020 1//Huaan I nil aRNA. coaplete cds//6. 5e-75:440: 92//Hs. 
155626:1)04847 

F-HENBA1 00021 3//ESTs//0. 21 : 239:62//Hs. 26838 : AA527529 

F-HENBA 1 0002 16//Hoao sapiens clone 23698 aRNA sequence//1 . 1e-57 :52 

9 : 68//Hs. 81 36 :U81 984 

F-HENBA 1000227//Huaan RNA-binding protein CUG-BP/hNabSO (NAB50) aR 
NA, coaplete cds//1. 3e-05:31l:64//Hs.8l248:U63289 
F-HENBA1 000231 

F-HEMBA1 000243//EST//5. 9e-S2 : 3 59 : 85//Hs . 1 41 433 : N23377 

F-1€N8A1000244//H. sapiens aRNA for cytokine inducible nuclear prot 

e i n//0. 0022 :350: 60//Hs. 74019 : 183703 

F-HENBA 1 00025 !//ESTs//3. 2e-84 : 443 : 9S//Hs .21068: N47460 

F-HENBA 1 000 264//ESTI//0. 76:227:61//Hs. 5159: AA588562 

F-HENBA 1 000280//EST//1. 7e-1 2: 149:75//Hs. 103418:AA03556B 

F-HENBA1 000282//ESTs//1 . 7e- 1 6 : 1 64 : 79//Hs. 1 23 11 1 : AA81 3 1 86 

F-HENBA 1 000288//ESTs//5. 4e-06 : 1 54 : 68//Hs. 54174: N64406 

F-HENBA) 0002 90//Huaan novel hoaeobox aRNA for a DNA binding protei 

n//3. 8e-07:4l2:61//Hs.3703S:U07664 

F-HENBA1000302//EST//1. 2e-41 :238:94//Hs. 1 47245: A 1 206095 
F-HENBA 1000303 

F-HENBA1000304//ESTs//3. 5e-l 1 : 96: 87//Hs. 163057: AA728946 
F-HENBAI000307//EST//7. 7e-0S: 280: 62//HS. 146462: All 24898 
F-HENBA 1 000327//ESTs//5. 3e-92 : 435 : 99//HS . 1 00605 : AA30S96S 
F-HENBA I 000333/ZHuaan aRNA for KIAA0206 gene, partial cds//0. 84:39 
5: 56//HS. 79299:086961 

F-HENBA1 000338//EST*. Moderately siailar to novel stroaal cell pro 
tein [M. ausculus]//2. 4e-38: 317:80//Hs. 99189:184712 
F-HENBA 1 00035 1//Kuaan Line-1 repeat aRNA with 2 open reading fraae 
s//0. 020:334: S9//HS. 23094:819503 

F-HENBA 1 0003 S5//Nyos in, heavy polypeptide 11, saooth ausc le//0. 1 1 : 
336:61//Hs. 78344: AF001 548 

F-HENBA 1 000356//H. sapiens ERF-2 aRNA//0. 031 : 317: 59//Hs. 78909 :U0780 
2 

F-HEMBA1000357//Huaan aRNA for KIAA0118 gene, partial cds//1.2e-5 
0:441 :78//Hs. 154326:042087 

F-HENBA 1 000366//ESTs//0. 025 : 56 : 87//Hs. 1 41 629 : H740 1 0 
F-l€N8A1000369//Hoao sapiens PAC clone DJ0669B10 froa 7q33-q35//0. 
99:433: 58//Hs. 159899 :AC0048S3 

F-HENBA 1 000 3 76//Oxy toe in receptor//3. 4e-43 : 569: 70//Hs. 2820:764878 
F-HENBA1 000387//EST s//8. 2e- 1 04 : 535 : 94//HS .78110: AA741 320 
F-HENBA 1 000 390//Hoao sapiens BAC clone RG119C02 froa 7p1S//2. 3e-14 
1:712 : 95//HS . 22900 : AC004S20 

F-HENBA 1 000 392//Hoao sapiens clone 24619 aRNA sequence //! t 7e-47: 46 
1 : 74//Hs. 139088: AF070533 

F-HEIKJA1 000396//ESTs, Veakly siailar to hypothetical protein [H. sa 

pi ens]//1 . 2e-26: 351 : 70//Hs. 1 38992 : Cl 4008 

F-HEN8AI 00041 1//EST//2. 8e-27 : 401 :71//Hi. 138719:N52915 

F-HENBA 1 0004 1 8//ESTs//0. 0094 : 375 : 6 1 //Hs . 40 1 40 : A 1 079253 

F-HENBA 1000422//EST//6. 2e-23:225:78//Hs. I32635:AI032875 

F-HENBA I 000428//Hoao sapiens aRNA, chroaosoae I specific transcrip 

t K I AA0501//7. 6e— 3 1 :616:66//Hs. 159897: AB007970 

F-KENBA1 000434//EST//0. 0031:157: 64//Hs. 1 62328 : AA559034 

[0 8 4 6] 



F-HENBA 1 00044 2//EST//1 . 0:201 : 61//Hs. 162434: AA577398 
F-HElfflAtOOQ456//Fanconi aneaia coapl eaentat ion group C//0. 58: 362: 5 
9//Hs. 37953:766893 

F-HEMBA1G00459//EST//9. 2e-21 : 157: 86//Hs. 13263S:AI 032875 
F-HENBA 1000460//ESTs//2. 9e-77:409: 95//Hs. 27135:149590 
F-HENBA 1000464//ESTs//6. 6e-17: 365:65//Hs. 1 50675: AAI 27853 
F-HENBA 100046 9 

F-HENBA! 000488//Koao sapiens HI V— 1 inducer of short transcripts bi 
nding protein (FBI!) aRNA. coaplete cds//0. 15:253: 58//Hs. 104640 :AF 
000561 

F-HENBA 10004 90//Hoao sapiens kinectin aRNA, coaplete cds//0. 71:53 
9: 56//Hs. 82709:222551 

F-HENBA 10004 9 1//ESTs//2. 0e-21 : 36! :65//Hs. 1 52453 :AA864970 

F-HENBA 1 00050 l//Hoao sapiens tapes in (NCS-17) aRNA, coaplete cds// 

2. 5e-39: 312:77//Hs. 5247:AF029750 

F-HENBA 1 000 S04//Hoao sapiens aRNA for osteoblast specific factor 2 
(0SF-2os)//1 . 3e-08 : 57 : 1 00//H* . 1 55095 : D1 3666 
F-HENBA 1000 50 5//Hoao sapiens KE04p aRNA. coaplete cds//l. 0: 197:62/ 
/Hs. 131962: AF064093 

F-HENBA 1 000 S08//EST//0. 67: 156: 60//Hs. 162898 :AA6 59646 
F-HENBA 1 00051 8 

F-HENBA 1 00051 9//EST//6. 8e-52: 300 : 91//Hs. I49S80: A 1 281881 
F-HENBA) 000520//ESTs, Veakly siailar to coded for by C. elegans cD 
NA CEESB82F CC. el egans]//2. 9e-l6 : 1 32 : 84//Hs. 1 55871 : AA533783 
F-HEN8A1 000523//ESTs, Highly siailar to TESTIS-SPECIFIC PROTEIN P 
BS13 [Hus ausculus]//2. le-25: 192:87//Hs. 22363 : RSI 06 7 
F-HEMBAI 00053 1//ESTs. Veakly siailar to heat shock protein [H. sapi 
ens]//2 4e-57 : 288 : 97//Hs. 1 16022: AA45 5706 

F-HEMBA1 000534//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//2.8 
e-47 :1 53 :88//Hs. 113283 :AF01 8080 

F-HENBA 1 000 540//ESTS//8. 6e-Q7:60: 100//Hs. 109755. AA1 80809 
F-HENBAI 000 54 2//Huaan lysyl oxidase-like protein aRNA. coaplete cd 
s//0. 088:581 : 57//Hs. 65436 :U24389 

F-HENBAI 000545//Huaan kpni repeat arna (edna clone pcd-kpni-4). 3’ 
end//7. 8e- 106: 731 :83//Hs. 139107:K00629 
F-HENBA 1000 55 5//Huaan aRNA for KIAA0242 gene, partial cds//0. 75:28 
3: 58//HS. 77495:087684 

F-HENBAI 000557//ESTS//3. 9e-27: 389: 71//Hs. 1 25087:AA495729 

F-HE1BAI 00056 1//Hoao sapiens aRNA for KIAA0760 protein, partial cd 

s//3 . 8 e-64 : 66 5 : 72//HS . 137168:AB018303 

F-HEMBAI 00056 3//ESTs//3. 8e-51 : 257 : 98//HS. 471 22 :AI 338977 

F-HEMBAI 000568//EST//0. 12:270:61//Hs. 134833 :AI09I046 

F-HENBAI 00056 9//H. sapiens aRNA encoding GPI-anchored protein p!37/ 

/3. 8e-1 9 : 409: 62//Hs. 1 1 9283 : Z48042 

F-HEMBA 1000 57 5//EST//0. 060: 156:64//Hs. 1 26277: AA826681 

F-HEMBAI 000588//ESTs, Veakly siailar to weakly siailar to ayosin h 

eavy chain [C. elegans] //7. 7e-4l: 217: 96//Hs. 55084: AA479162 

F-HEMBA 1 000591/ /Hobo sapiens aRNA for E1B-S5kDa-assoc i ated protein 

//2. 3e-44:22S:97//Hs. 1 55218: AJ007509 

F-HENBAI 000592//E5TS, Veakly siailar to sorting nexin 1 [H.sspien 
s]//1. 7e-27:463 : 65//Hs. I3794:AA203241 

F-HEMBAI 000594//Huaan clone 230971 defective aariner transposon Hs 
aar2 aRNA sequence//4. Oe-68: 574: 79//Hs. 1 591 76U92019 
F-HENBAI 000604/ /EST s//3 . 3e-21 : 1 58 : 74//Hs. 1 42924 : A 1 092535 
F-KEMBAI000608//Hoao sapiens aRNA for KIAA0456 protein, partial cd 
s//3. 7e-1 20:561: 99//Hs. 5003 : AB007925 

F-HEMBAI 000622//Hooo sapiens DEC-205 aRNA, coaplete cds//5. 2e-34: 5 
92:68//Hs. 1 53563 :AF01 1333 

F-HEMBA 1 000636/ /EST s . Veakly siailar to 50S RIB0S0MAL PROTEIN L20 
[E. col i]//7. 4e-22 : 166: 84//H*. 26252:AA643235 

F-HENBA 10006 3 7//HOBO sapiens aRNA for KIAA0690 protein, partial cd 
s//2. 1 e-1 38:639:99//Hs. 60103: AB0I4S90 
F-HEM8AI000655//ESTS//1 . 2e-54: 503 : 77//HS. 140864 : AAI 761 74 
F-HEMBAI 000657//Nuc in 1, transaeabrane//0. 99: 219:61//Hs. 89603: J055 

82 

F-HENBA 100066 2//ESTs//2. 2e-52: 257 : 99//HS. 63243: Al 123912 
F-HEIKiAl 00067 3//H. sapiens aRNA for translin associated protein X// 
1 . 7e-47 : 366 : 79//H s . 96247 : X9S073 

F-+CMBA1 000682//0xy toe i n re ceptor//4. 7e-S9 : 673 : 72//Hs . 2820 : X64878 
F-HENBAI 000686 
F-HEMBAI 000702 

F-HEMBAI 000705//EST//0. 047 : 363 : 60//Hs. 1 36379: AA52 1309 
F-HEMBAI 00071 9//ESTs//2 . 7e-68 : 333 : 98//Hs. 1461 95 : A 1 039850 
F-HENBAI 000722//ESTs//0. 49 : 283 : 60//H s. 21108: N92630 
F-HENBAI 000726//EST//1 . 1 e-45 : 1 83 : 87//Hs. 1 49580 : Al 28 1 881 
F-HENBAI 000727//ESTS//4. 8e-95:442: 100//Hs. 221 19:AA885491 
F-HENBAI 000747 

F-HENBAI 000749//ESTs//8. 0e-I4: 1 08: 77//HS. 154892:AI091568 
F-HEMBA 100075 2//EST//1 . 3e-2S: 344:69//Hs. 160992 :HS27 16 
F-HEMBAI 00076 9//ESTs//0. 0018:206: 63//Hs. 1 53268 : AA887239 
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F-HEM8A100D773//ESTs//0.56:336:58//Hs. 1 05964: N35803 
F-HEMBAl 0Q0774//EST//4. Os-38: 312: 79//Hs. 1 62 1 97 : AA53S2 1 6 
F-HEMBA 1 00079 1 //ESTs //l. 8e-87 : 4 1 3 : 99//Hs . 1 1 2050 : AA43 1 300 
F-KEMBA1 0008 1 7//ESTs//$. 6e- 1 24 : 6 1 7 : 96//Hs. 1 0 1 366 : AA 1 S753S 
F-HEMBAl 000822//ESTs//0. 94 : 347 : 58//H*. 23905 : AA928542 
F-HEMBAl 000827//EST//0. 064: 1 33:60//Hs. 1 38738 : NS8367 
F-HEMBA1 000843 

F-HEMBAl 00085 t//Fragi Is X aental retardation 1//0.0!4:219:62//Hs. 8 
9764: X69962 

F-HEMBAl 000852//Ary Ixul fatase D//6. 7e-38 : 244 : 75//Hs. 43887 : X83572 
F-HEMBAl 000867 

F-HEMBAl 000869//EST s//S. 1 e-33 : 166 : 77//Hi. 141186: R99609 
F-HEMBAl Q00870//EST//0. 032:1 30: 66//H*. 1 57351 :AI 367237 
F-HEMBAl 000872//EST s//2. 4e-20 : 1 34 : 92//H* . 1 55982 : AA405047 
F-HEMBA1 000876//EST//5. 3e-20: 233: 72//H*. 1 24339 :AA829660 
F-HEM8A1 000908//ESTS//5. 4e-28 : 21 9 : 84//H*. 1 2247 : Al 2031 54 
F-HEMBAl 000910//Huaan DNA sequence froe clone 1409 on chroaosoae X 
pi 1. 1—11-4. Contains a Inter-Alpha-Trypsin Inhibitor Heavy Chain L 
IKE gene, a alternatively spliced Helanoea-Associated Antigen HA GE 
LIKE gene and a 6-Phosphof ructo-2-k inase (Fruc tose-2, 6-bi sphospha 
tase) LIKE pseudogene. Contains ESTs. STSs and genoaic Barker DXS8 
032//2. 8e- 11: 309 :65//Hs. 4943:298046 
F-HEHBA1 00091 8//ESTS//0. 11:234: 59//Hs. 96499: AA2S2537 
F-HEMBAl 00091 9//Huaan aRNA for histone His. coaplete cds//0. 18:22 
I :64//Hs. 109804:064142 

F-HEHBA1 000934//Hoao sapiens aRNA for KIAA0S47 protein, coaplete c 
ds//3. 8e-09: 360:62//Hs. 36850: AB01 1119 

F-HEMBAl 000942//ESTs, Highly siailar to PMS4 hoaolog aisaatch repa 
ir protein [H. sapiens]//9. 4e-10:77:93//Hs. 1 1144S:H00596 
F-HEMBAl 000943//ESTs, Highly siai lar to ZINC FINGER PROTEIN 10 [H 
oeo sapi ens]//0. 0039: 54:92//Hs. 58338: AA609476 

F-HEMBAl 000946//Phosphoribosylg I ycinaaide foray I transferase, phosp 
hor ibosy Iglycinaaide synthetase, phosphori bosylaainoiaidazole synt 
hetase//0. 93: 1 32:66//Hs. 82285: XS4I99 

F-HEMBAl 000960//ESTs, Moderately siailar to !!!! ALU SUBFAMILY SX 
■ARMING ENTRY MM [H. sapi ens]//0. 080: 1 28: 71//Hs. 1 18972 :AA761 369 
F-HEMBAl 000968//Huaan t ransposon- 1 ike eleaent aRNA//2. Be-9S: 352:87 
//Hs. 84775:823161 

F-HEMBA 1 00097 1 //EST s//8. 4e-88: 417:98//Hs. 1 28631 :A1 1 27903 

F-HEM8AI000972//EST//0. 75: 1 34: 64//HS. 1 1 7228: AA682775 

F-HEMBA! Q00974//ESTs//l . 3e- 1 03 : 497 : 98//Hs. 1 26786 : U743 14 

F-HEMBAl 000 97 5//Hoao sapiens diacylglycerol kinase iota (DGXi) oRN 

A. coaplete cds//1. 3e-05: 424: 59//Hs. 159564 :AF06 1936 

F-HEMBA 1 000985//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t KIAA0492//0. 0036: 389: 60//HS. 1 27338: AB007961 

F-HEMBA1 000986//ESTs//0. 00025 : 272 : 64//Hs. 1 2364: H091 32 

F-HEMBA1 000991 //Hoao sapiens aRNA for Hrs. coaplete cds//3. 9e-24: 1 

93 :84//Hs. 24756 :U43895 

F-HEM8AI 00 1 007//EST//0. 9S:70:71//Hs. 163258 :AA828835 

F-HEMBAl 00 I 008//Huaan G protein-coupled receptor (STRL22) aRNA, co 

■p I e t e cds//4. 9e-43 : 472 : 74//Hs . 46468 : U45984 

F-ICMBA1 00 1 009// 1 aaunog I obu t i n au//0. 18:367: 59//Hs . 75758 : X 5852 9 

F-HEIffiA1001017//Hoao sapiens aRNA for KIAA0468 protein, coaplete c 

ds//1 . 4e-l 40 : 66 1 : 98//Hs . 1 58287 : AB007937 

F-HEMBAl 001 01 9//EST//4. Ie-I4:251 :68//Hs. 148769: AI239572 

F-HEMBA 1 001 020/Aon Hippel-Lindau syndroae//2. 2e-28:253:69//Hs.781 

60: AF010238 

F-HEMBAl 001022 

F-HEMBAl 001 02 4//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t Kl AA0501//6. 8e-28: 376 :72//Hs. 1 59897: AB007970 
F-HEMBAl 001 026//Hoao sapiens klotho aRNA, coaplete cds//l. 3e-05:74 
5: 57//Hs. 94592: AB0051 42 

F-HEMBAl 001 043//ESTs//2. 1 e-28 : 448 : 67//Hs. 1 1 2469 : AA59851 5 
F-HEMBAl 00 1 051 //EST//3. 1 e-48 : 3 1 0 : 87//Hs . 1 49580 : A 1 28 1 881 
F-HEMBAl 00 1 052//EST//0. 94 : 1 49 : 67//HS . 1 3 1 2 1 6 : A 1 0 1 797 1 
F-HEMBA 1 00 1 0 59//N- ACET Y LGALACT 0SAM I NE - 6 - SULF ATASE PRECURS0R//4. 6e- 
165:777: 98//HS. 1 59479 :U06088 

F-HEMBAl 00 1 060//ESTs//6 . 8e-U : 1 50 : 78//Hs .24821: AA0448 1 3 

F-HEMBA 1 00 107 1 //A I ph a- 1 type 3 col lagen//3. 5e-32: 181 :96//Hs. 1 1957 

1: XI 4420 

F-HEMBAl 00 1077//ESTs, Moderately siailar to transcription interaed 
iary factor 1 [H. sapiens]//!. le-98; 487: 97//Hs. 147802 :R7 1 297 
F-HEMBAl 001 080//Huaan N-type calciua channel alpha-1 subunit aRNA, 
coaplete cds//0. 013: 385: S8//Hs. 69949:8941 72 
F-HEMBAl 001 085//Huaan hSIAH2 aRNA. coaplete cds//0. 55:338: 59//Hs. 2 
0191: U76248 

F-HEMBA 1 00 1 08B//Huaa n PINCH protein aRNA, coaplete cds//7. 3e-73: 30 
3 : 78//Hs . 83987 : U09284 

F-HEMBAl 00 1094//In ter I euk in 8//0. 092: 530:58//Hs. 624:817017 
F-HEMBAl 00 1099 



F-HEMBA 1 00 1 109//Hoao sapiens tapasin (NCS-17) aRNA, coaplete cds// 
2. 4e-61 : 341 : 85//Hs. 5247: AF029750 

F-HEMBAl 001 1 2 1//EST//7. 3e-1 3 : 265 : 64//Hs. 142423 : AA41 2497 
F-HEMBA 1001 1 22//Hoao sapiens aRNA for KIAA0471 protein, coaplete c 
ds//0. 066 : 649 : 56//Hs . 5347 : AB007940 

F-HEMBAl 001 1 2 3//Hoao sapiens aRNA for K1AA0448 protein, coaplete c 

ds//1. 56-10: 231 :68//Hs. 27349: AB00791 7 

F-HEMBAl 001 1 33//EST//0. 50:222: 63//Hs .I310I8:AI01 5747 

F-HEMBAl 001 1 37//Hoao sapiens aRNA for K1AA0798 protein, coaplete c 

ds//2. 2e-73 : 527 : 77//Hs. 1 59277 : AB01 8341 

F-HEMBAl 00 1!40//Hoao sspiens aRNA for K1AA0682 protein, coaplete c 
ds//0. 020: 141 :65//Hs. 7482: AB014582 
F-HEMBAl 001 1 72//EST//0. 77 : 1 58 : 60//Hs . I SB894 : Al 378457 
F-HEMBAl 001 1 74//ESTs//1 . 4e-63 : 363 : 92//Hs. 1 32798 : AA922226 
F-FCMBA 10011 97//EST s , Veakly siailar to Rap2 interacting protein 8 
[N.ausculus]//S.0e-54:555:71//Hs. 55165: AA573499 
F-HEMBA 1 00 1 208//EST//6. 2e- 26 : 2 1 3 : 77//Hs . 146 964 : A II 8346 3 
F-HEMBAl 001 21 3//Huaan aRNA for KIAA0013 gene, coaplete cds//0.026: 
569: 57//Hs. 48824:087717 

F-HEMBAl 001 226//ESTs//l . 9e- 1 1 : 407 : 65//Hs. 1 57977 : Al 369694 

F-HEMBAl 001 235//ESTS//0. 0042 : 1 6 1 : 63//Hs. 1 551 70 : AA1 67748 

F-HEMBAl 00 1 247//ESTx//l . 2 e- 91 : 429 : 99//Hs . 1 43304 : A 1 084058 

F-HEMBAl 001 257//Huaan zinc finger protein (MAZ) aRNV/0. 01 7: 330: 62 

//Hs. 7647: 894046 

F-HEMBAl 001 265 

F-HEMBAl 00 1281 

F-HEMBA1001286//Natriuretic peptide precursor B//0. 76: 163 :63//Hs. 9 
37:AL021 155 

F-HEMBAl 001 289//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-69 
G12//5. 1e-30:530:64//Hs. 1 54050 :AC0041 31 

F-FEMBA1 00 1 294/ /Hoao sapiens aRNA for aatri I in-3//0. 00023:657:56// 
Hs. 1 19534: AJ22474I 

F-HEMBAl 00) 299//Sas 1 1 inducible cytokine A5 (RANTES)//2. 2e-27:271 : 
77//Hs. 1 55464: AF08821 9 

F-HEMBAl 001 302//ESTs. Moderately siailar to Cab45a [M. auscu I us]// 
3. 3e-53: 272 : 97//Hs. 1 54563: All 29590 

F-HEMBAl 001 303//E$Ts, Veakly siailar to RNA splicing-related prote 
i n [R. norvegicui]//2. 6e-66: 241 : 99//H s. 1 20847 : AA73 1201 
F-HEMBAl 00 1 310//ESTs//2. 0e-21 : 1 33 : 93//Hs. 15911 6 :»55873 
F-HEMBA 100131 9//Hoao sapiens aRNA for KIAA0758 protein, partial cd 
s//0. 23: 562: 58//Hs. 22039: AB01 8301 

F-HEMBAl 00 1 32 3//Vi ng I ess- type WTV integration site 5A. huaan hoao 
log//2. Se-31 : 165: 99//Hs. 152213:120861 

F-HEMBAl 001 326//ESTs, Highly siailar to HYPOTHETICAL 55.1 KD PROT 
EIN IN FAB1-PES4 INTERGENIC REGION [Saccharoayces cerev is iae]//8. 9 
e-08: 185: 68//Hs. 1 Q87 34 : A 1 073427 

F-HEMBAl 00 1 327//ESTS//0. 085 : 337 : 60//HS. 11 41 57 : AA70301 3 

F-HEM8A100133D//EST//0. 0018: 225:63//Hs. 1 27987: AA970S69 

F-HEMBAl 00 1351 //Hoao sapiens VAMP-assoc iated protein of 33 kDa (VA 

P-33) aRNA, coaplete cds//3. 6e-105: 516: 97//Hs. 9006: AF0S73S8 

F-HEMBAl 001 36I//ESTS//1 . 2e-62 : 317 : 97//HS. 6639 : R39794 

F-hEMBA 1 00 1 37S//ESTs//0 .93:180: 60//Hs . 1 4842 5 : A 11 98074 

FHEMBA1001377//ESTs//9. 2e-87 : 414: 99//Hs. 48469 : N621 56 

F-HEMBAl 001 383//ESTS//0. 0023 : 336 : 60//Hs. 1 40622 : AA8443S3 

F-HEMBAl 00 1387//ESTS. Highly siailar to RAS-LIKE PROTEIN TC10 [Ho 

ao sapiens]//!. Oe- 132: 643 :97//Hs. 124217:AA020848 

F-HEMBA I 00 1388 

F-HEMBAl 001 391//E$Ts//5. 6e-32: 191 : 93//Hs. 71 62S : N41 660 
F-HEMBA 1001 398 

F-HEMBA 1 00 1 405//EST//1 .0:135: 63//Hs . 1 46833 : A 1 1 51 1 1 7 
F-HEMBA 1 00 1 407//ESTS//0. 53 : 390 : 57//HS. 1 50447 : A 1 0 1 7798 
F-HEMBAl 00141 1//EST//8. 8e-06 : 270 : 62//Hs. 1 45386 : A 1 253108 
F-HEMBAl 001 41 3 

F-HEMBAl 00141 5//EST//1 . 3e-1 2: 176: 7S//Hs. 1 331 72 : AI051605 
F-HEMBAl 00 1432//R1NC3 PROTEIN//0. 57 :34S:59//Hs. 75243:042040 
F-HEMBAl 00 1 433//ESTs//1 . 3e-2l : 333 : 69//Hs. 1 31 648 : A 1 025726 
F-HEMBAl 001435//Cy tochroae P4S0, subfaaily I (aroaatic coapound-in 
ducible). polypept ide 2//1. Ze-74: 469:80//Hs. 1 361 :MS5053 
F-HEMBAl 00 1 442//EST//0. 29:181: 64//Hs . 1 1 6883 : AA66303 1 
F-HEMBAl 00 1 446//EST s , Veakly siailar to Rap2 interacting protein 8 
[M. auscu I us]//6. 8e-47 : SSO : 71 //Hs. 55165: AA57 3499 
F-KEMBA100I450//Hoao sapiens GTPase-act i vati ng protein (5IPA1) aRN 
A. coaplete cds//0. 82:312:5B//Hs. 7019:AB005666 
F-HEMBA 100 1454//ESTs//l. 2e-46 : 297 : 80//Hs. T 52395 : AA5331 07 
F-HEMBA 1 00 1 455//ESTs//7 . 3e- 1 03 : 502 : 97//Hs .112860: AA4424 1 2 
F-HEMBA 100 1 46 3//Huain aRNA for KIAA0392 gene, partial cds//8. 7e-5 
1 : 323 : 88//Hs. 401 00: AB002390 

F-HEMBAl 001 476//Hoao sapiens aRNA for KIAA0572 protein, partial cd 

s//6. 2e-1 04 : 489 : 99//Hs. 1 4409: AB0 1 1 1 44 

F-HEMBAl 00 1478//EST//0. 01 3: 205:61//Hs. 1 57309 :A1 365451 
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F-HEMBAI 001 497//$aa 1 1 inducible cytokine AS (RANTES)//S. 9e-45: 307: 
84//H*. 1 55464: AF08821 9 

F-HEMBAI 001 5 10//H. sapiens eRNA for C13 protein//?. 1e-71 : 405: 92//H 
s. 42853 :X980S4 

F-HEMBA1001 51 S//Huaan Line-1 repeat aRNA eith 2 open reading fraee 
s//4.5e-105:773:82//Hs.23Q94:M19503 
F-H£M8AI001S17//EST//3.6e-09:271:65//Hs. 162347: AA56490? 

F-HEMBA 1001 522//ESTs//4. 3e-1 3: 85 :95//Hs. 126707 :AI 376869 
F-HEMBA1001526 

F-HEIBA1 001 S33//EST//1.0: 75 :73//Hs. 145360: A 1 252476 

F-HEMBAI 001 S57//EST//3. 5e-l 3 : 261 : 64//H*. 161 496: N66S80 

F-HEMBAI 001 S66//EST//3. 7e-07 : 3S4 : 54//HS. 43830 : N26652 

F-HEMBA 1 001 569/ /Hobo sapiens aRNA for vesicle associated aeabrane 

protein 2 (VAMP2)//8. 0e-6B: 338: 97//Hs. 91589:M36205 

F-HEMBAI 001570//ESTs//I.Se-47: 369: 82//Hs. 107657:AA1 26814 

F-t£lffiA1001579//Ho8O sapiens aRNA for NSI-binding protein (NSJ-BP) 

//7. Oe-175: 678: 99//Hs. 1 59597 :AJ01 2449 

F-KEMBA 1 00 1 58 1 //ESTS//4. 4e-07 : 237 : 67//HS .152304: AA605 1 84 
F-1CMBA 1 00 1 585//EST s// 1 . 1 e-1 1 : 81 : 1 00//Hs. 16364: Al 357228 
F-t€KBA100t589//Huaan aRNA for KIAA0I66 gene, coaplete cds//0. 82:2 
10:64//Hs. 115778:079988 

F-HEMBAI 00 1 S9S//Huaan aRNA for KIAA0128 gene, partial cds//2.6e-11 
0 : 855: 78//Hs. 90998:050918 

F-HEMBA1 001 608//EST//1. 0:201 : 60//Hs. 1 36747: AA749210 
F-HEMBA1001620//E$Ts//1. 5e-39:21 1 : 98//HS. 1 31063 : At 016400 
F-HEMBAI 001 635//ESTs//4. Oe-33: 168: 100//HS. 1 22655: Al 361870 
F-HEMBAI 001 636//ESTs, Moderately siailar to !!!! ALU SUBFAMILY SP 
■ARMING ENTRY !!!! [H. sapi ens]//0. 038: 1 98: 64//Hs. 34579: Al 338536 
F-HEMBAI 001640//ESTS//1 . I e-24: 31 S: 71//Hs. 341 14: AA776899 
F-HEMBAI 001 647//Huaan plectin (PLEC1) aRNA, coaplete cds//0. 00049: 
629: 61//Hs. 79706 :U53204 

F-HEMBA 1 001 6S1//EST//3. 6e-07 : 285 : 63//Hs. 1 32S58 : AA948S60 
F-HEMBAI 001 6S5//ESTs//1 . 4e-95 :497 : 96//Hs. 59S63 : AA203283 
F-1CMBA1001658//EST//0. 18 : 251 :S9//Hs. 1 1 7724:H471 21 
F-HEMBAI 001 661 

F-HEMBAI 001 672//Hoao sapiens aethyl-CpG binding protein MB03 (MBO 

3) aRNA. coaplete cds//7. 9e-146:669:99//Hs. 1072S4: AC00S943 

F-HEMBAI 001 675//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 

t Kt AA0484//2. 0e-57:447:79//Hs. 1 58095: AB007953 

F-HEMBAI 001 678//ESTs//4. Oe-SO: 360: 83//Hs. 146811 :AA4 10788 

F-HEMBAI 001 681 //EST//1. 0: 165: 58//Hs. 136790: AA776060 

F-HEMBAI 001 702//EST//0. 015:312:61 //Ha . 1 62839: AA648760 

F-HEM8A1 001 709//EST//0. 85:131: 65//Hs. 1 3 1 451 : A 1 023995 

F-HEMBAI 00171 l//ESTs//0. 084:425 : 56//Hs. 125346 : Al 302836 

F-HEMBAI 001 71 2//EST//0. 26:214: 59//Hs. 1 S9088 : A 1 3831 14 

F-HEMBA1001 714//ESTs, Highly siailar to ATPASE INHIBITOR. MITOCHO 

NORIAL PRECURSOR [Rattus norvegi cus]//3. 0e-30: 195: 92//Hs. 1 32948: AA 

194452 

F-HEMBAI 001 718//E5T//0. 0044 : 275 : 60//Hs. 125969: AA889554 
F-HEM8A1001 723//INTERLEUK IN ENHANCER-BINDING FACTOR//0. 24: 501 : 57// 
Hs. 101 524: U58197 

F-HEMBAI 001 731//EST//1. 2e-06 : 261 :63//Hs. 132331 : A 1 028363 

F-HEMBAI 001 734//E$Ts//0. 018:177: 63//HS. 1 2963 1 : Al 00041 5 

F-HEMBAI 001 744//EST//8. 7e-77 : 420 : 92//HS. 1 33226 : A 1 052250 

F-HEMBAI 001 74S//Hobo sapiens aRNA for TSC403 protein, coaplete cds 

//D. 37 : 300 : 62//Hs : 1 0887 : ABO 1 3 924 

F-HEMBAI 001 746//ESTS//0. 31 : 168: 66//Hs. 27237:N68328 

F-HEMBAI 001 761 //ESTs. Veakly siailar to ZINC FINGER PROTEIN 91 [H. 

sapiens]//0. 76:218:60//Hs. 1 35553 : M4 T 598 

F-HEMBAI 001 7 81 //Hoao sapiens chroaosoae 19. cosaid R30953//0. 98: 21 
9:60//Hs. 98776: AC005622 

F-KEMBAf 001 784//Hoao sapiens aRNA for KIAA0474 protein, coaplete c 
ds//6.4e-09:26S:67//Hs. 1 58232 :AB007943 
F-HEMBAI 00 1791 

F-HEMBAI 001 800//EST//3. la-41 : 331 :81//Hs. 127I42:AA937570 
F-HEMBAI 001 803//EST//0. 0062 : 269 : 59//Hs . 49075 : N6481 7 
F-HEMBAI 001 804//Huaan POU doaain protein (Brn-3b) aRNA. coaplete c 
ds//1 . 8e-07 : 439: 59//Hs. 266 : U06233 

F-HEMBAI 001 808//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t XIAA0500//2. 5e-17S:809:98//Hs. 1 18164: AB007969 
F-HEM8A1001809//ESTs//6.0e-l01:497:97//Hs. 1 551 27 : AA625305 
F-HEMBAI 001 81 S 

F~KEM8A1001819//Huaan kruppel -rel ated zinc fingar protein (ZNF184) 
aRNA. partial cds//4. 9e-80:842:70//Hs. 1 S81 74:U66561 
F-HEMBAI 001 820//EST//0. 057 : 214: 62//Hs. 1 4871 5 : Al 223845 
F-HEMBAI 00 1822//Hoao sapians intersect in short fora aRNA. coaplete 
cd s//6. 7e-42 : 51 0 : 6S//Hs . 66392 : AF064244 
F-HEM8AI0O1 824//Hoeo sapiens OPA-containing protein aRNA, coaplete 
cda//5.2e-13: 253: 6B//Ha. 85313: AF071 309 
F-HEMBAI 001 835//Huaan aRNA for KIAA023S gene, partial cda//0. 96:28 



8: 60//Hs. 6151:087078 

F-HEMBAI 001 844//ESTs//1 . 1 e-29 : 1 97 : S0//Hs . 1 55243 : N70293 
F-HEMBAI 001 847//Huaan aRNA for K1AA0326 gene, partial cds//2. 0e-2 
3 : 379 : 68//Hs. 6833 : AB002324 

F-HEMBAI 001 861 //Hoao sapiens aRNA for KIAA0S17 protein, coaplete c 

ds//2. 8e-1 85 : 865: 98//HS. 78946 : AB0I45 1 7 

F-HEMBA1001 864//EST//0. 27 : 1 45: 63//Hs. 1 625B5: AAS93I21 

F-HEMBAI 001 866//ESTs, Veakly siailar to UOP-CLUCOSE : GLYC0PR0TE I N G 

LUCOSYLTRANSFERASE PRECURSOR [D. aelanogas ter]//3. 2e-39: 293: 84//Hs. 

1 52332 : Al 141922 

F-FEMBA1001869//ESTs, Veakly siailar to ASH1 [D. aelanogas ter]//8. 1 
e-70: 367 : 9S//Hs. 15423:T84036 

F-HEMBAI 001 888//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0484//5.4e-86:835:76//Hs.l58095:AB0079S3 
F-HEMBAI 00 1896 

F-HEMBAI 001 91 0//Huaan calpain-l ike protease (htra-3) aRNA. coaplet 
e c d s//0. 43:114:71 //Hs . 61 33 :U94346 

F-HEMBA 100191 2//ESTs//4. 1 e-7 9 : 3 98 : 97//Hs . 26660 : A 1 3 1 26 33 

F-KEMBA 1001 91 3//Hoao sapiens TNF-alpha stiautated ABC protein (ABC 

50) aRMA. coaplete cds//0. 00031 : 200: 62//Hs. 9573: AF027302 

F-HEMBAI 001 91 5//EST//0. 082 : 128: 64//HS. 1 26542 : AA91 6511 

F-HEMBAI 001 91 8//HOBO sapiens SEC63 (SEC63) aRNA. coaplete cds//0.4 

6: 374: 59//HS. 31575: AF1 00141 

F-HEJBA1 001 921 //Hoao sapiens gerainal center kinase related protei 
n kinase aRNA, coaplete cds//6. 7e- 1 86:855: 99//Hs. 1S4934: AF000145 
F-HEMBA 100193 9//ESTs//4. 9e-34 : 342 : 77//Hs . 1 3 27 1 1 : A 1 377295 
F-HEM8A1Q01 940//ESTs//8. 6e-1 5: 149: 8I//Hs. 141 1 29: R86221 
F-HEMBA 1 001 942//ESTS//0. 0014:271 :62//Hs. 1 24514: Al 219882 
F-HEMBA 1 001 94S//EST//0. 98:142: 64//Hs. 161540: N85943 
F-HEMBAI 001 950//ESTS//0. 99: !88:64//Hs. 28639 :R78360 
F-HEMBA 1001 96 0//Hoao sapiens aethyl-CpG binding protein MB02 (M8D 
2) aRNA. coaplete cds//0. 30: 85:69//Hs. 25674 :AF072242 
F-HEMBA 1 001 962//ESTs//0. 0012 : 289: 59//HS. 1 25492: AA938930 
F-HEMBA 1 001 964//EST//0. 73:1 53 :54//Hs. 112161 :AA477708 
F-fCMBAIOOl 967//Huaan DNA sequence froa clone 341 E 1 8 on chroaosoae 
6p1 1.2-12. 3. Contains a Serine/Threonine Protein Kinase gene (pre 
suaptive isolog of a Rat gene) and a novel alternatively spliced g 
ene. Contains a putative CpG island. ESTs and GSSs//4. 6e-1$6:720:9 
9//Ha. 1 1 050 :AL03 1178 

F-HEMBAI 001 979//ESTs//0. 86: 184:67//Hs. 77208 AA044732 
F-HElBA1001987//ESTs. Moderately siailar to hTAF 1 1 68 [H. sapiens]// 
2.8e-29: 151 :100//Hs. 124106: AA948 100 

F-HEIffiA 1001 991 //Hobo sapiens clone 24540 aRNA seauence//0. 049: 121 : 
70//Hs. 153529 :AF070581 

F-HEMBAI 002003/Aerat in 10 (epideraolyt ic hyperkeratosis: keratosi 
s palaaris at plantaris)//9.8e-09:294:63//Hs. 99936:X!44B7 
F-HEMBA 1 002008//ESTs//0. 12:299: 59//HS. 132803: V63582 
F-HEMBA 1 0020 18//PROTE IN- TYROSINE PHOSPHATASE ZETA PRECURSOR//0. 98: 
212: 64//Hs. 78867 :M93426 

F-KEMBA 1 0020 2 2//Huaan p37NB aRNA. coaplete cds//0. 00044: 58: 96//HS. 

1 55S4S: U32907 

F-HEMBA 1002035//EST//6.4e-07: 145 :68//Hs. 1 3S336: Al 049827 
F-HEMBA 1 002 03 9//EST//0. 99:79: 67//Hs . 9845 1 : AA426057 
F-HEMBAI 002049//ESTs. leakly siailar to !!!» ALU SUBFAMILY J VARNI 
NG ENTRY !!!! [H. sapiens]//4. 5e-26: 223:8I//Hs. 1 05292 :AA504776 
F-HEMBAI 002084 
F-HEMBA 1002092 

F-HEMBA 1 002 100//Hoao sapiens zinc finger hoaeodoaain protein (ATBF 

1-A) aRNA. coaplete cds//5. 6e-21 : 1 24: 96//Hj. 101 842 :L32832 

F-f£M8A1002102//ESTs. Highly siailar to ANKYRIN [Mus ausculus]// 

5. 9e-09: 434 : 62//HS. 1 35 1 02 : A 1 1 90276 

F-HEMBA 1 00 2 1 1 3//EST s//0. 049 : 2 5 5 : 6 3//Hs . 1 06 1 37 : A II 2 997 3 

F-HEMBAI 0021 19 

F-HEMBAI 002 1 25//H. sapiens ERF-2 aRNA//0. 026: 341 : S9//Hs. 78909 :U0780 
2 

F-HEMBA! 002 1 39//ESTs//0. 082 : 309 : 60//Hs. 36383: V52393 

F-HEMBAI 002 I 44//Huaan aRNA for KIAA0227 gene, partial eds//5. 6e-0 

6:601 :60//Ha. 79170:086980 

F-HEMBAI 002 I50//Hoao sapiens aRNA for KIAA0720 protein, partial ed 
s//S. 6e-0S : 353 : 62//H s. 23741 : AB01 8263 
F-HEMBAI 002 151 

F-HEMBAI 002 1 53//EST//Q. 014: 328: 60//Hs. 1491 IS: Al 244695 

F-HEMBAI 002 160//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K I AA0S07//5. 6e-49 : 303 : 79//Hs. 1 58241 : AB007976 

F-HEMBA 1 002 1 61 //Myosin, heavy polypeptide 7, cardiac muscle, beta/ 
/1 . 2e-40: 616: 67//Hs. 929:M57965 

F-HEMBAI 002 162//Hoao sapiens aRNA for XPR2 protei n//3. 4e-48:749:67 
//Hs. 44766: AJ007590 

F-HEMBAI 002 1 66//Saa 1 1 inducible cytokine A5 (RANTES)//2. la-60: 485: 
79//Hs. 1 55464: AF088219 
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F-K£MBA1002177//Hoao sapiens yotiao bRNA, coaplete cds//2. 4e-l 9: 1 5 
1 :86//Hs. 1 14808: AF026245 

F-HEMBAl 002 185//EST//0. 00011 :233:65//Hs. 1 25552 :AA884 141 
F-HEiaAl 0021 B9//EST//S. 1 ®-24 : 1 93 : 8 1//Hi. 1 63 1 61 : AA778363 
F-HEKM1 0021 91 //Hobo sapiens aRNA for K1AA0689 protein, partial cd 
s//0. 27 : 362: S9//Hs. 21992 : ABO 14589 

F-KEMBA1D02199//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0501//1. 2e-14: 199:72//Hs. 159897: AB007970 
F-HEMBA 1 002204//EST s//0. 46:312: 59//HS .61210: AA0246 96 
F-HEMBA1002212//ESTs//1. 0:191 :63//Hs. 1 49752: Al 285767 
F-t«MBA1002215//ESTs, Highly similar to TEST IN 2 PRECURSOR [Bus b 
usculus]//). 6e-47:251 :96//H*. 59906: AAOOI281 

F-HEB8A1002226//Hobo sapiens bRNA, chrosoaoBe 1 specific transcrip 
t K IAA0488//2. 4e-57: 375: 71//HS. 67619: AB007957 

F-HEMBA 100 2 22 9//Hoao sapiens KIAA0395 bRNA, partial cds//7. 9e-47: 3 
77: 80//HS. 43681 : AL022394 

F-HEMBA! 0022 37//EST//0. 044:1 37 :66//Hs. 144448: AAB 1 2455 
F-HEMBA 1002241 

F-HEBBA1002253//EST//2. 2e-41 : 21 9: 96//Hs. 1 37065:AA888887 
F-HEJ»A10022S7//Hoao sapiens di acylglycerol kinase iota (OCXi) aRN 
A. coBplete cds//1. 1e-152:731 :97//Hs. 1 59S64: AF061936 
F-HEBBA1002265//ESTI//5. 4e-1 1 : 337 :6S//Hs. 1 12639: At 125420 
F-+EMBA1Q02267//Hoao sapiens GDP-L-fucose py rophosphory lase (CFPP) 
bRNA. coaplete cds//1. 0: 39S:60//Hs. 1 50926 :AF0 1 7445 
F-HEBBA1 002270//ESTs//2. 5e-87 : 504 : 89//Hs. 1 24440 : H95404 
F-HEJB1A 1 002321 //Hobo sapiens oxidized low-density lipoprotein rece 
ptor bRNA. coaplete cds//0. 1 7:338: 60//Hs. 77729: AB010710 
F-HEMBA 1 002328//ESTs//7. 9e- 1 03 : 480 : 99//Hs. 1 233 1 8 : A 1 201 982 
F-HEM8A1 002337//Huaan bRNA for K1AA0118 gene, partial cds//0. 93:22 
0:6I//Hs. I 54326:D42087 

F-HEMBA 100 2 341 //Hobo sapiens bRNA for KIAA0771 protein, partial cd 
s//7. 8e-187:872:98//Hs. 6162: AB0 183 14 
F-HEM8A1 002348//EST//1. Oe-1 9: 285 : 70//Hs. 1 2 1 860 : AA776692 
F-HEMBA1 002 349//EST//0. 01 1:385: 59//Hs. 148533 : A 1 200996 
F-HEMBA 100 2 363//Hoao sapiens chroaosoae-associated protein-E (hCA 
P-E) bRNA. coaplete cds//2. 4e-t89:872i99//Hs. 1 1 9023:AF092563 
F-HEMBA 1 002381 //EST//7. 9e-34: 236 : 77//HS. 162197: AA53S216 
F-HEMBA1002389//ESTs//4. 3e-59: 342: 92//Hs. 1 33391 : AA535144 
F-FCJffiAI002417//Hoao sapiens chroaosoae 19. cosaid R28784//2. 2e-1 5 
9 : 775: 97//HS. 25527 : AC005954 

F-HEMBA 1 00241 9//EST. Moderately siailar to ROD COP-SPECIFIC 3’ , 5 
-CYCLIC PH0SPH00 1 ESTERASE BETA-SUBUNIT [H. sapiens]//!. 0: 144: 65//H 
s. 136096:127141 

F-ICMSA1002430//Huaan clone 23695 aRNA sequence//2. 7e-06: 563:59//H 
s. 90798 :U7 9289 

F-HEMBA 1002439//EST. Weakly siailar to LINE-1 REVERSE TRAMSCRIPTAS 
E H0M0L0C [H. sapiens]//0. 1 1 : 1 1 1 : 67//Hs. 1 621 54: AAS28561 
F-HEMBA 1002458//ESTs, Weakly siailar to hypothetical protein B, 6. 
8K [H. sapiens]//) . 3e-7l : 346: 98//Hs. 136121: W26490 
F-HEM8A1002460//ESTs//2. 1 e-94: 484: 96//Hs. 106441 :R53I60 
F-FEM8A1 00246 2//Hoao sapiens N-aethy I -O-aspartate receptor 2D subu 
nit precursor (NMDAR2D) aRNA, coaplete cds//0. 00024: 240: 64//Hs. 1 13 
286 :U77783 

F-fCMBA 1 00246 9/ /Human aRNA for KIAA0122 gene, partial cds//1,3e-l0 
9:603:92//Hi. 154583:050912 

F-HEMBA1 00247 5/ /RYANOO I NE RECEPTOR. SKELETAL MUSCLE//0. 025: 261 :63/ 
/Hi. 89631 :U4850S 

F-HEMBA 10024 77//Ho 00 sapiens aRNA for KIAA0S61 protein, partial cd 
s//2. 8e-45 : 331 : 83//Hs. 61 89: AB01 1 1 33 
F-HEMBA1002486//EST//0. 00039: 174:67//Hs. 96680: AA303235 
F-HEMBA 1002495 

F-HEMBA1 002498//ESTs//l . 2e-91 : 460: 97//Hs. 1 1 8327 :W791 61 
F-HEMBAI002S03//H. sapiens aRNA for MACH-alpha-2 protein//4. 8e-l3: 1 
64:74//Hs. 1 9949 :X98 173 

F-HEMBA 1 002 508//HOBO sapiens PYRIN (MEFV) aRNA, coaplete cds//6. I 
e-79:460:83//Hs. 113283: AF0I 8080 

F-HEMBA 1 00251 3//Hoao sapiens aRNA for histone deacety lase-l ike pro 
tein (JM2D//9. Oe-I S9: 738: 98//Hs. 6764:AJ01 1 972 
F-HEMBA1002515//ESTs//3.6e-08:185:69//Hs. 118701 :AA420795 
F-HEMBA1 002538//EST1//0. 97:68: 73//Hs. 1 34672 : A 1 087951 
F-KEMBA1002542//Hoao sapiens aRNA for cheaokine LEC precursor, coa 
plete cds//6. le-46:238:87//Hs. 10458: AF08821 9 

F-HEMBA 1002 54 7//Hoao sapiens agrin precursor aRNA. partial cds//1. 

1 e-1 38 :6S5:98//Hs. 68900: AF0I 6903 

F-HEMBA 1002 5 5 2//Huaan Hep27 protein aRNA, coaplete cds//2. 8e-08: 1 7 
3 : 68//Hs. 102137: U31 B7S 

F-HEMBA 1 002 5S5//HOBO sapiens aRNA for APC 2 protein, coaplete cds/ 
/0. 00020: 603: 57//Hs. 2091 2 : AB01 2162 

F-HEMBA1 002558//ESTs//6. Oe-25 : 262 : 77//HS. 1 36304 : AA43 1 205 
F-HEM8A100256l//Huaan clone 23574 aRNA sequence//4. 7a-l 7:268 :72//H 



s. 79385: U90905 

F-HEMBA 1 002 S69//Hoao sapiens protein associated with Myc aRNA, coa 
plete cds//4. 3e-142:457:99//Hs. 15141 1 :AF07S587 
F-HEIffiAl 002S83//Hoao sapiens UXLF aRMA for ubiquitous Kruppel like 
factor, coaplete cds//2. 8e-30: 156: 100//Hs. 32170: AB0ISI32 
F-HEMBAl 002590//ESTS//1 . 0e-30 : 277 : 77//HS. 1 391 58 : AA226 1 59 
F-HEMBA I 002592//ESTS//2. 4e-20: 233: 7S//Hs. 1 59329: Al 378353 
F-HEMBAl 002609/ /Hoao sapiens aRNA for KIAA0597 protein, partial cd 
s//l . 4e-1 76 :820: 99//Hs. 20141 : AB01 1 169 
F-HEMBAI 002621 //EST//0. 99 : 208 : 60//HS. 1 591 27 : A 1 384013 
F-HEMBAl 002624/ /Hoao sapiens aRNA for KIAA080B protein, coaplete c 
ds//9. 2a-l89: 532: 97//Hs. 91 338: AB018351 

F-HEMBAl 002628//Huaan aRNA for KIAA0336 gene, coaplete cds//0.079: 
231 : 65//Hs. 1251 29: AB002334 

F-HEMBAl 00 26 29//Huaan density enhanced phosphatase-1 aRNA, coaplet 
e cds//1. 3e-07:473:6t//Hs. 1177:010886 
F-HEMBAl 002645//ESTI//2. 6e-32: 209: 88//Hs. 141323:N80390 
F-HEMBA 1002651 

F-HEMBAl 002 6 5 9//Huaan vascular endothelial growth factor related p 
rotein VRP aRNA. coaplete cds//0. 74:223:60//Hs. 79141 :U43142 
F-HEMBAl 00266 1//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//1 . 4e-1 22 : 781 : 8S//H1. 23094: Ml 9503 
F-HEMBA 1 002 666//ESTs//0. 39:1 1 7: 65//Hs. 3794 : T08497 
F-HEMBA 1002 6 78//EST//0. 0081:148: 64//Hs. 1 56768 : A 1 351 368 
F-HEMBAl 002679//Cyc I i c nucleotide gated channel (photoreceptor), c 
CMP gated I <alpha)//0. 00095: 418: 61//Hs. 1323:542457 
F-HEMBA 1002 688 //Hobo sapiens hyperpol irizat ion-activated channel 1 
( IH1 ) aRMA, partial cds//l . 8e-1 1 :54l :60//Hs. 1 24161 : AF0651 64 
F-HEMBAl 002696//Hoao sapiens DNA froa chroaosoae 19, cosaid R29144 
//1.9e-Q6:34S:6l//Hs. 155647: AC004221 

F-HEIffiAl 002703//Hoao sapiens aRNA for KIAA045S protein, coaplete c 
ds//6. Oe- 1 2 : 327 : 62//H*. 1 3245 : AB007924 
F-HEMBAl 00271 2 

F-HEMBAl 00271 6//EST//1 . 2e-56 : 284 : 97//Hs. 131329: AA922800 
F-HEMBAl 002728//Hoao sapiens bRNA tor K1AA0621 protein, partial cd 
s//3. 7 e-1 27 : 61 4 : 97//Hs. 1 32942 : AB01 4521 

F-KCMBA1 002730/ /Hoao sapiens aicrosoaal glutathione S-transf erase 
3 (MGST3) bRNA, coaplete cds//0. 21 : 1S7:66//Hs. 1 1181 1 :AB007867 
F-HEW1A1002742//EST//0. 97:138:60//Hs. 160545: A 1 271 S96 
F-HEMBA 1002746//Huaan H0X4C aRNA for a hoaeoboa protein//0. 72: 347: 
58//Hs. 74081 :X59372 

F-HEMBAl 002748//ESTs, Weakly siailar to C27H6. 5 [C. e I egans)//0. 24: 
83 : 74//HS . 40806 : AAOl 8786 

F-HEWBA1 002750//EST s//5. 8e-37: 1 85: 76//HS. 1 40577 : AA82781 7 
F-HEMBAl 002 7 68//Koao sapiens bRNA for- KIAA0554 protein. partial cd 
s//2. 9e-l 78: 834: 98/ZHs. 74750: ABO 1 1 1 26 

F-HEMBAl 002770//ESTi, Highly siailar to TIPI 20 [R. norvegicus]//8. 0 
e-98:492:96//Hs. 1 1 S33 : AI299947 

F-l€MBA10O2777//Koao sapiens prostate apoptosis response protein p 
a r -4 aRNA. coaplete cds//3. 9e-0S: 528: S9//Hs. 128208 :U63809 
F-HEMBAl Q02779//ESTs//B. 1 e-l34:662: 96//Hs. 107295:W80392 
F-HEMBAl 0O278O//ESTs//3. 8e-41 :421 : 74//Hs. 141 576 : N90326 
F-HEMBA 10O2794//Pro tein kinase C, au//4. 8e-06: 244 :67//Hs. 2891 :X757 
56 

F-HEMBAl 002801 //ESTs//2. 1 «-24: 182 : 87//Hs. 124633 : AA856938 

F-HEMBA 10028 10//Hoao sapiens forain binding protein 21 bRNA. coapl 

ete cds//3. 4e-l69: 820: 97//Hs. 28307 :AF071 185 

F-HEMBA10O2816//ESTs//2.Se-91 : 387: 94//HS. 8008: R52744 

F-HEMBA 10028 18//Hoao sapiens UPH1 (UPH1) aRNA. coaplete cds//7.0e- 

122:733: 89//Hs. 6059 : AF0931 1 9 

F-HEMBAl 0O2825//ESTs//0. 00015 : 235: 62//Ha. 1 1 9383 : Al 279904 
F-HEMBAl 002833 

F-HEMBAl 002850//EST//0. 0014:201 :65//Hs. 1 56235: AA770550 
F-HEM8AIQ02863//E$Ts//1.2e-50: 295: 91 //Hi. 57980:168823 
F-HEMBAl 0O2876//ESTs. Weakly siailar to HYPOTHETICAL 26.4 KD PR0TE 
IN EEED8.8 IN CHROMOSOME II [C. a l egani]//4. 9e-1 8: 110: 94//Hs. 1 3322: 
AA 151730 

F-HEMBAl 002 886//EST//0. 99:184: 65//Hs. 1 60684 : A 1 279429 
F-HEMBAl 002896//EST s//2. 1 e-1 1 : 72 : 1 00//Hs. 1 4921 5 : Al 05 1 679 
F-HEMBA 100 2921 

F-HEMBAl 002924//EST//3. 7e-05: 291 : 64//Hs. 1 34677 : Al 088001 
F-HEMBAl 002934//EST s//2. 3e-42 : 324: 80//HS. 141658 : N7791 5 
F-HEMBAl 00 293 5 //Hobo sapiens aRNA for KIAA0S76 protein, partial cd 
s//1 . 6e-174: 803: 99//Hs. 14687: AB01 1 148 

F-HEMBAl 002937//ESTs. Weakly .siai lar to hoaologous to aousa gene P 
C326 :GenBank Accession Nuaber M9S564 [H. sapiens] //8. 1 e-36 : 256: 85// 
Hs. 36899: AA1 30053 

F-HEMBAl 002939//H. sapiens bRNA for cytokine inducible nuclear prot 
e i n//1 . t e-05 : 479 : 59//Hs. 74019: X83703 

F-HEMBAl 00 2 944//Huaan putative endothelin receptor type B-iike pro 
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tein aRNA. coaplete cds//0. 83:326: 58//Hs. 27747 :U87460 
F-HEN8Al0029Sl//ESTs//6. 1 e-08: 137: 70//Hs. 1 26762:AA91 3925 
F-HENBA 10029S4//ESTs//9. 3«-39: 249: 89//H*. 1 46185 R1 9099 
F-HENBA 1002968//ESTs//0. 73: 1 42 :64//Hs. 136371 :AA506092 
F-HENBA 100297 0//EST // 2 . 9e-IO: t03:82//Hs. 162580: AAS93828 
F-KENBA 1 00297 1 //ESTs//3. Se-21 : ! 90 : 81//H*. 61170: AA45421 9 
F-HENBAI 002973//Phosphodi es t erase 4B. cAMP-spec i f i c (dunce (Drosop 
hi la)-hoaolog phosphodiesterase E4)//1. 5e-37:247:89//Hs. 188: L2097 1 
F-HENBAI 00 299 7//Hoao sapiens chroaosoae-associated protein-C (hCA 
P-C) aRNA, partial cds//1. 7e-0S: 797 :58//Hs. 50758 :AF092564 
F-HENBAI 002999//EST//9. 9e-38: 453: 70//Hs. I6163S:»22525 
F-HENBAI 00302 1//Saa I I inducible cytokine AS (RANTES)//4. 6e-49: 373 : 
81//Hs. 1 55464 :AF0882 19 

F-HEN8A1 00303 3//ESTS//5. Oe-64 : 340: 95//Hs. 1 54270 : N26486 

F-HENBA 1 003034/ /Hoao sapiens PYRIN (ICFV) aRNA, coaplete cds//7.4 

e-70: 330: 78//Hs. 1 1 3283: AF01 8080 

F-HEM8A1 00303S//Hoao sapiens aRNA for test ican-3//0. 041 : 623: S7//H 
s. 1 59425: AJ001454 

F-HEMBA1 003037//EST//0. S3 : 59: 74//Hs. 14801 1 :A1268003 

F-HEMBA1 00304 1//ESTs. leakly siailar to FS8G11.6 [C. el egans]//l . 7 

e-64: 337: 95//HS.1 05907 :AAI86514 

F-HEMBA1003046//Hoao sapiens ai tochondrial processing peptidase be 
ta-subunit aRNA, coaplete cds//3. 2e-1 66: 777: 98//Hs. 44097 :AF054I82 
F-HEN8A 1 003064//ESTs//3. 2e-07 : 320 : 65//Hs . 23466 : AI 223438 
F-HEN8A 1003067 

F-HENBA 100 3071 //Hoao sapiens hyperpolarization-activated channel 1 
(IH1) aRNA, partial cds//l . 5e-!5:61 1 : 59//Hs. 1 24161 :AF06S164 
F-HENBA 1 QQ3077//Hoao sapiens KIAA0405 aRNA, coaplete cds//2. 2e-29: 
542 : 62//HS . 48998 : AB0O786S 

F-HEMBA1 003Q78//CYTOCHROME P450 IVF3//2. 0e-29:452:67//Hs. 106242:AB 
002454 

F-HENBAI 003079//EST//2. 0e-20: 273 : 73//Hs. 138001 :AI 034461 
F-HENBA1 003083//EST//2. Oe-48: 314: 86//Hs. 149580 : A 1 28 1 88 1 
F-HENBA 1 003086//ESTs//2, 6e-20 : 237 : 73//HS .129331 : AI 090721 
F-10BA1003096//ESTs. Veakly siailar to WG-bos transcription fact 
or [M. ausculus]//0. 98:216:61 //Hs . 97865 :AA405872 
F-HEMBA1 003098//EST//2. 9e-1 9 : 239 : 73//HS. 1 52366 : AA48672 1 
F-HENBA1003117//H. sapiens ERF-2 aRNA//0. 0048: 447: 59//Hs. 78909 :U078 
02 

F-HEM&A1003129//Hoao sapiens clone 24407 aRNA sequence//1 . 9e-06: 50 
7: 58//Hs. 1 2432: AF070575 

F-HENBA 1003 13 3//Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s//0. 038:288: 63//Hs . 6 1 62 : AB0 1 83 1 4 
F-HENBA 1003 1 36 

F-HENBA 10031 42//E$Ts//3. 6 e- 1 1 2 : 526 : 99//Hs. 55982 : AA284279 
F-HEH&A 10031 48//Hoao sapiens aRNA for dachshund protein//2. 2e-184: 
850: 99//HS. 63931 : AJ005670 

F-HENBA 1 003 1 66//Hoao sapiens aRNA for KIAA0688 protein, coaplete c 

ds//1 . 1 e-24: 171 :83//Hs. 141874: AB014S88 

F-HENBAI 003 1 75//EST//0. 91:168: 60//HS. 1 23335 : AA8 1 0740 

F-HENBA10031 79//EST, Veakly siailar to hypothetical protein in pur 

B 5' region [E. co I i]//4. 7e-20: 1 18: 97//Hs. 1 18831 : AA21 1 895 

F-HENBA10031 97//ESTs//0. 049: 265: 58//Hs. 1 53718: AI215523 

F-HENBA1 0031 99//S0X-3 PR0TE I N//0. 00034 : 383 : 6Q//Hs. 1 57429 : X7 1 1 35 

F-HENBA1 003202//E5T s//7. I e-84: 408: 98//Hs. 1 301 34: AA90541 2 

F-HENBA 1 003 204//Hoao sapiens PYRIN (HEFV) aRNA. coaplete cds//4. 6 

e-33 : 1 54 : 8S//Hs. 1 1 3283 : AF01 8080 

F-HENBA 1 0032 1 2//E ST s//l . Oe-31 : 159: 84//HS. 1 34067:AI 076765 
F-HENBA 1 003220//EST//8. 6e-29 : 3 1 7 : 73//Hs. 1 50552 : A 1 053784 
F-HEN8Al003222//ESTs//Q. 77: 208 : 62//Hs. 85451 :AA181310 
F-HENBA1003229//EST//0. 084: 233 : 60//Hs. 981 76: AA41 701 2 
F-FENBA1 003235/ /Hoao sapiens antigen NY-CO-16 aRNA. coaplete cds// 
0. 00054: 432: 58//HS. 1 32206 AF039694 
F-HENBA 1003250 

F-HENBAI 0032 57//Hoao sapiens fibroblast growth factor 18 (FGFI8) a 

RNA, coaplete cds//4. 3e-08: 426: 64//Hs. 49585 :AF075292 

F-HENBAI 003273//EST//0. 00078: 1 95 : 65//Hs. 1 5801 9 : AA867991 

F-HENBA 1 003276//EST//6. 6e-09: 1 59 : 74//Hs .162664: AA605020 

F-HENBAI 003278//ESTs//0. 89: 2S7 : 63//Hs. 23207: R42864 

F-HENBAI 00328l//ESTs//2. 6e-33: 175:98//Hs. 1 22278: AA781 867 

F-HENBAI 003286//Hoao sapiens chroaosoae 3ql3 beta-1, 4-gal actosy I tr 

ansferase aRNA, coaplete cds//2. 9e-146:539: 97//HS. 13225: AF038662 

F-HENBAI 0032 91 //Hoao sapiens aRNA for KIAA0537 protein, coaplete c 

ds//1 . 6e-l 67 : 799 : 98//HS. 1 2836 : ABO 1 1 1 09 

F-HENBAI 0032 96//EST//0. 0013:49: 97//Hs . 1 37 1 57 : R449 1 2 

F-KENBA 1 003304//ESTs//0. 047:164: 64//HS . 94448 : AA770 1 60 

F-HENBAI 003309//ESTs//7. 8e- 1 23 : 589 : 98//Hs. 1 05486 : AA52 1012 

F-HENBA 1 00 3 3 1 4/ /Hoao sapiens aRNA for leucine zipper bearing kinas 

e, coaplete cds//!. Se-189:865: 99//Hs. 1 24224 :ABO0 1872 

F-HENBAI 003322//H. sapiens aRNA for Sigaa 3B protein//4. 5e-49:399:8 
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0//Hs. 1S4782: 199459 

F-HENBAI 003327//EST//7. 7e- 10: 165: 72//H* . 1 1 4826 : AA056254 
F-HEMBA1Q03328//EST//0. 00023: 128: 67//Hs. 1 26467: AA91 3328 
F-HENBAI 003330 

F-HENBA! Q0334B//Huaan aRNA for KIAA0331 gene, coaplete cds//4.8e-2 
6 : 256 :78//Hs. 146395 :AB002329 / 

F-HENBA 1 00336 9//Hoao sapiens DNA froa chroaosoae 19p13.2 cosaids R 
31240. R30272 and R28549 containing the EKLF. GC0H, CRTC, and RA02 
3A genes, genoaic sequence//0. 37: 187: 6S//Hs. 80265: A0000092 
F-HENBAI 003370//EST s//8. 2e-36 : 1 96 : 79//HS. 1 391 58: AA226 1 59 
F-HEMBA1003373//ESTs//I.O:l95:6l//Hs. 127307: AI263819 
F-HENBAI 003 376//C1 a thr in, light polypeptide (Lcb)//2. 3e-29: 606 : 64/ 
/Hs. 73919:381637 

F-HENBAI 003380//ESTS//2. 5e-21 : 303 : 70//Hs. 37528 : H5801 7 

F-HENBAI 003384//ESTs//0. 14:281 : 61//Hs. 1 59650 : N95552 

F-HENBAI 003395//EST s//0. 53:121: 70//Hs. 1 44873 : A 1 202468 

F-HENBAI 003402//EST//0. 029 : 1 48 : 66//Hs. 11 6798 : AA63 38 1 3 

F-HENBAI 003403// Adduc in 2 (beta) {al ternati ve produc ts}//5. Oe-OS: 4 

45: 61//H*. 90951 :U43959 

F-HENBA 1 003408//ESTS//9. 0e- 1 2 : 87 : 98//Hs . 70266 : 278309 
F-HEN8A10034l7//Glutaaate-cysteine ligase (gaaaa-glutaay Icysteine 
synthetase), regulatory (30. 8kD)//9. 5e-0S: 541 : S8//Hs. 89709: L3SS46 
F-HENBAI 0034 18//ESTS//3. Se-8S: 399: 100//HS. 154489: AA564962 
F-HENBAI 00343 3//Hoao sapiens nibrin (*ffiS) aRNA, coaplete cds//2.0 
e-1 49 : 686 : 99//Hs. 25812: AF058696 

F-HENBAI 003447//Huaan aRNA for KIAA0380 gene, coaplete cds//0.43:2 
71 :60//Hs. 47822: AB002378 

F-HEHBA1003461//Glycoprotein 1b (platelet), beta polypept ide//4. 8 
e-08:775: 58//HS: 3847:1159632 

F-HENBAI 003463//ESTS//3. 3e-22 : 1 21 : 99//Hs. 1 30847 :AA058S78 
F-HENBAI 003480//Hoao sapiens aRNA for KIAA0700 protein, partial cd 
s//0. 16:321 :60//Hs. 13999 :AB01 4600 

F-HENBAI 003528//ESTs//3. 8e-53 : 3 1 5 : 91//Hs. 1 29688: AA057443 
F-HENBAI 00353 1//Muaan aRNA for KIAAQ033 gene, partial cds//4.9e-5 
1:451 :78//Hs. 22271:026067 

F-HEMBA1 003538//EST s//l . 2 e-82 : 41 5: 96//Hs. 162075: AI 39281 1 

F-HENBAI 003545// I SL1 transcription fsctor, LIN/hoaeodoasin, (isle 

t-1)//5. Oe-75: 736: 73//Hs. 5Q5UQ75S9 

F-HENBAI 003548//ESTS//8. 7e-77:41 1 :95//Hs. 163443: R2331 1 

F-HENBA1003S55//Huaan nucleotide-binding protein aRNA. coaplete cd 

s//3. 6 e-33: 562 : 64//Hs. 81469: U01 833 

F-HENBAI 003556 

F-HENBAI 003560//EST//3. 7e-29 : 202 : 86//Hs. 1 36858 : AA767 1 22 
F-HENBAI 003568//ESTs//2. 4e-06:214: 65//Hs. 143371 :AI 342327 
F-HENBAI 003S69//Huaan aetastasis-sssociated atal aRNA. coaplete cd 
s//2. Oe-S8:455:66//Hs. I01448:U35113 
F-HENBAI 00357 1//ESTs//0. 0025:198: 63//Hs. 1 16448 : AA648972 
F-HENBAI D03579//ESTs//6.0e-l 10: 513: 99//Hs. 97372 :AA398546 
F-HENBAI 003S81//ESTs. Highly siailar to TAUN [Hus ausculus]//3. 6 
e-1 9: 108: 99//Hs. 1 8420: AA599232 

F-HENBAI 00359 1/ZESTs, Veakly siailar to R74. 5 [C. elegans}//5. 2e-8 
5 : 487 : 92//Hs. 57937 : V68265 

F-HENBA! 003 595//Heabrane cofactor protein (C046, trophobiast-lyaph 
ocyte cross-reactive antigen)//2. 8e-06 : 439: 62//Hs. 83532: XS940S 
F-HENBAI 003597//ESTs//0. 0025 : 200 : 64//H s. 8473 : T40827 
F-HEMBA1003598//ESTs//0. 18: 187: 63//Hs. 98641 : AA42991 6 
F-HEN8A100361 S//ESTs, Highly siailar to phosphorylation regulatory 
protein HP-10 [H. sapiens]//2. 4e-1 33: 644 : 97//Hs. 3566: AA314782 
F-HENBAI 00361 7//Hoaa sapiens aRNA for HRIHFB21S7, partial cds//7. 9 
e-1 71 : 501 : 97//Hs. 1 24956 : AB0 1 5344 

F-f08A1003621//Hoao sapiens protein inhibitor of activated STAT p 
rotein PIASi-alpha aRNA. coaplete cds//4. 4e-l6: 161 : 78//Hs. 1 11323: A 
F077954 

F-HENBAI 003622//EST//0. 0085 : 251 : 62//HS . 97343 : AA401 750 
F-HEN8A1 003630//EST s//7. 5e-05:304:6l//Hs. 87131 : AA2331 59 
F-F£H8A1003637//Hoao sapiens hoaolog of the Aspergillus nidulsns s 
udD gene product aRNA, coaplete cds//7. 9e-26 : 546 :63//Hs. 1 09901 :AF0 
13591 

F-HENBAI 003640//ESTS//1 . I e-1 1 : 267 : 66//Hs. 34359 : All 22791 

F-1CN8A1 003645 

F-HENBA 1003646 

F-HENBAI 003656 

F-HENBAI 003662 

F-HENBAI 00 3 66 7//EST s// 1 . 5e-27: 23S: 8t//Hs. 558SS: AA621 381 
F-HENBAI 003679//ESTs//4. 3e-49:251 :97//Hs. 152811 :AA630906 
F-HENBA 1003680//Huaan p lectin (PLEC1) aRNA. coaplete cds//3. 4e-06: 
464 : 61 //Hs. 79706 :U53204 

F-KENBA I 003684//ESTs, Veakly siailar to zinc finger protein C2H2-1 

71 [H. sapiens]//!. 6e-100:478 : 98//Hs. 1 1 8866 : A 1 01 7072 

F-KENBA 1003690/ /Hoao sapiens aRNA for KIAA0600 protein, partial cd 
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s//9.'5e-74 : 60S: 77//H*. 9028: AF039691 
F-HEM8A1003692//ESTs//4.2e-43: 252 :92//Hs. 39748: AA487I87 
F-HEMBA100371 (//Homo sapiens aRNA for KIAA0544 protein, partial cd 
s//0. 81 :254:62//Hs. 32316: AB01 1116 
F-HEMBAI 00371 4//ESTs//6. 4e-98 : 495 : 95//Hs. 43846 : N4999S 
F-HEMBA 1 0037 1S//ESTs//1. 3e-1 1 : 228:69//Hs. 101237: AA708760 
F-t£M8AI003720//Hoao sapiens clone 23892 aRNA sequence//S. 5e-45:69 
2 : 68//Hs. 91 916: AF03S31 7 

F-HEMBA 1 0037 25//EST//2. 5e-4S: 228: 100//Hs. 1 60069: AA926921 
F-HEMBA 1 003729//ESTs//4. 1 e-48 : 253 : 96//Hs. 26270 : AA258839 
F-HEMBAI 003733//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//8. 6e-102 : 753: 81//Hs. 23094: Ml 9503 

F-HEMBA1003742//Howo sapiens chroaosowe 19. cosaid R31 180//0. 1 6: 24 
2 :62//Hs. 153325: AC005390 

F-HEM8A1 003758//ESTS//9. 3e-1 2 : 408 : 61//Hs. 148459: Al 1 98946 

F-HEMBA TOO 3 760//Hoao sapiens clone 23698 aRNA sequence//9. 7e-3S:43 

0:69//Hs.8136:U81984 

F-HEMBAI 0O3773//EST//Q. 76:191 : 61//Hs. 127020: AA934920 

F-HEMBAI 003783//ESTi, Weakly siailar to C01K6.7 [C. elegans]//!. 7e- 

24:224:81//Hs. 18171 :AA524327 

F-HEM8A1 003784//ESTS//0. 1 3 : 1 20 : 67//HS. 1 6 1 993 : AA5031 72 

F-HEMBAI 003799// Interleukin 9 receptor//2. 0e-1 7: 263: 70//Hs. 1 702 :L3 

9064 

F-HEMBAI 00 3 803//Hoao sapiens ca Ic iua-ac t i vated potassiua channel 
(KCMN3) aRNA, coaplete eds//0. 13:2Z2:6l//Hs. 89230: AF03181 5 
F-HEMBAI 003804//EST s//1 . 4e-1 1 2 : 275 : 98//Hs. 721 32 : AF039239 
F-HEMBAI 003805//Huaan p62 aRNA. coaplete eds//1 . 1 e-1 1 : 523 : 60//HS. 1 
19537:1881 08 

F-HEIBA1 003807//ESTS//4. 1 e-08 : 279 : 68//HS . 1 1 5679: Al 37972 1 

F-tOBAI 003827//Ho«o sapiens aRNA for KIAA0616 protein, partial cd 

s//3. 3e-85: 586 : 87//Hs. 60S) : ABQ14516 

F-HEMBAI 0Q3836//EST//6. 8e-06 : 98 : 74//Hs. 1 45447 : Al 204220 

F-HEMBAI 003 8 38//ESTS. Moderately siailar to !!!! ALU SUBFAMILY SC 

■ARMING ENTRY !!!! [H. sapiens]//3. 8e-40: 151 :88//Hs. 1 39007:H74314 

F-HEMBAI 003856//ESTs//8. 6e-53: 286: 95//HS. 1 16645: Al 005)67 

F-HEMBAI 003864//Huaan aRNA for KIAA0369 gene, coaplete cds//0. 1 1 : 1 

44: 66//Hs. 21355: AB002367 

F-HEMBAI 003866//Hoao sapiens seaaphorin F hoaolog aRNA, coaplete c 
ds//4. 3e-30:S80: 63//Hs. 27621 :US2840 

F-HEMBA1003879//Nuclear cap binding protein. 80k0//6.7e-10:87:95// 
Hs. 89563:032002 
F-HEMBAI 003880 

F-HEM8A100388S//Hoao sapiens aRNA tor KIAA0752 protein, partial cd 
s//4. 2e-18: 302: 67//Hs. 2371 1 :AB01829S 

F-HEMBA1003893//ESTS, Weakly siailar to HYPOTHETICAL 27.8 KD PR0TE 
IN IN VMA7-RPS31A INTERCENIC REGION [S. cerevi s i ae]//t . 2e-49: 295: 92 
//Hs. 1I4673.M72675 

F-HEMBAI 003902//ESTs//1 . 1 e-1 1 : 165: 74//Hs. 54632 : AA976236 
F-HEMBAI 003 908//Hoao sapiens aRNA for KIAA0S25 protein, partial cd 
s//0. 081:345: 58//HS . 78494 : AB0 1 1 097 

F-HEMBAI 003926//EST//2. Se-32: 253:83//Hs. 132635: AI032875 
F-HEMBAI Q03937//Huaan aRNA for KIAA0391 gene, coaplete cda//2. 9e-3 
8:313: 69//HS. 1 54668: A8002 389 

F-HEMBAI 003939//ESTa//3. 4e-07: 1 50: 71//Hs. 1 48926 :R59562 

F-HEMBAI 003942//EST, Weakly siailar to 24 KD PROTEIN [Xenopus laev 

is]//0. 0029: 222: 61//Ha. I44236:i52380 

F-HEMBAI 003950//ESTs//0. 98: 200: 62//Hs. 163912:W20055 

F-HEMBAI 003953//Z inc finger protein 7 (K0X 4, clone HF. 16)//0. 0001 

4: 27 1 : 66//Hs . 2076 : M295B0 

F-HEMBAI 003958//ESTs. Moderately siailar to !!!! ALU SUBFAMILY J « 
ARMING ENTRY !!!• [H. sapt ens]//2. 1 e-44:243:76//Hs. 91 146 :N73230 
F-HEMBAI 003 959//EST s//0. 067:251 : 59//Hs. 399I5:H78S67 
F-HEMBAI 003976//EST//6. 7e-09: 1 09 : 81//Hs. 1 54635 : Al 1 38965 
F-HEMBAI 003978 

F-HEM8A1003985//EST//0. 32: 1 15:69//Hs. 102617:N47009 
F-HEMBAI 003987//ESTs//7. 8e-07: 60: 1 00//Hs . 66058 : AA424456 
F-HEMBAI 003 98 9//Hoao sapiens HIV-1 inducer of short transcripts bi 
tiding protein (FBI1) aRNA. coaplete cds//0. 022 : 349: S8//Hs. 104640: A 
FOOOS61 

F-HEMBAI 004000//EST//7. 2e-07 : 200 : 66//Hs. 1 1 9082 : AA3S8468 

F-HEMBAI 00401 1//EST//0. 01 9: 241 : 62//Hs. 1 1 6989: AA676493 

F-HEMBA 1 00401 2//ESTs//3 . 6 e-09 : 1 77 : 68//Hs . 1 06 1 32 : AA8 1 257 3 

F-HEMBAI 00401 5//ESTs//3. 0e-86 : 407 : 99//Hs. 1 1 5679 : A I 37972 1 

F-HEMBAI 00402 4//Hoao sapiens aRNA for KIAA0772 protein, coaplete c 

ds//S. 2e-$l :359:84//Hs. 155I9:AB018315 

F-HEMBA I 004038//ESTs//1.2e- 58: 324: 94//Hs. 6 1658 :AI 239930 

F-HEMBAI 004D42//EST//0. 00088: 272 :6I//Hs. 155763: Al 31 2281 

F-HEMBAI 004045//EST//2. 7e-20:408: 66//Hs. 162529: AA5841 60 

F-HEMBAI 004048//Transf ora ing growth factor beta//0. 026: 462 : S7//Hs. 

6101 :M6031 5 
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F-HEMBAI 004049//ESTs//8. 1 e-68: 430: 86//Ha. I46307:AA584638 
F-HEMBAI 00405S//Huaan chroaosowe 3p21.l gene sequence//! . Se-1 0:45 .. 
7: 58//Hs. 82837: LI 3435 

F-HEMBAI 0040 56//Hoao sapiens aRNA for alpha(l,2) tucosyl transferal 

e. coaplete cds//l. Se-46: 199:80//Hs. 46328:087942 

F-HEMBAI 004074//ESTs//3. 0e-23:219:74//Hs. 70279: AA757426 

F-HEMBA 1 004086//EST//0. 36:189: 62//HS. 156218: AA7701 07 

F-HEMBA) 0040 97//NAOH-CYTOCHROME B5 RE0UCTASE//1 . 0:302: 57//HS. 7566 

6:M28713 

F-HEMBAI 004 111 //Huaan G protein-coupled receptor (STRL22) aRNA, co 
apl ete cds//4. 3e-39: 335: 79//Hs. 46468:045984 

F-HEMBAI 0041 3 1//Huaan aRNA for KIAA0202 gene, partial cds//1.9e-2 
4:610:61//Hs. 80712:086957 

F-HEMBA! 0041 32//EST//3. 5e-06 : 1 43 : 70//HS. I 36799 : AA780064 

F-HEMBAI 0041 33//ESTs//1. 0:1 57 :68//Hs. 161 226: A 1 41 9759 

F-HEMBAI 004 I 3S//H. sapiens aRNA for RanGTPase activating protein 1/ 

/0. 00055: 343 :62//Hs. S923:X82260 

F-HEMBA 1 004 143 

F-HEMBAI 0041 46 

F-HEMBA 1 004 1 S0//EST//D. 0046 : 402 : S7//Hs. 1 47027 : A II 86056 

F-HEMBA 1004 I 64//Hobo sapiens aRNA for KIAA0798 protein, coaplete c 

ds//1.8e-1S:59t :60//Hs. 1 59277: AB01 8341 

F-HEMBAI 004 16B//Hoao sapiens geainin aRNA. coaplete cds//1 . Se-1 34: 
649: 97//Hs. S9988 AF06785S 
F-HEMBA 1 004 199 

F-HEIffiAl 004200//ESTS//0. 0083 : 1 50: 66//Hs. 1 1 6424 : A 1 375427 
F-HEM8A1004202//ESTs, Weakly siailar to GTP-BINDINC PROTEIN TPTMI 
[Zea aays]//l . 2e-35: 205: 94//Hs. I0092:AM89282 
F-HEMBAI 004203//EST1//3. 9e-l 4 : 237 : 70//Ha. 1 18273: AA626040 
F-HEMBAI 004207//Lept i n receptor//! . 1 e-1 67 : 791 : 98//HS. 5451 5 :U50748 
F-HEMBA 10042 2 5//ESTS//0. 00087:231 :64//Hs. 13109:AA192514 
F-HEMBA! 004227//ESTs. Weakly siailar to FS5A11.4 [C. elegans] //0. 01 
2: 1S6:67//Hs. 163588: A 1073878 
F-HEMBAI 004238 

F-HEMBAI 004241//ESTs//8. 7e-0S : 5 1 : 96//Hs . 1 62826 : AA67957 1 
F-tCMBAI 004246//EST//1 . 2e-36 : 1 98 : 96//Hs. 1 21 343 : AA758522 
F-FEMBA1 004248//Hoao sapiens insulin induced protein 1 (1NSIC1) ge 
ne. coaplete cds//1. 1e-28:295: 72//Hs. 5620S:U96876 
F-FEMBA1004264//Huasn HCF1 gene related aRNA sequence//3. le-07: 55 
3:60//Hs. 83634:U521 1 2 

F-HEMBAI 004267//Hoao sapiens aRNA for KIAA0688 protein, coaplete c 
ds//4. 9e-73 : 490 : 77//HS. 141874: AB014588 
F-HEMBAI 004272 

F-HEMBAI 004274//EST//0. 43: 1 54: 61//HS. 1 25347: AA876444 

F-HEMBAI 004275//Huaan aRNA for XIAA0333 gene, partial cds//0. 71:11 

865//HI. IS5313AB002331 

F-HEMBA! 004276//Hoao sapient aRNA for KIAA0800 protein, coaplete c 
dt//l . 0: 364 : 56//Hs . 1 1 87 38 : AB01 8343 

F-HEMBAI 004 2 86//Ho*o sapiens TGF beta receptor associated protein- 
1 aRNA. coaplete cds//6. 9e-l87: 868: 99//HS. 1 01 766 : AF022795 
F-HEMBAI 004289 

F-HEMBAI 004295//EST//0. 20: 149 :62//Hs. 16241 5: AA573484 

F-HEMBAI 004306//ESTs//0. 041:177: 64//Hs . 1 58234 : At 270047 

F-HEMBA! 004312//ESTs//0. 83: 253: 59//HS.1 21898: A1336314 

F-HEMBAI 00432 1//Z inc finger protein 136 (clone pHZ-20)//2. 3e-40:45 

2:65//Hs. 69740 :U09367 

F-HEMBAI 004323//EST//0. 44:134: 64//HS . 145464 : A I 204532 
F-HEMBA1004327//Hoao sapiens S0X22 protein (S0X22) aRNA, coaplete 
cds//0. 017: 209: 64//H*. 43627 : U3561 2 

F-HEMBAI 004330//ESTs//4. 5e-27 : 1 71 : 91 //Hs. 1 1 2838 : AA614062 
F-HEMBAI 004334//EST//2. 4e-53 : 556 : 75//HS. 1 39093: AA1 66888 
F-HEMBAI 004335//Hoao sapiens aRNA for KIAA0706 protein, coaplete c 
ds//0. 49:80: 73//Hs. 1 39648 : AB01 4606 
F-HEMBAI 004341 

F-HEMBAI 004 3 S3//Hoao sapiens aRNA for c-ayc binding protein, coapl 
ete cds//2. 7e-39:270: 86//HS. 80686:089667 

F-HEMBAI 004 3 54//Huaan CHL1 potential helicase (CHLR1), coaplete cd 
s//1. 3e-46: 1 90 :92//Hi. 27424 :U75968 

F-KEMBA 1 0043S6//Thyro tropin-re I easing horaone receptor//0. 15:296:6 
2//Hs. 3022:085376 

F-HEMBAI 004 366//ESTs. Weakly siailar to transposon LRE2 reverse tr 
inscriptive hoaolog [H. sapiens]//7. 8e-l0: 396: 6I//HS. 33688: AA020928 
F-HEMBAI 004 372//ESTi//0. 90:172: 62//Hs. 14561 1 : R68800 
F-HEMBAI 004389//Z inc finger protein 148 (pHZ-S2)//8. 0e-28:359:67// 
Hs . 1 1 21 80 : AF03901 9 

F-HEMBAI 004 394//ESTs//0. 023 : 357: 58//HS. 4721 2:NSI 250 
F-HEMBAI 004 396//EST//3. 4e-22 : 244: 74//Hs. 1 62554: AA58481 8 
F-HEMBAI 004405//EST//4. Oe-43 : 2 1 4 : 1 00//Hs . 33 1 00 :H42 1 99 
F-HEMBAI 004408//ESTs, Weakly siailar to The ha 1 539 protein is rela 
ted to cyclophi I in. [H. sapiens]//!. 4e-20: 144:88//Hs. 121076: AI24642 



1118 



002-304 6 778 




#2000—118776 



[^5 5 0] 



6 

F-HEMBAI Q04429//Fucosy I transferase 1 (galactoside 2-alpha-L-fucosy 
I transferase, Boabay phenotype inc I uded)//4. 8e-l 8:248: 72//Hs. 6974 
7:1135531 

F-HEMBAI 00443 3//Saa I l indue ibis cytokine AS <RANTES)//8. 2e-39: 248: 
81//HS.1 55464: AF0882 19 

F-HEMBA 1 004460//Hoao sapiens PYRIN (MEFV) aRNA, coaplete cds//5. 6 

e-87:650:81//Hs. 1-1 3283 :AF01 8080 

F-HEMBAI 00446 1 //ESTs//0. 057 : 2 1 7 : 6 1 //Hs . 26989 : Z4 1 606 

F-HEMBA 10044 79//Hoao sapiens clone 23698 aRNA sequence//4. 9e-17:22 

3: 7l//Hs. 81 36:U8l 984 

F-HEM8A1 Q04482//EST//0. 0056 : 261 : S9//Hs. 4501 2 :N39450 
F-HENBA1 004499//ESTs//4. 1 e-68 : 340 : 97//Hs. 1 34266 : AA992600 
F-HEMBA1004S02//ESTs//7.7e-32:)95:91//Hs.134906:H93431 
F-HENBAI004S06//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//9. Oe-89 : 7S8 : 76//Hs . 23094 : Ml 9503 

F-KEMBA 1 Q04507//EST s . Veakly siailar to T19B10.6 CC. elegant] //l. 4 
e-61 : 296 : 99//Hs. 1 14622 : AA693492 

F-HEMBAI 004 509//Hoao sapiens suppressor of white apricot hoaolog 2 
(SVAP2) aRNA, coaplete cds//0.014:265:61//Hs.43543:AF042800 
F-HEMBA1 Q04S34//Fi I sain 1 (act in-binding protein-280)//S. 0e-74:67 
8:74//Hs. 76279:153416 

F-HEMBAI 004538//EST//0. 00047 : 268: 58//Hs. 1 36870 : AA805381 
F-HEMBAI 004542//Huaan butyrophilin protein (BT3. 3) «RNA, partial c 
ds//0. 74:74:75//Hs. 87497:1190552 
F-HEMBA1 004554 

F-HEMBA 1004560//ESTs//3. 1 e-1 9 : 240 : 73//Hs. 1 1 2637 : AA80533 1 
F-HEMBAI 004573//E5T//2. 4e-S9: 290 : 99//Hs. 1 1 2908 : AA620802 
F-HEMBA 1004577//ESTs, leak I y siailar to UTR1 PROTEIN [S. cere* i si a 
e]//1. 2 e-1 7 : 334: 67//HS. 24536: AA479825 

F-HEMBAI 004S86//Von Hippel-Lindau syndroae//5. le-35:337:78//Hs. 781 
60: AF0 10238 

F-HEMBAI 0045 96//EST s//3. 3e-32: 189: 94//Hs. 42530:N41661 
F-HEIBA1 004604/ Atuaan hindliab expressed hoaeobox protein backfoot 
(Bft) aRNA. coaplete cds//0.42: 186:66//Hs. 84136.U70370 
F-HEMBAI 00461 0//EST*. Moderately siailar to !!!! ALU SUBFAMILY J I 
ARMING ENTRY !!!! (H. sapi ens]//2. 3 e- 1 6: 297: 68//Hs. 1 06008: AA147606 
F-HEMBA1 00461 7//EST//0. 027: 1 88: 61//Hs. 1 59094: A 1 3831 98 
F-HEMBA1 004629//ESTs//7. 8a-09: 348 : 63//Hs . 1 38358 : T66 ! 78 
F-HEMBA1 004631 //EST//0. 0012:268: 60//Hs . 1 50685 : AA92341 6 
F-HEMBAI 004632//ESTS//0. 82:125: 67//Hs. 143619 : Ai 360891 
F-HEIBA1 004637//ESTs//0. 0034 : 229 : 64//Hs. 1 57 1 78 : A 1 346780 
F-HEMBAI 004638//ESTS//2. 0e-1 1 : 1 66 : 71//HS. 1 28657 : A 1017522 
F-HEM8A1004666//EST//0. 44: 294: S8//Hs. 44780 :N36083 
F-HEMBAI 004669//ESTs//1. 7e-28: 200: 86//HS. 8084:122796 
F-HEMBAI 004670//Muc in 1. transaeabrane//0.060:416:57//Hs.89603:J05 
582 

F-FEMBAI 004672//ESTs//0. 27:44: 95//HS. 86237: AA206 141 
F-HEMBAI 004693//ESTs//5. 3e-S5: 301 : 95//HS. 159066 :AI 093252 
F-HEM8At004697//H. sapiens aRNA for ribosoaal protein LI 8a hoaologu 
e//0. 64: 313 :61//Hs. 1 18578: X8082I 

F-H£M8Af D04705//Hoao sapiens KIAA0432 aRNA, coaplete cds//4. 5e-19: 
230: 73//Hs. 1 551 74: AB007892 

F-HEMBAI 004709//ESTs//3. 1e-31 : 176: 88//Hs. 152413 :AA78051 5 
F-HEMBA100471 1//Chol inergic receptor, nicotinic, del ta pol ypept ide 
//1. 0:244:57//Hs. 99975:X55019 

F-HEMBAI 004 72 5/ /Hobo sapiens agrin precursor aRNA. partial cds//0. 
24:328: 60//Hs . 68900 : AF0 1 6903 

F-KEMSA1004730//ESTs. leakty siailar toORF2-like protein [H.sapie 

ns]//5. 9e-32:476:70//Hs. 1 1 6874: AA524909 

F-HEMBAI 004733//ESTS//3. 8e-1 6 : 96 : 79//Hs. 1 5241 3 : AA7805 1 S 

F-HEM8A 1 0047 34/ /Hunan epideraoid carcmooa aRNA for ubiqui tin-con) 

ugating enzyae E2 siailar to Drosophila bendless gene product, coa 

plete cds//0. 16: 329: 58//Hs. 75355: D83004 

F-HEMBAI 0047 36//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//2. Oe-61 : 663 :71//H*. 23094M1 9503 
F-HEMBAI004748//ESTS//1. 5e-05:343:63//Hs. 42241 :H96813 
F-HEMBAlD0475l//ESTs//3.7e-32:147:80//Hs. 138788:N54504 
F-HEMBAI 004752//Hoao sapiens aRNA for KIAA028S gene, coaplete cds/ 
/0. 00020: 521 : 59//Hs. 91400: AB006626 

F-HEMBAI 004 7 5 3//Hobo sapiens DEC-205 aRNA. coaplete cds//S. 1e-46: 3 
37:84//Hs. 1 53S63: AF01 1 333 

F-t£MBA1004756//Huaan transporter protein (g17) aRNA, coaplete cds 
//3. le-24: 416: 65//HS. 76460 :U49082 

F-HEMBAI 004758//Hoao sapiens transcription factor SL1 aRNA. coaple 
te cds//1.2*-l36:769:91//Hs. 153088:139060 
F-HEMBAI 004763//Lori cr i n//0. 00) 8: 227: 62//Hs. 1 55657 :M6 1 120 
F-HEMBAI 0047 68//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//4. 5e-1 15:909: 78//H* . 23094 : N) 9503 

F-HEMBAI 004770//Huaan RadSO (RadSO) aRNA, coaplete cds//0. 020: 728: 
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S7//Hs. 41587 : U631 39 
F-HEMBAI 004771 

F-HEMBAI 0047 7 6//E ST s, leakly siailar to progesterone receptor-rela 
ted protein p23 [H. sapiens]//). 0: 1 58 :63//Hs. 62004 :AF039235 
F-HEMBAI004778//ESTs//1 . 2e-70 : 336 : 99//Hs. 1 1 3052 : AI 2221 06 
F-HEMBAI00479S 

F-HEkBAI004803//ESTs//5. Oe-75: 454: 88//H*. 1 38632 :H97952 
F-HEM8A1004806//EST//0. 080: 142:65//Hs. 160268: AI 148971 
F-HEMBAI 0D4807//Huaan HIV1 tata eleaent aodutatory factor aRNA seq 
uence froa chroaosoae 3//4. 5e-48: 171 : 92//Hs. 134510: L01042 
F-HEMBAI 00481 6//EST//1 . 0e-1 7 : 1 75 : 7I//Hs. 1 40680 : AA873646 
F-HEN8A1 004820//ESTI//1 . 3e- 1 36 : 629 : 99//HS. 1 60726 : AI 30048 1 
F-HEM8A 1 004847//EST s//2 . 1 e-09 : 66 : 98//Hs . 1 58 1 6 1 : AA3 1 25 1 1 
F-HENBA1 004850//EST//0. 033 : 253 : 64//Hs. 1 58782 : A 1 376601 
F-HEMBA 100486 3 //Hobo sapiens aRNA for KIAAQ578 protein, partial cd 
s//0. 83:179: 62//HS . 22998 : AB0 1 1 1 50 

F-HEMBA 1004864//ESTs, Weakly siailar to AN0N-66Db [D.aelanogaster] 
//1 . 7e- 1 3 : 8 1 : 1 00//Hs . 75884: AA446987 
F-HEMBAI 004865//ESTs//0. 92:148: 65//Hs . 1 26980 : AA934077 
F-KEM8A1004880//H. sapi ens aRNA for retrotransposon//! . 2e-30: 264:79 
//Hs. 6940:248633 

F-HEMBAI 004889//Gro»th arrest-specific 1//0. 20 : 146:68//Hs. 65029:L1 
3698 

F-HEM8A1 004900//EST s// 1 . 6e-32 : 1 96 : 9 J//Hs. 1 32032 : R85304 

F-HEMBAI 004909//ESTs//3. 4e-l 3 : 1 54 : 7S//Hs. 151467: N51 1 06 

F-HEMBAI 00491 8//EST//0. 78: 1 22: 61//HS. 145491 :A!254348 

F-HEMBAI 004923//ELK 1, aeaber of ETS oncogene f aai I y//1 . 6e-40: 340: 7 

9//Hs. 1 1 6549: AL009I72 

F-)CMBA1004929//Cardiac gap junction protei n//0. 0048: 588: $7//Hs. 74 
471 : XS2947 

F-HEMBAI 004930//ESTS//1 . Se~l 7 : 227 : 74//Hs. 148739: AI 224959 
F-HEMBAI 004933//Huaan pseudoautosoasl hoaeodoaa i n-containing prote 
in (PHOG) aRNA, coaplete cds//0. 1 1 : 1B2:65//Hs. 1 0593Z : U893 3 1 
F-HEMBAI 004934 

F-HEMBAI 004944//EST//1.2e-67: 349 :96//Hs. 162281 :AA553981 
F-HEMBAI 004954//ESTs//0. 014:404 : 60//Hs. 1 11 77: AA41 781 3 
F-HEMBAI 004956//EST//2. 3e-05: 208: 64//Hs. 146958: AM 74478 
F-HEM8A1004960//ESTS//0. 79: 169:62//Hs. 1 1637:W03274 
F-HEMBAI 004972 

F-HEMBA 1 00497 3/ /Hobo sapiens aRNA for KIAA0445 protein, coaplete c 

ds//0. 073: 574: 5B//Hs. 1 541 39 : AB0079I 4 

F-HEMBAI 004977//EST//4. 4e-l 2 : 86 : 94//Hs . 1 5781 9 : A 1 36 1 946 

F-HEMBAI 004978//ESTs//0. 097 : 337 : 60//Hs. 114157: AA70301 3 

F-HEMBAI 004980//EST//3. 2e-10: 1 69: 6S//Hs. 1 49 1 2 3 : A 1 244750 

F-HEMBAI 004983//EST//0. 93:85:71 //Hs. 1 62267 : AA553589 

F-HEMBAI 004995//ESTs//0. 46: 296: 61 //Hs. 1 351 68: AI 39402G 

F-HEMBAI 005008//ESTS//I . 5e-20 : 1 56 : 8S//Hs . 1 1 41 40: U35429 

F-HEMBA 1 00500 9//Hobo sapiens chroaosoae 7q22 sequence//!. 5e-5Z: 37 

9: 72//HS. 151887: AF053356 

F-HEMBAI 00501 9//HOSU) sapiens aRNA for KIAA0648 protein, partial cd 
s//4. 5e-148:693 : 98/ZHs. 31921 :AB014548 

F-HEMBAI 0050 29//Hoso sapiens aRNA for KIAA0660 protein, coaplete c 
ds//1. 0:21 5 :6S//Hs. 6727 :AB01 4560 

F-HEMBAI 005035//ESTS, Weakly siailar to HYPOTHETICAL 82.8 KD PROTE 
IN B0303.4 IN CHROMOSOME Ml [C. e i egans]//9. 4e-1 06 : 503: 98//Hs. 2136 
2:AF039237 

F-HEMBAI 00 SO 3 9//Huaan kpni repeat arna (edna clone pcd-kpni-8). 3* 
end//5. 8e-60 : 272 : 89//Hs. 1 03948 : KO0627 
F-f€M8A100S047//Hoao sapiens NAD-related gene SNAD7 (SMAD7) aRNA. 
coap I e te cds//0. 078 : 442 : S9//Hs . 1 00602 : AF01 01 93 
F-HEMBAI 005050//H. sapiens ERF-2 «RNA//0. 0025: 251 :63//Hs. 78909 :U078 
02 

F-HEMBAI 005062//ESTs//0. 020:268: 59//Hs. 146181 :AI 264462 
F-I£M8AI005066//Hoao sapiens X-ray repair cross-coapleaenting prot 
ein 2 (XRCC2) aRNA, coaplete cds//1. 5e-59:41 1 :85//Hs. 129727: AF0355 
87 

F-HEMBAI 00507S//Huaan aRNA for KIAA0383 gene, partial cds//0:0001 
0: 395: 57//HS. 27590: AB002381 

F-HEMBAI 005079//Di hydro I ipoaaide branched chain transacylase (E2 c 
oaponent of branched chain keto acid dehydrogenase coaplex)//3.5e- 
26:344:72//Hs. 89479: X66785 

F-HEMBAI 005083//Hoao sapiens centrosoaal Nek2-associated protein 1 
(C-NAPI) aRNA. coaplete cds//0. 59:631 :59//Hs. 27910: AF049I0S 
F-HEMBA 10051 01 //Hoao sapiens SYT interacting protein SIP aRNA, coa 
plete cds//4. 1 e-I 63: 762 : 98//Hs. 11 1 70: AF080561 
F-HEMBAI OOS113//ESTs//0. 52:1 09: 68//Hs. 106 330 : A 1 03 1 9 1 6 
F-HEMBAI 0051 23//Hoao sapiens aRNA for KIAA0761 protein, partial cd 
s//l . 3e-52 : 468 : 78//Hs. 931 2 1 : AB01 8304 
F-HEMBAI 0051 33//ESTS//1 . 6e-27 : 366 : 73//HS. 1 5 1 467 : N51 1 06 
F-HEMBAI 00S149//EST//3, 3e-37 : 304: 80//Hs. 132635 :AI 032875 
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F-HEMBAI 0051 52//ESTs//3. 9e-09: 285:62//Hs. 1 SS876 : AAS 9302 1 
F-HEMBAI 005 I 59//EST//8. 4e-0S : 289: 64//H*. 1 25563 : AA8842 1 6 
F-HEMBAI 005 1 8S//ESTs//1. 4e-2Z : 1 29 :96//Hs.1 4920 :AA9 109 14 
F-HEMBAI 005201 //EST//4. 0e-1 6 : 96 : 98//H s. 89002 : AA2B2 1 97 
F-HEM8A1 005202 

F-HEIfflAI 005206//Hoao sapiens soil gene//0. 0079:43! : 58//Hs. 144029: Y 
13436 

F-HEMBAI 00521 9//ESTs//4. 3e-47 : 299 : 88//Hs. 501 9 : 126547 
F-HEM8A1 005223/ /EST s//0. 00030: J68:66//Hs. 76487:137081 
F-HEMBAI 005232//EST//0. 0078: 209:6 1//Hs. 46852: N48302 
F-HEMBAI005241//Hoao sapiens neuronal thread protein AD7C-NTP aRN 
A, conptete cds//6. 0e-S4: 399: 79//Hs. 1 29735: AF01 0144 
F-HEMBAI Q05244//ESTs//2. 5e-14:85: 100//HS. 1 28744 : A 1 1 9T 922 
F-t€MBA100S2S1//ESTs//0. 01 2:49: 9S//Hs .161554: AA393896 
F-HEM8A100S252//HOSO sapiens aRNA for KIAA0585 protein, partial cd 
S//4. 7#-l 51 : 70S : 98//Hs. 72660 : AB0 1 1 1 57 
F-HEMBAI 005274//ESTs//7. 1e-09: 298:64//Hs. 1 45522 : Al 261 380 
F-HEMBAI 00527$//ESTs//7. 9e-1 3 : 375 : 53//Hs. 1 48 974 : AA001 777 
F-HEMBAI QOS293 //Hobo sapiens clone 23662 bRNA sequence//7. 7e-22: 33 
B:65//Hs. 12451 :U97018 

F-HEMBAI OOS296//E$Ts//0. 055: 299: 60//Hs. 86320: Al 149232 
F-HEHBA1005304//SBa 1 1 .nduciblecytok.no AS (RA1TES)//I. 7e-45: 322: 
85//HS. 155464:AF088219 
F-HEMBA10053I 1 

F-HEMBAI 00531 4//ESTs//8. le-39: 199: 98//Hs. 1 19974: A I 279516 
F-HEMBA1 00531 5//ESTs//1 . 9e-07 : 266 : 64//Hs. 1 4 1 440 : N2 1 61 5 
F-HEMBAI 00531 8//E3TS//5. 3e-06: 161: 72//Hs. 119411: AA9371 1 7 
F-HEMBAt 005331 //Hunan checkpoint suppressor 1 bRNA, complete cds// 
0. 00075: 310 :63//Hs. 11 1597: U68723 

F-HEMBAI DOS 33 8//Hono sapiens aRNA for aatrilin-4. partial//4. 4e-1 5 
3:740:97//Hs. 129361 :AJ007581 

F-1CMBA1005353//EST//5. 4e-09 : 222 : 6B//Hs. 1 19S08:AA48S732 
F-HEMBAI 005359//Z i nc finger protein 137 (clone pHZ-30)//S.7e-100: 5 
00: 68//Hs. 1 51689:009414 

F-HEMBAI 00 536 7//Hobo sapiens nelastatin 1 (ML SAD aRNA. conptete c 
ds//2. 5e-70 : 572 : 73//HS. 43265 : AF07 1 787 
F-HEMBA1005372//ESTs//0. 00045: 1 63 : 66//Hs. 1 64058 : A 1 41 7905 
F-HEMBAI 00 5 37 4//Huaan aelanona sntigen recognized by T-cells (MAR 
T-1) BRNA//6. Ie-43:34I:81//Hs. 154069:1106452 
F-HEMBAI 005382//EST//2. 4e-32 : 167: 99//Hs. 1471 86 : Al 1 93053 
F-HEMBAI 005389//ESTs//0. 0021 : 245: 59//Hs. 1 04463 :AA804448 
F-HEMBAI 0053 94//ESTs. Weakly siailar to No definition line found 
[C. e I egans]//1 . 0e-l 30:620: 98//Hs. 1 08990: N259S1 
F-HEIffiA1005403//ESTs, Weakly siailar to No definition line found 
(C. elegans]//7.7e-15l :7Z7:97//Hs. 1 71 18: AI033807 
F-HEMBAI 005408//ESTS//3. 2e-70 : 426 : 89//HS. 1 58078 : H245 1 3 
F-HEMBAI 00541 0//EST//2. 5e-25 : 460:67//Hs. 1 38765:170347 
F-HEMBAI 005411 

F-HEMBAI 00542 3//Hobo sapiens cycl in-dependent kinase inhibitor (CO 
K12C) aRNA. coaplete cds//3. 3e-171 : 537: 99//Hs. 4854: AF041248 
F-HEM8A 1 0OS426//EST// 1.0:148: 64//HS . 44469 : 13 332 3 
F-HEMBAI OOS443//2 i nc finger protein 157 (HZFZ2J//9. 0e-34 : 259: 72//H 
s. 89897 :U28687 

F-HEMBAI 00544 7//EST//3. 9e- 1 0 : 21 1 : 70//Hs. 1 45960: A 1276783 
F-HEMBAI Q05468//ESTs//8. 4e-53 : 390: 81//Hs. 1 52395 :AAS331 07 
F-HEMBAI 005469//Huaan (clone E5. 1) RNA-binding protein aRNA. coapl 
ete cds//3. 1e-29: !55:99//Hs.75104:L37368 

F-HEMBAI 00$472//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//l. 4e-88:481 :92//Hs. 23094 :MI 9503 

F-»CMBA100S474//Saal I inducible cytokine AS (RANTES)//4. 2e-29: 257: 
78//Hs. 1 55464 : AF0882 1 9 

F-HEMBAI 00 547 S//Hoao sapiens antigen 1V-C0-I6 aRNA. coaplete cds// 
5. 3e-Q9 : 41 4 : 60//Hs . I32206:AF039694 

F-HEMBAI 005497//Glucocort icoid receptor alpha {alternative product 
s)//8.7e-41 : 588:6 9//HS. 102761 :U25029 

F-HEMBAI 005500//Hoao sapiens PAC clone DJ 1 093017 froa 7q1l.23-q21/ 
/I. Ie-28:318:73//Hs. 1 59530: AC004957 

F-HEMBAI 00 5506//Huain aRNA for KIAA0010 gene, coaplete cds//0.67:3 
51 :58//Hs. 155287: 01 3635 

F-HEMBAI D05S08//ESTs//0. 45 : 326 : 59//Hs. 1 02756 : AAS2691 1 

F-HEMBAI 005511 //Huain aRNA for KIAA0355 gene, coaplete cds//4. 2e-4 

9: 400: 79//HS. 1 53014: AB002353 

- F-HEMBA1005S13//ESTI, Weakly siailar to aales-absent on the first 
[0. ae lanogas ter]//S. 3e-76: 378: 97//HS. 22767 :N99220 
F-KEMBA1005S17//Hoao sapiens transcription factor forkhead-l ike 7 
(FKHL7) gene, coaplete cds//0. 54:623: 56//Hs. 143S51 :AF048693 
F-HEMBA 1 0055 1 8//ESTs//0. 10:207: 60//H* . 72447 : AA 1 6057 5 
F-HEMBAI 0055 2 0//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 
4)//3. le-55: 288:8 5//Hs. 144563 :AF057280 

F-HEMBA I 005526//Sas II inducible cytokine A5 (RANTES)//5. 4e-48: 176: 
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76//HS. 155464 :AF0882 19 

F-HEMBA1005S28//EST1. Highly siailar to POP2 PROTEIN [Saccharoayc 
es cer ev i s i ae]//l . 2e-30 : 1 66 : 96//Hs. 1 7035 : Al 08047 1 
F-HEMBAI 005530 

F-HEMBAI 005548//Hoao sapiens short fora transcription factor C-MAF 
(c-aif) aRNA. coaplete cds//4. 6e-18: 391 :S4//Hs. 30250 :AF055376 
F-HEMBAI 0Q5552//ESTs//1 . 8e-46 : 238: 88//Hs. 1 3B856 :H47461 
F-HEMBAI 005S58//Huaan involucrin aRNA//3. 0e-07: SOI :60//Hs. 157091 :M 
13903 

F-HEMBAI 00S568//EST 1 / /0. 013:259: 63//Hs . 1 3669 : H47257 

F-HEMBA1005570//ESTs//0. 0084: 442: S9//Hs. 125384: Al 346507 

F-HEMBAI 005576//Hoao sapiens aRNA for KIAA0463 protein, partial cd 

l//l. 9e-128:610:98//Hs. 77738: AB007932 

F-HEMBAI 00S577//ESTs//0. 98: 199:61//Hs. 1 46226: Al 31 2873 

F-HEMBAI 005581//Hoao sapiens aRNA for MEGF5, partial cds//9. 1 e-53: 

830 : 64//HS . 57929: AB01 1 538 

F-HEMBA 1005582 

F-HEMBAI 005583 

F-fCMBA1005588//ESTs//1. 3e-35: 386: 70//Ht. 55855: AA621 381 
F-HEMBAI 005593//S-ADEN0SYLMETHI ON I NE SYNTHETASE ALPHA AND BETA FOR 
1S//0. 54:439: S9//Hs. 2137: D49357 

F-HEMBAI 00 S59S//Huaan aRNA for KIAA0325 gene, partial cds//5. 5e-0 
6:378: 57//Hs. 7720: AB002323 

F-HEMBA 1 00 560 6//EST//2. 0e-60: 324: 94//H*. 5062 :D1 9609 
F-HEMBAI 005609//ESTs//6. 0e-39: 378: 76//Hs. 142242 :H06982 
F-HEMBA 100 56 16//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 
4)//8. 2e-22: 721 :61//Hi. 144563: AF057280 

F-HEMBAI 00562 1//ESTS. Weakly siailar to MITOTIC 1AD2 PROTEIN [S. ce 

rev i s i ae] //1 . 8e-89 : 454 : 96//Hs. 1 9400 : AA662845 

F-HEMBAI 005627//EST//1. 0: 161 :60//Hs. 162765: AA622535 

F-HEICA1 00563 1//EST//0. 74: 124: 62//Ht. 1 561 85:AA723734 

F-HEMBA 1 00 56 3 2//ESTs// 1 . 0 : 96 : 7 0//Hs . 14 1 3 2 1 : N70 1 99 

F-HEMBA 1 005634//EST//6. 6e-10 : 1 05: 73//HS. 1 59692 : Al 41 6956 

F-1CMBA 1005666 

F-HEMBAI 00 5670//Hoao sapiens aRNA for KIAA0570 protein, coaplete c 
ds//2. 7e-45: 255 : 79//Hs. 1 1 4293 : AB01 1 1 42 

F-HEMBAI 00 567 9//Huaan kpni repeat arna (cdna clone pcd-kpni-4), 3' 
end//1 . 2e-37 :356:77//Hs. 1 39107 : K006 29 
F-HEMBAI 005680 
F-HEMBAI 005685 

F-HEMBA 100 569 9//Huaan putative EPH-related PTK receptor ligand LER 
K-8 (Eplg8) aRNA, coaplete cds//3. 3e-71 :497:85//Hs. 26988:U66406 
F-HEMBA 100 570 5//ESTs//0. 00093: 1 49: 6S//Hs. 163564 : R43678 
F-HEMBAI 00571 7//EST//0. 018:115: 66//Hs. 160541 : A 1 2701 43 
F-HEM8A1005732//Farnesyl diphosphate synthase (farnesyl pyrophosph 
ate synthetase, diaethylally I transtransferase, gerany I transtransf e 
rase) //2.6e-20: 151: 88//Hs. 77393:014697 
F-HEMBAI 00573 7//ESTs//9. Se-34: 23S: 88//HS. 1 601 97 : AA393754 
F-HEMBAI 005746//ESTs//0. 20: 260 : 59//Hs. 11 2451 :AI 264024 
F-HEMBAI 005755//Huaan kpni repeat arna (cdna clone pcd-kpni-8). 3’ 
end//1 . 8e-48 : 425: 78//HS. 103948:K00627 
F-HEMBAI 00576 S//Saa II inducible cytokine AS (RANTES)//1. 3e-36: 280: 
81//HS. 155464.AF088219 

F-HEMBAI 005780//EST s//1 .0:139: 67//HS. 88684 : AA885 1 41 

F-HEMBAI 00581 3//ESTS//0. 012: 209: 63//HS. 1 1 3365:877747 

F-HEMBA 100 58 15//Huaan calpain-like protease (htra-3) aRNA. coapiet 

e cd s//2. 0e-07 : 439: 62//Hs .6133: U94346 

F-HEMBA 1 00582 2//ESTs//9. 3e-06 : 444 : 59//Hs . 1 24344 : T 1 0577 

F-HEMBAI 00582 9//ESTs//1 . 1 e-47: 394: B0//H«. 146811: AA410788 

F-HEMBA 1 005834//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//7. 9e-42: 690: 66//Hs. 2 3094: Ml 9503 

F-KEMBA1 005852//Huaan plectin (PLEC1) aRNA, coaplete cds//0. 17:47 
0:56//Hs. 79706 :U53204 

F-HEM8A 1 0058S3//EST//0. 013:211: 60//Hs. 1 6 2604 : AAS951 50 

F-HEMBAI OO 5884//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K IAA0484//1 . 4e-53: 332:83//Hs. 1 58095 :AB0079S3 

F-HEMBAI 0OS891//ESTs//1 . 1 e-77:393:97//Hs. 28545 :A 1268097 

F-HEMBA I005894//Huaan G protein-coupled receptor (STRL22) sRNA. co 

apt ete cds//7. 2e-45:4!1 :77//Hs. 46468:U45984 

F-HEMBA 1 00 590 9//Huaan neuropeptide y2 receptor aRNA, coaplete cds/ 
/0. 00054:477: 59//HS. 37125:U42766 

F-HEMBAI00591 1 //Throaboxane A2 receptor//4. 1e-4S:419:7S//Hs. 89887: 
D38081 

F-HEMBAI 00592 1//Hoao sapiens haeaopoiet ic progenitor hoaeobox HPX4 
28 (HPX42B) iRNA, coaplete cds//2. Oe-46: 434: 78//Hs. 125231 :AF068006 
F-HENBA1 00593 1//EST*. Weakly siailar to kruppel-related zinc tinge 
r protein [H. sapiens]//). 2e-46: 228: 100//Hs. 152178: Al 224880 
F-HEMBAI 005934//EST//3. 1 e- 1 4 : 1 2 1 : 85//Hs. 1 50003 : A 1 29 1 588 
F-HEMBAI 005962//EST//0. 0010: 2l2:62//Hs. 1 631 97: AA767883 
F-HEMBAI 005963 
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F-HEMBAI 005990//Hoao sapiens 1-1 receptor candidate protein aRNA, 
coapiete cds//4. 2e-t SI : 697; 99//H*. 26285: AF082516 
F-HEMBAI 005991//EST//3. 0e-07 : 361 : 59//Hs. 146442 : A II 27530 
F-HEMBA 1005999//EST//1. 2e-1 4:350: 66//Hs. 1 22326 : AA782526 
F-HEMBAI 006002 

F-HEMBAI 006005//E$Ts, Weakly siailar to THI protein [0. aelanogaste 
r ] //0 . 98 : 1 97 : 6 1 //Hs . 5 1 84 : AA709 1 5 1 
F-HEMBAI 006031 
F-HEMBAI 006 03S 

F-HEMBA 1 0060 36//Hoao sapiens PYRIN (MEFV) aRNA, coapiete cds//5.4 
e-92: 6I7:84//Hs. 1 13283: AF01 8080 

F-HEMBAI 006042//ESTS//6. 3e-41 : 161 : 81 //Hs. 1 41 1 86: R99609 
F-HEMBA 1 006067//EST s//2. Oe- 74 : 354 : 99//Hs . 143321:41139422 
F-HEMBAI 006081 

F-HEMBAI 0060 90//EST//1 . 2e-1 2 : 340 : 62//HS. 1 6 1 1 95 : A 1418788 
F-HEMBA 1 006091 //ESTs//4. 7e-98 : 473 : 98//HS . 9658 : AA5063 1 3 
F-HEMBAI 006 1 00//ESTs//7. 1 e-22 : 273 : 73//HS . 1 44407 : AA737799 
F-HEMBAI 006 1 08//ESTs, Weakly siailar to ZK792. 1 [C. alegans]//2. le- 
26 : 273 :66//Hs. 8763:130741 

F-HEMBAI 0061 21 //EST//0. 0001 2: 232 : 59//Hs. 1 1 7096 : AA677968 
F-HEMBA1Q061 24//EST//0. 047 : 251 : 62//Hs. 132257:41027222 
F-HEMBAI 0061 30//Huaan HOX4C aRNA for a hoaeobox protein//!. 0: 150:6 
2//Hs. 74061:159372 

F-HEMBAI 006 1 38//E$Ts//1 . 8e-27 : 1 32 : 84//Hs. 1 41 575 : AA21 1 734 
F-fCMBAI 0061 42//EST//2. 5e-47 : 31 0: 87//Hs. 149580:41281881 
F-HEMBA 1 006 155 

F-HEMBAI 006 1 58//ESTs//5. le-105: 506: 98//Hs. 93468:1140575 
F-HEMBA!006173//ESTs//2. 5e-24: 1 9S:84//Hs. 79092 :H29627 
F-HEMBA 1 006 1 82//ESTs//2. 5e- 1 9 : 237 : 72//Hs .141840: AA028 1 1 7 
F-HEMBA 1 006 1 98//ESTS//0. 017:133 : 67//HS. 142168: AA292540 
F-HEMBAI Q0623S//Hoao sapiens clone 24422 aRNA sequence//8. 6e-177: 8 
36.98//HS. I0926B: AF070557 

F-HEMBAI 006248//Huaan zinc finger protein (MAZ) aRNA//0. 0014: 221 :6 

7//Hs.7647:M94046 

F-HEMBAI 006252 

F-HEMBAI 006253//EST//1 . 3e-1 00:467 : 100//HS. 146619:411 40706 

F-fCMBAI 006259//Hoao sapiens aRNA for KIAA0798 protein, coapiete c 

ds//0. 00037: 1 58: 69//Hs. 1 59277: AB01 8341 

F-HEMBA 1 006268//EST s//1 . 1 e- 20 : 376 : 67//HS .72814:44706631 

F-HEMBA 1 006272//E5T//4. 8e-20 : 252 : 69//Hs. 1 62992 : AA6881 40 

F-HEMBAI 0062 78//H. sapiens PAP aRNA//6. 5e-S7:610:7t//Hs. 49007:17677 

0 

F-HEMBAI 006283 

F-HEMBAI 006284//ESTS//0. 00017: 248: 63//Hs. 1 43840: A 1 1 89964 
F-HEMBAI 006291 
F-HEMBA 1006293 

F-HEMBAI 006309/ Aloao sapiens T cell iaaune response cDNA7 (TIRC7) 
aRNA. coapiete cds//0. 76:416:58//Hs. 46465:U45285 
F-HEMBAI 00631 0//Hoao sapiens aRNA for KIAA0602 protein, partial cd 
s//9. 3e-49:637:68//Hs. 376S6AB0I1 174 

F-HEMBA 1 0063 28//ESTs//1 . Be-71 :429:88//Hs. 1 39922. AA281350 
F-1CMBA 1 006 3 34//EST//0. 082 : 267 : 57//HS . 1 36449 : AA572789 
F-HEMBA 1 006344//ESTS//6. 2e-08 : 67 : 94//HS. 42302:410321 42 
F-FCMBAI 006347//ESTs, Weakly siailar to aales-abzent on the first 
[D. ae I anogas ter] //S. 3e-76 : 378 : 97//HS. 22767 : N99220 
F-HEMBAI 006349//ESTs//0. 87: 276: 60//Hs. 23628:H03287 
F-HEMBAI 006359//Z i nc finger protein 43 <HTF6)//4. 4e-l 1 7 : 823 : 81//H 
s. 74107:159244 

F-HEMBAI 006364//EST//0. 0012:168: 66//HS. 1 56756 : At 351026 
F-HEMBAI 0063 77//Hoao sapiens RalBPI-interacting protein (P0B 1 ) aRN 
A, coapiete cds//0.0028:422:59//Hs.80667:AF010233 
F-HEMBAI 006380//Hoao sapiens syntaxin 4 binding protein UKC-18c (U 
NC-18c) aRNA. coapiete cds//0.41 :265:61//Hs.8813:AF032922 
F-HEMBAI 006381//ESTs//3.8e-78: 382 :98//Hs. 132171:41042531 
F-HEMBAI 006398//Huaan Line-1 repeat aRNA aith 2 open reading fraae 
S//2. 1 e-49 : 395 : 80//Hs . 23094 : Ml 9503 

F-HEMBAI 00641 6//EST//7. 3e- 1 2 : 1 54 : 77//H*. 134086 : A 1 077477 
F-1CMBA1 0064 1 9//EST//4. 6e-51 : 1 79 : 86//Hs . 149580 : A 1 28 1 88 1 
F-HEMBAI 006421//ISLET AMYL010 POLYPEPTIDE PREOIRS0R//4. 9e-46: 51 7: 7 
2//Hs. 51048: 168830 

F-HEMBAI 006424//ESTS//2. 7e-08 : 380 : 60//H* . 44369 : A I 206835 
F-HEMBAI 0064 26//ESTs//3. 0e~98:465: 99//Hs. 1 29251 :AA993264 
F-HEMBA 1 006438//EST//1 . 3e-29 : 1 83 : 93/ZHs. 147412:41209194 
F-HEMBAI 00644S 

F-HEMBAI 006446//EST//0. 14:200:59//Hs. 160695:41282889 

F-HEMBA 1 00646 1 //Th i opu r ine S-aethy I transferase// 1 . 4e-29:210:72//H 

s. 51 1 24: AF01 9369 

F-HEMBAI 006467 

F-HEMBAI 006471//ESTs//1 . 4e-0S: 391 : 60//Hs. 1 21 282 : A 1 091453 
F-HEMBAI 006474//ESTs, Highly siailar to 40 KD PROTEIN [Borna dise 



ase virus]//). 1e-13: 346:63//Hs. 31 257: AA875998 

F-HEMBAI 006483//Throaboxane A2 roceptor//2. 2e-51 : 386: 82//Hs. 89887: 
D38081 

F-HEMBAI 00648 5//EST//5. 4e- 1 1 1 : 51 6 : 99//HS. 61925: AA039532 
F-HEMBAI 0064S6//EST//4. 7e-23 : 286 : 72//Hs. 1 37800 : AA886897 
F-HEMBAI 006489//ESTS//2. 5e-06 : 1 37 : 71//Hs. 1 28621 : AA91 0431 
F-HEMBAI 006492 

F-HEMBAI 006494//ESTs//8. 5e-24: 299: 72//Hs. 153413:41248625 
F-HEMBA1006497//EST//0. 00034: 431 :61//Hs. 130057:44903389 
F-HEMBA1006502//ESTs//2.6e-11:13!:80//Hs. 141267.H22072 
F-HEM8A1Q06507 //Hobo sapiens aRNA for KIAA0666 protein, partial cd 
s//7. 3e-14t : 470 :98//Hs. 153858:48014566 

F-HEM8A! 00652 l//ESTs, Weakly siailar to 3-oxoacy I- [acy l-carr ier pr 
otein] reductase [E. col i]//3. 9e-98: 483: 97//Hs. 9481 1 :AA01 1185 
F-HEMBAI 0O653O//EST//1.7e-42: 530: 71//HS. 163207: AA808002 
F-HEMBA 1 00653 S//ESTs//2.9e-84: 404 :98//Hs. 128679:41160081 
F-HEMBAI 006 540//Hoao sapiens aulti PDZ doaain protein MUPP1 (HUPP 
1) aRNA. coapiete cds//4. 4e-1 73:654 : 98//Hs. 21 301 : AF09341 9 
F-HEMBAI 006546//ESTs//2. 8e-45:391 :78//Hs. 1 46307 :AA584638 
F-HEMBAI 006 559//Hoao sapiens KIAA0438 aRNA, coapiete cds//2. le-47: 
363 : 79//Hi. 21 490 : AB007898 

F-HEMBA 1 0O6562//ESTs//4. 5e-09 : 1 1 6 : 75//Hs. 1 42368 : A 11 98425 

F-HEMBAI 006566//EST//0. 85:1 00: 68//HS. 13052:T67136 

F-HEMBAI 006569//ESTS//2. 7e-06 : 21 3 : 64//H s. 1 44372 : A 1 346S22 

F-HEMBA 1006 5 7 9//EST//0. 064: 160:62//Hs. 1 26244: AA873479 

F-HEMBAI 006 58 3//Hoao sapiens Jagged 2 aRNA, coapiete cds//t. 7e-07: 

533: 60//Hs. 106387 : AF029778 

F-HEMBAI 006 5 95//Saa 1 1 indue i bl e cytokine A5 (RANTES)//S. 8e-69: 328: 
81//HS. 1 55464 :AF0882 19 

F-HEMBA 1006S97//Hoao sapiens aRNA for KIAA07S2 protein, partial cd 
s//2. 6e-38:441 :69//Hs. 23711:48018295 
F-HEMBAI 00661 2//ESTs//8. 8e-l 35 : 668 : 97//Hs. 7942 : AA20S862 
F-HEMBA1006617//EST//4.6e-31 : 254: 81//Hs. 132635:41032875 
F-HEM8A1006624//ESTs, Weakly siailar to HYPOTHETICAL 41.9 KD PR0TE 
IN IN SOS3-THSI INTERGENIC REGION [S. cerev i si ae]//2. Se-75: 379: 97// 
Hs. 40911 :AI 391502 

F-HEMBAI 006631 //ESTs//l. 4e- 1 26 : 61 2: 98//Hs. 1 31 737:41343331 
F-1CM8A1 006635//EST//0. 65 : 1 4S: 63//Hs. 104560 : AA340589 
F-HEMBAI 006639//ESTS, Highly siailar to POLYADENYLATE-B I NO I NG PRO 
TEIN [Hoao sapiens]//9. 1e-27: I70:92//Hs. 10981 8: AA41 1 185 
F-HEMBAI 006 64 3//ESTs, Moderately siailar to putative p150 [H.sapie 
ns]//9. 7e-05: 259: 65//Hs. 105747 :AA505003 

F-HEMBAI 006648//Hoao sapiens integr in-1 inked kinase (ILK) aRNA. co 
aplete cds//3. 9e- 28: 108: 93//Hs. 6196:040282 

F-HEMBA 10O6652//ESTS, Highly siailar to 60S RIB0S0MAL PROTEIN L7 
[Drosophi I a ae I anogas ter]//3. 0e-87:452: 96//Hs. 1 59574 : AA1 90615 
F-HEMBA 1006653 

F-HEMBAI 0066 59//Hoao sapiens PAC clone OJ090SJ08 froa 7pl2-pl4//2. 
9e-92 : 438 : 98//HS .8173: AC005 1 89 

F-HEmA 100666 S//Hobo sapiens clone 23892 aRNA sequence//2. 8e-l8: 18 
0:80//Hs. 91916: AF03S31 7 

F-HEMBA 1006674//Hoao sapiens aRNA for nucleolar protein hNop56//1. 
6e-16: 1 22: 90//Hs. 5092: Y1 206S 
F-HEMBAI 006676 

F-HEMBA 100668 2//EST//0. 12: 193:6 1//HS. 128367:44974575 
F-HEM8A1 006695//ESTS//5. 6e-27 : 11 0 : 80//Hs. 1 595 1 0 : AA297 1 45 
F-KEM8A1006695//E$T//3.2e-12:160:75//Hs. 146472:41128198 
F-HEMBA 1006708 

F-HEMBAI 006709//ESTS//0. 69: 60:80//Hs. 152752:44643545 
F-HEM8A1 00671 7//ESTS//2. 6e-31 : 286:78//Hs. 55573:W37226 
F-HEM8A1Q06737//ESTs//1.6e-37: 189: 99//Hs. 97490: AA394I05 
F-HEMBA 1006744//Huaan aRNA for KIAA0118 gene, partial cds//1.9e-5 
2 : 360 :84//Hs. 154326:042087 

F-fCM8A10067S4//Hoao sapiens X-ray repair crosi-coapl eaent ing prot 
ein 2 (XRCC2) aRNA, coapiete cds//2. Oe-92: 817: 78//Hs. 129727: AF0355 

87 

F-HEMBA 10Q67S8//Huaan aRNA for KIAA0327 protein, coapiete cds//4.0 
e-10: 576: 56//Hs. 149323 :AB002325 

F-fCMBAI 006767//ESTs//l . 7e-18: 252: 72//Hs. 141073 : W72720 

F-HEMBA 1006779//EST//9. 1 e-26: 395 : 69//Hs. 14S366: Al 252657 

F-HEMBA 1 006780//EST//1 .0:93: 69//Hs. 1 1 6946 : AA680250 

F-HEMBAI 006789//ESTS//0. 0060: 276 :59//Hs. 144121:41369798 

F-HEMBA 10Q6795//Huean Line-1 repeat aRNA wi th 2 open reading fraae 

s//4. 1 e-37 : 78 1 : 64//H*. 23094: Ml 9503 

F-HEMBA 1D06796//Huaan clone 23803 aRNA. partial cds//!.4e-07:202:6 
8//Hs. 34054 :U79298 

F-HEMBA lD06807//ESTs. Moderately siailar to HYPOTHETICAL 46.4 KD P 
R0TEIN T16H12. 5 IN CHROMOSOME III [C. el egans]//4. 8e-1 10: 523: 98//H 
S. 125790:44287723 

F-HEMBAI 006821 //EST//5. 1 e- 11 : 246 : 66//Hs . 1 50542 : A 1 051 55 1 
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F-hEUBA 100682 4//E ST *// 1 . 4e-29: 1S8:98//Hs. 127712: AA961 624 
F-HEMBA 1 D06832//EST//3. 1 8-24: 277 : 74//Hs. 1 393S7: AA420970 
F-HEMBA 1 006849/ /EST s//0. 99: 332: 57//Hi. 1 28993: AA985327 
F-HEMBA 100685$ 

F-HEMBA1006877//EST*, Highly siailar to HYPOTHETICAL 113.8 KD PRO 
TEIN IN ERG7-MID2 INTERGENIC REGION (Saccharoayces eerevisiae]//2. 
4e-61 :311 :97//Hs. 1 27793: M2S938 

F-KEMBA)Q0688S//ESTs, Highly siailar to HYPOTHETICAL 29.1 KD PROT 
EIN IN URA7-POL12 INTERGENIC REGION [Saccharoayces eerevisi «e}//9. 

1 e-128: 80S: 87//H*. 32376: AA758214 

F-HEMBA 100S900//EST//6.8e-05: 255: 6 3//Hs. 1 631 73 : AA781 592 
F-KEMBA1 00691 4//EST//0. 06S : 366 : 62//H«. 162914: AA6661 99 
F-HEMBA 1 00692 1//EST*//2. 9»-42: 347:82//Hs. 1 59266 : A 1 376989 
F-HEMBA 1006926//Huaan I kappa BR aRNA. coaplete cds//0. 90:545:59// 
Hs. 1 54764: U1 6258 

F-HEM8A1 006929//EST//0. 00013:403 : 6I//H1. 162642: AA602539 
F-HEM8A1 006936//EST1//0. 00014:60: 93//Hs. 8737 : *22712 
F-HEM8A1 006938//ESTs//4. 7e-Sl : 256 : 98//H*. 143651 : AM 50382 
F-WlffiA 1006 941 //Hobo sapiens sRNA for putative thioredoxin-l ike pr 
o t e i n// 4. 4e- 92 : 4 3 7 : 98//Hs . 42644 : A J 0 1 084 1 

F-HEMBA 1006949//H. sapiens bRNA for retrotransposon//6. 9e-43:385:76 
//Hs. 6940:Z48633 

F-HEMBA 1 006973/ /Hobo sapiens rab3-GAP regulatory doaain bRNA. cobp 
lets cds//1 . 8e-l44: 740: 94//Hs. 14934:AF004828 

F-HEM8A1006976//H. sapiens aRNA for Gal-beta{1 -3/l-4)GlcNAc alpha- 
2. 3-s ialy I transf erase// 1 . 9e-79: 447 : 89//Hs. 75268: X74570 
F-HEMBA 1 006993//ESTs//5. 4e-l 9 : 380 : 66//Hs. 1 52635 : AA600968 
F-HEMBA 1 005996//ESTs//0. 17:242: S9//Hs. 1 06879 : AA054723 
F-HEMBA 1007002 

F-ICMBA 1 0070 1 7//EST//1 . 0 : 59 : 72//Hs. 1 1 3400 : R3 9282 
F-HEMBA 1 00701 8//Hoao sapiens dynein light interaedi ate chain 2 (U 
C2) aRNA. coaplete cds//2.Se-78:827:70//Hs.43003:AF03S8J2 
F-HEMBA 1007045 

F-HEMBA1 007051 //EST//0. 85:65: 73//Hs. 1 58641 : A 1 370659 
F-HEMBA 1007052 
F-HEMBA 1 007062 

F-HEMBA1 007066//ESTs//Q. 94: 160:63//Hs. 56071 :*52212 
F-HEMBA1 007073//ESTs//3. 6e-S0: 246: 80//HS. I42678:H37845 
F-HEMBA 1 007 078//Huaan arginine-rich nuclear protein bRNA, coaplete 
cds//6. 7e-75:417:91//Hs. 80510:M74002 
F-HEMBA I 007080 

F-HEMBA1007085//Guany late cyclase 2D. aeabrane (retina-specific)// 
1 . 3e-06 : 568 : 6 1 //Hs . 1 974 :M92432 

F-HEMBA 100 70 8 7 //Hub an aevalonate pyrophosphate decarboxylase (MPD) 
aRNA. coaplete cds//0. 95 : 541 : S7//Hs. 3828:049260 
F-KEMBA1 0071 1 2//ESTs//3. 4e- 104 : 494 : 98//Hs. 1 9207 : AA039595 
F-HEMBA1 0071 1 3//ESTs//0. 71 : 246: 62//Hs. 96235: AA1 96354 
F-HEMBA1 007121//ESTs//3. Se-69: 335: 98//Hs. 140519:AA643182 
F-HEMBA 1007 129 

F-HEMBA 1 007147//ESTs//3. 2e-07 : 235 : 64//HS. 1 2481 3 :1461 72 
F-HEM8AI 0071 49//ESTs//7. 2e-08 : 1 61 : 68//Hs. 1211 79 : AA7571 36 
F-HEMBA 10071 5 I 

F-HEMBA 1007 174//Hoao sapiens epsin 2b aRNA, coaplete cds//6. 6e-64: 
318: 97//HS. 22396: AF062085 

F-HEMBA 1 0071 78//ESTs, Moderately siailar to !!!! ALU SUBFAMILY J « 
ARMING ENTRY !!!! [H. sap. ens]//4. 2e-39: 248: 90//Hs. 1 57148: AA31 1 921 
F-HEMBA! 007 1 94//ESTs//2. 3e- 1 07 : 503 : 99//HS. 1 00605: AA305965 
F-HEMBA 100 7 20 3//Hoao sapiens aRNA for KIAA0214 protein, coaplete c 
ds//5. 6e-1 58: 478 : 98//Hs. 3363:086987 
F-HEM8A1 007206//EST//0. 23:119: 66//Hs. 1 44402 : AA6092S2 
F-H£MBA1007224//Hoao sapiens aRNA for KIAA0797 protein, partial cd 
s//1 . 6e-l 77 : 839: 98//Hs. 271 97 : AB018340 

F-HEMBA1007243//Hypoxan thine phosphor ibosy I transferase 1 (Lesch-Ny 
han syndroae)//2. 7e-S6: 647:69//Hs. 823I4:M31642 
F-HEMBA 1007251/ /Huaan piectin (PLEC1) aRNA. coaplete cds//0. 19:21 
0: 67//Hs. 79706: U53204 

F-HEMBA 1007 2 56//Hoao sapiens clone 24407 aRNA sequence//! . 0: 144: 64 
//Hs. 12432: AF07057S 

F-FEMBA 1007267//Huaan hoaolog of yeast autL (hPMSI) gene, coaplete 
cds//0. 99:239: 60//Hs . 1 11 749: U1 3695 
F-HEM8A! 007273//ESTs//5. 6e-24: 271 :73//Hs. 144951 :N34836 
F-HEMBA 1 007 279//ESTi//6. le-36: 185:78//Hs. 1 41022 :H0647S 
F-HEM8A1 007281//ESTs//0. 74: 94: 65//Hs. 162533:AA584S29 
F-HEMBA 1 007288//EST//0. 83: 99: 67//Hs. 1 27878: AA968637 
F-HEMBA 1 007 300//EST//3 . 6 e-62 : 3 55 : 9 1 //Hs . 1 50 1 3 9 : A 1 300062 
F-HEMBA 1007 301 //Co Hagen, type I. alpha 1//1. 5e-09: 406: 6I//H1. 1119 
13:274615 

F-HEMBA1 0073 1 9//EST//0. 0068 : 50 : 96//HS .163362: AA890S06 
F-HEMBA 1007320//ESTs//1 . 0: 1 33: 66//HS. 38032: N63634 
F-HEMBA! 00732 2//ESTs//0. 0077 : 1 87 : 66//Hs . 4852 : R84241 
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F-HEM3A1007327//ESTs. leakly siailar to HOST CELL FACTOR Cl [H. sap 
iens]//3. 5e-09: 144: 76//Hs. 20597:858370 
F-H6M8A1007341//ESTs//7. 5e-61 : 302: 98//Hs. 154944 :AA494I 30 
F-HEMBA1007342//ESTs//2.9e-12:289:64//Hs. I35555:AA91 1006 
F-HEM8A1 007347//EST//0. 44:89: 70//HS . 65949 : Z40561 
F-HEM8B1000005//E$Ts//!.Se-07:337:6Q//Hs. 126718:AA916568 
F-HEMBB1000008//H. sapiens aRNA for translin associated protein X// 
1 . 1 a-43: 370: 78//HS. 96247 : X95073 

F-HEMBBI 00001 8//Nuc I ear factor of kappa light polypeptide gene enh 

ancer in B-cells 1 (pi 05) //1. 0: 108: 70//Hs. 83428:858603 

F-HEMBB1 000024//EST//5. 4e-07 : 1 37 : 70//HS. 1 25389 : AA878307 

F-HEMBB 100002 5//EST//0. 99 : 362 : 58//Hs. 121221: AA757392 

F-HEMB8 10000 30//H. sapiens aRNA for cylicin I I//1. 3e-10:525:62//Hs. 

3232:246788 

F-HEMBB 1000036 

F-HEMBB 1 00003 7//Hoao sapiens erythroblast aacrophage protein EMP a 

RNA, coaplete cds//6. 2e-102:450: 98//Hs. 20815:AF08492S 

F-HEMBB 1 00003 9//EST//0. 0034 : 97 : 73//Hs. 1 41 684 : 835358 

F-HEMBB 1 000044//ESTS//0 . 0048 : 2 1 8 : 63//Hs .123161: AA8073 1 9 

F-HEMBB 1000048//EST//0. 00025: 222 :62//Hs. 122474: AA7651 31 

F-HEMBB 1000050//ESTs//5. 6e-28: 293:75//Hs. 1 36839:H9371 7 

F-HEMBB 1 000054//Huaan Line-1 repeat aRNA with 2 open reading friae 

s//3. 3e-54: 259: 88//Hs. 23094:819503 

F-HEMBB 1 000055//ESTS//0. 0017:289: 62//Hs . 1 25755 : AA286923 
F-HEMBB 1000059//Hoao sapiens aRNA for KIAA0761 protein, partial cd 
s//S. 9e-59: 286: 84/ZHs. 93121 :AB018304 
F-HEMBB 1000083 

F-HEM8B 1 00008 9//EST//0. 0016:192: 66//Hs . 1 3 7093 : AA9 1 762 1 
F-HEMBB 1 000099//ESTS//5. 7e-20: 2 1 3 : 76//HS. 57883 : AA2! 8645 
F-HEMBB 1 000 103//Huaan kpni repeat arna (cdna clone pcd-kpni-8), 3’ 
end//4. 9e-43 : 4 1 8 : 74//HS. 1 03948 : K00627 
F-HEMBB 1 0001 1 3//EST//4. 6e-23: 221 : 76//Hs. 14206S: AA173763 
F-HEMBB 1 0001 19//Hoao sapiens ASMTL gene//2. 5e-1 32 : 621 : 98//HS. 631 5: 
Y15S21 

F-HEMBB 1 0001 36//ESTs//2. 3e-101 : 507 : 96//Hs. 12659 : AA1 95207 
F-HEMBB1 000141 //ESTS//2. le-l 5: 283:69//Hs. 126257: Al 279044 
F-ICMBB1 0001 44//EST//4. 5c-S2 : 298 : 91//Hs. 149580 : A 1 281 881 
F-HEMBB 1 0001 73//2inc finger protein 74 (Cos52)//2. 4e-63:285:82//H 
s. 3057:192715 

F-HEM8B1 0001 75//EST//1 .0:101 :65//Hl. 1 62898: AA659646 

F-HEMBB 1 0001 98//EST//0. 99:179: 56//Hs. 1 16880 : AA662457 

F-HEMBB 1 0002 15//Hoao sapiens aRNA for KIAA0SS7 protein, partial cd 

s//1. 4e-15: 1 39: 82//Hs. 101414: AB011 1 29 

F-HEMBB1 0002 1 7//ESTs//3. 4e-06 : 81 : 88//Hs. 121151: T66277 

F-HEMBB 1 0002 18//EST//0. 11:136 :63//Hs. 1 34683 : A 1 0920 1 3 

F-H£M8B1000226//Fragi le X Mental retardation I//0. 99: 1 26: 65//H*. 89 

764X69962 

F-HEMBB 1 0002 40//H. sapiens aRNA for Nup88 protein//!. 0:334:57//Hs. 9 
0734: Y08612 

F-HEMB81000244//ESTs//3.2e-1S:139:81//Hs. 1 34549: AI078483 

F-HEMBB 1000 2 50//Hoao sapiens protein associated with Myc aRNA, coa 

plate cds//2. le-156: 735.98//HS. 15141 1 :AF075587 

F-HEM881 000258//EST//0. 0091 :32S:60//Hs. 97533: AA43S884 

F-HEMBB) 000264//Huaan CHLI potential helicase (CHLR1 ) , coaplete cd 

s//1. 4e-33: 100: 10Q//Hs. 27424: U75968 

F-HEMB81000266//Homo sapiens aRNA for ayosin phosphatase target su 
bunit I (MYPT1)//0.0019:373:60//Hs. 16533:087930 
F-HEMB81 000272//ESTS//1 . 3e-93 : 440 : 99//H*. 1 09224 : N46684 
F-HEMB8l000274//ESTs//0. 41 : 221 : 65//H*. 71 990: AA1 51 796 
F-HEMBB I 000284//EST//0. 00024: 108: 73//Hs. 10072S:F1 3689 
F-HEMBB1 000307//EST//3. 6e- 1 0: 1 49 : 73//Hs. 14041 5 : AA778S74 
F-HEMBB 10003 12//Hoao sapiens aRNA lor KIAA0783 protein, coaplete c 
ds//0. 00092:2S2:65//Hs. 41 I53:AB0!8326 

F-HEMBB 1 00031 7//Throabospond in 1//7. I e-05 : 342 : 59//Hi. 87409 : XI 4787 

F-HEMBB 100031 8//EST//0. 014:184:61 //H* . 1 55758 : Al 3 1 1 870 

F-HEMBB1 000335//EST//0. 99:187: 63//Hs. 1 37424 : AA243729 

F-HEIffiBI 00033S//EST//1 . 0 : 209: 63//Hs. 1 5041 0 : A 1 0036 1 1 

F-HEMBB 1 0003 37//EST//0. 086:1 33 :66//Hs. 1 28207: AA972330 

F-HEMBB 1 0003 3 8//EST//7. 1e-07: 129:72//Hs. 140488: AA767 127 

F-HEMBB 1 000 33 9//Saa 1 1 inducible cytokine AS (RANTES)//1.2e-36:336: 

76//Hs. 155464: AF0882 19 

F-HEMBB 1000341 

F-HEMBB1000343//EST//0. 66 : 163:63//Hs. 1 50822 : A 1 3027 2 9 
F-HEMBBI 000354//EST s//7. 1 e-61 : 292 : 1 00//Hs. 1 52266 : AA926874 
F-HEMBB 1000 36 9//ESTs. Highly siailar to t-BOP [M. auscu I us]//Q. 01 3 : 
157:64//Hs. 1 29982: Al 420970 

F-HEMBB 1000374//ESTS//8. 7e-53: 454: 79//Hs. 133518: R69934 
F-HEMBBI 000376//E$Ts//5. 9e- 1 4 : 87 : 97//Hs. 163973 : AA744348 
F-HEMBBI 000391//ESTS//0. 033: 237: 64//Hs. 135289 : AI092963 
F-HEMBB I000399//Hoao sapiens aRNA for cell cycle checkpoint protei 
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n//9. 4e— 165:76?: 98//Hs. 16!84: AJ001 642 

F-HEMB81 000402//EST//0. 013: 291 :S9//H*. 149191 :AI 246155 

F-HEMB81000404//ESTs//3.0e-69:3S3:96//Hs. 135857: AA9471 94 

F-HEW81 000420//EST//6. 3e-52 : 258 : 98//HJ. 1 36434: AA557925 

F-HEK181 00043 4//Hoso sapiens neuronal thread protein A07c-NTP aRN 

A, coaplete cds//9. 4e-73: 364:83//Hs. 1 29735: AF01 0144 

F-HEI081 000438//ESTs//0. 073 : 446 : 58//Hs . 1 34632 : A 1 223429 

F-HEMB81000441//lnterleukin 10//1. 7e-38:336:77//Hs.21S0:M57627 

F-HEM881000449//EST//5. 5e-21 : 356:67//Hs. 157848: A» 362501 

F-fCIB81000455//ESTs//0- 092: 147: 65//Hs. 106446:1193227 

F-HEMB8 1 000472 

F-HEM88I 000480//EST//0. 98:83: 7 1//Hs. 1 46462 : A 1 1 24898 
F-HEM881Q00487//ESTe//1 . 4e-59: 341 : 92//Hs. 48561 : N79206 
F -HEM88 10004 90//E ST s//2. 5e-27: 200: 79//Hs. 56825: A1057560 
F-HEMBB 1 000491 

F-HEMBBI 000493//EST s//0. 019:103: 69//Hs. 1 38358 : T66 1 78 

F-HEMBBI 00051 0//G I ucocort icoid receptor alpha (alternative product 

s)//1 . 6e-46 : 409: 77//H*. 102761 :U25029 

F-HEMBBI 00051 8//ESTs//3. 7e-06 : 1 87 : 64//HS. 1 40989 : R6841 3 

F-HEMBBI 00Q523//ESTs//0. 69 : 332 : 59//H s. 1 06845 : II 9543 

F-HEMBBI D00530//H. sapiens aRNA for extracellular aatrix protein co 

llagen type XIV. C-terainus//2. le- 38: 138:96//Hs. 36131 :V1 1710 

F-HEMBBI 000550//EST*, leak I y siailar to !!!! ALU SUBFAMILY SC WARN 

INC ENTRY •!!! [H. sapiens] //l. 7e-3 1 : 554: 67//M*. 157 142: U8S996 

F-HEMBBI 000554//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t Kl AA0484//4. Oe-27: 282 : 75//Hs. 1 58095: AB007 953 

F-HEM881 0005S6//Hoao sapiens aRNA for KIAA0750 protein, coeplete c 
ds//2. Oe-33 : 537 : 65//Hs. 5444 : AB01 8293 
F-HEMB8 1000564 

F-HEMBBI 00057 3//H. sapiens HCG II aRNA//7. Se-27: 197: 76//Hs. 146333 :X 
81001 

F-H6MB8 100057 5//Von Hippel -Li ndau syndroae//2. 7e-72: 255: 79/ /Hs. 781 
60: AF01 0238 

F-HEMB81000586//0ystrophin (auscular dystrophy. Ouchenne and Becke 
r types), includes 0XS142. 0XS164. 0XS206. DXS230, OXS239. 0XS268, 
0XS269, DXS270. 0XS272//0. 01 1 : 338 : 59//Hi. 79012 : Ml 8533 
F-HEMB81 000589//PLATELET GLYCOPROTEIN V PRECURS0R//2. 4e-22 : 228: 79/ 
/Hs. 73734:223091 

F-HEMBB 1 000591 //ESTs// 1 . 0e-1 7 : 370 : 64//Hs .58156:171990 
F-HEMBB 1000592//EST//0. 0038:51 :88//Hs. 148022: A 1 269323 
F-HEMBB 1000593//Hoao sapiens chroaosoae 7q22 sequence//4. 7e-109:50 
3 : 99//Hs. 3386 : AF0533S6 

F-HEMBB1 000S98//R i bosoaa I protein L5//3. 5e-29: 537 : 66//Hs. 1 18781 :U6 
6589 

F-HEKBB1000623//H. sapiens aRNA for CAI P protein//0. 89: 376: 59//Hs. 2 
2698:791809 

F-HEMBB1 000630//Hoeo sapiens KIAA0404 aRNA, partial cds//0. 074: 16 
8:61//Hs. 1 05850 :AB007864 

F -HEM88 10006 31 //ESTs// 1 . 7e-06: 247: 64//H s. 1 56864 :A1 346481 
F-HEM881 000632/ZHuaan aRNA for KIAA0351 gene, coaplete cds//5. le-5 
0:811 :6S//Hs. 29963 :AB002 349 

F-HEICJ81 000637//S i a I ophor i n (gpLUS. leukos ial in, CD43)//2. 4e-79: 3 
04 :85//Hs. 80738 :X52075 

F-HEMBBI 000638//EST//0. 0076 : 92 : 75//H s. 1 25496 : AA883735 

F-HEM8B1 000643// ISLET AMYLOID POLYPEPTIDE PRECURS0R//3. Se-4S:477: 7 

4//Hs. 51048: X68830 

F-tCMBBI 00064 9//Hoao sapiens histone H2A. 1b aRNA, coeplete cds//7. 
4e-52: 533: 75//Hs. 5101 1 : LI 9778 

F-KEMB8I000652//ESTS//I. 6e-49:345:M4//Hs. 132722: AA618531 

F-HEMBB 1 00066 5//EST//0. 44: 152: 63//HS. 149534:AI280924 

F-HEMBB 1 00057 1//Huaan Line-1 repeat eRNA with 2 open reading fraae 

s//2. 2e-79: 280:8S//Hs. 23094: Ml 9503 

F-HEMBB 1 000673//ESTS//0. 99:177: 59//Hs. 1 49864 :N80474 

F-HEMBB1000684//Protein kinase, interferon-inducible double strand 

ed RNA dependent/^. 6e-31: 220: 87//Hs. 73821:135663 

F-HEMBB 1 0006 93//Hobo sapiens neuroanl aRNA, coeplete cds//S. 3e-12 

0: 575: 97//Hs. 1 58300 :AF0407 23 

F-HEM881000705//ESTs//4. 7e-65: 350:94//Hs. 24610:R33125 

F-HEMBB 1 000706//EST//8, 6e- 1 4 : 373 : 61 //Hs . 1 38281 : R5S703 

F-HEM881 Q00709//EST//0. 99:110: 65//Hs. 162437: AA577S 10 

F-HEMBB 1Q00725//RAS-RELATED PROTEIN RA0-8//1. 7e-77: 635: 77//Hs. 1231 

09:756741 

F-HEMBB 1 000726//EST//1 . 3e-43 ; 2 57 : 84//Hs . 1 62 1 97 : AA5352 1 6 
F-HEMBB 1 000738//EST//5. 9e- 1 3 : 2 59 : 64//Hs . 1 59699 : Al 41 7328 
F-HEMB81 000749//EST//3. 1 e-42 : 2 71 : 87//H s .162197: AA5352 1 6 
F-HEMBB1 000763 

F-HEMBB1 000770/ /EST s. Weakly siailar to MOESIN/EZRIN/RAOIXIN HOMOL 
0C [D. aei anogas ter]//0. 021:111: 72//Hs. 38178: AA92 1 830 
F-HEMBB1000774//ESTS. Weakly siailar to aTERF [H. sapi ens]//2. 5e-l 1 
6 : 580: 97//Hs. 5009: AA081 390 
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F-HEMBB 1 00078 1//Huaan MEK kinase 3 aRNA. coaplete cds//S. 3e-47:42 
6 : 74//Hs. 86201 :U78876 

F-f£MBBI000789//Hoao sapiens aRNA for KIAA0677 protein, coaplete c 

ds//3. 0e-65: 672 : 71//Hs. 1 55983 : AB01 4577 

F-HEMBB 1 0007 90//EST s//1 . 2e-52: 344: 86//Hs. 35254: Al 1 33727 

F-HEMBB 1 000794//ESTs//0. 00098 : 289: S9//Hs. 1 38782 : N73572 

F-HEMBB 1000807//ESTs//2. t e— 9 1 :434:99//Hs. 61334: Al 298375 

F-HEMBB 1 00081 0//ESTs//0. 038 : 92 : 7 1//Hs . 1 48763 : AA66887 1 

F-HEMB81000821//EST//0. 94:129:62//Hs. 162299: AA5551 54 

F-HEMB81 000822//ESTs//7. 5e-05 : 1 99: 63//HS. 117018: AA832421 

F-HEMBB1 000826//ESTS//4. 8e-1 3 : 343: 65//Hs. 153429: Al 283069 

F-HEMBB 1000827 

F-1€M8BI 000831 

F-HEMBB 1 0008 3 5//EST//4 . 3 e-2 7 : 20 1 : 8 5//Hs . 1 4 1 45 1 : N299 1 5 
F-HEMBB 1000840//EST//6. 3e-75: 380:96//Hs. 1 42557: AA464948 
F-HEMBB 1000848//Huaan Line -1 repeat aRMA with 2 open reeding fraae 
s//1 .4e-l35:875:8S//Hs. 2 3094 ; M 1 9503 

F-HEMBB 1 0008 52//P ho sphor i bosyl pyrophosphate aaidotransf erase//0 . 1 
2: 292: 61 //Hs. 311 :U00238 

F-HEM88 1 0008 70//EST//0 .00091:246:6 2//Hs . 1 26 502 : AA9 1 3 83 1 

F-HEMBB 1 0008 76//Hoao sapiens EL I SC— 1 aRNA, partial cds//4. 9e-34:20 

0: 94//HS. 1 28434 :AF085351 

F-HEMBB 1 000883//ESTa//0. 42:107: 67//HS. 1 54 1 73 : A 1 379823 
F-HEMBB 1 000887 

F-HEMB81 000888//ESTs//1 .0:137: 67//Hs. 8121: AA52 1 290 

F-HEMBB 1 0008 90//EST*// 1.0: 116:65//Hs. 7105:T23433 

F-HEMBBI 000893//EST//0. 0079: 408: SB//Hs. 146504: Al 129834 

F-HEMB81 000908//EST//9. 2e-2 1:205: 79//HS . 1 32635 : A 1032875 

F-HEM81 00091 0//Huaan aRNA for KIAA0231 gene, partial cdi//0. 16:32 

7 :60//Hs. 7938:086984 

F-HEMBB 1 00091 3//ESTs//1 . Oe-1 2 : 233 : 68 //H 1 . 1 37545 : AA487049 
F-HEMB81 00091 5//ESTs//2. Se-90 : 423: 99//HS. 1 35254: Al 095468 
F-HEMB81 00091 7//EST//2. 8e-49 : 241 : 1 00//Hs. 162216: AA548089 
F-HEM881 000927//Hi ppoca I c i n//l . 2e-31 : 528 : 65//Hs. 89692 : D1 6593 
F-HEMBB 1000947 

F-t£MS81000959//Cy tochroae P450, 51 (lanosterol 14-alpha-deaethy la 
se)//9. 3e-48 . 572 : 72//Hs. 2379 : U23942 

F-ICMBB1 000973//ESTI//4, 5e-26 : 286 : 76//Hs, 1 37393 : AAI42938 
F-HEMBBI 000975//EST*//0. 78:180: 66//Hs . 1 04789 : AA4 1 7 1 24 
F-HEMBB) 000981 

F-HEMB81 000985//Hoao sapiens actin binding protein MAYVEN aRNA. co 

aplete cds//6. 7e-07 : 308: 62//Hs. 1 22967 :AF059569 

F-HEMB81 00099 1//EST//0. 12:1 25: 66//Hs. 22945: R4371 3 

F-HEMBB 1 0009 96//ESTs//6. 9e-05 : 273 : 63//Hs. 133116 : Al 054055 

F-HEMB8 1001 004/ /Hoao sapiens aRNA for KIAA0665 protein, coaplete c 

ds//0. 62:193:6 2//Hs . 1 1 9004 : AB0 1 456 5 

F-HEMBB 1 00 1008//EST//4. 7e-09: 203 : 65//Hs. 105221 :AA489025 

F-HEMBBI 001 01 1//Huaan Chroaosoae 16 BAC clone CIT987SK-A-635H1 2// 

2. 4e-1 7 : 384 : 67//Hs. 1 08604 : AC0023 1 0 

F-HEMBBI 00101 4//EST. Meekly siailar to putative p150 [H. sapiens]// 

0. 21: 284 :60//Hs. 161547:104991 

F-HEMBBI 001 020//ESTS//9. 7e-37 : 1 86 : 76//Hs. 1 38852 : AA284247 
F-HEMBBI 00 !024//ESTs, Highly siailar to t-BOP [M.ausculus]//0. 11 :2 
42:6I//Hs. 1 29982 : At 420970 

F-HEM881 001 037//EST//0. 0057 : 1 92 : 66//Hs. 149987: A 1 2911 77 
F-HEMBBI 001 047//ESTS//1 . 6e-22 : 360: 70//Hs. 1 20734 : 158721 
F-HEMSB1 001 051//H. sapiens aRNA for FAN protein//3. 8e-29: 160: 98//H 
s. 78687: X96586 

F-HEMBB 1 001 056//Hoao sapiens aRNA for KIAA0618 protein, coaplete c 
ds//l. Oe-42: 149: 96//HS. 1 5832: A8014518 

F-HEM881001058//Saall inducible cytokine AS (RANTES)//1 . le-45: 349: 
82//HS.1 55464 :AF0882 19 

F-HEM881 001 060//ESTs//1 . 6e-62 : 464 : 8 I//H 1 . 1 38663 : N24942 
F-HEMBBI 001063 

F-HEMBB 100 1068//Hobo sapiens Iiprin-beta2 aRNA, partial cds//9. 9e- 
148: 736:95//Hs. 1 2953 : AF034803 

F-HEMBBI 001 096//EST//0. 017:154: 66//HS. 1 30403 : AA909272 

F-HEMBBI 001 1 02//ESTs//2. 1 e- 1 8 : 1 20 : 95//HS. 1 63767 : R06293 

F-HEMBB 1 00 110S//Huaan BRCA2 region, aRNA sequence CCOI6//0. 30:84: 7 

5//Hs . 1 1 2434 : U50529 

F-HEMBBI 001 112//ESTa. Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC61 ALPHA SUBUNIT [Canis faai I iaris}//9. 3e-38:341 :77//Hs. 14038: 
R06800 

F-HEMB81001 1 14//EST//6. 4e-07 : 296 : 62//HS. 1 28420: AA975062 
F-HEMB81 001 1 1 7//EST//1 . 6e-99 : 464 : 99//Hs. 1 30493 : AA928 1 39 
F-HEMBB I 001 119 
F-HEMBB 100 1126 

F-HEMBBI 00 1 133//H. sapi ens aRNA for translin associated protein X// 

1. Ze-28: 739:61//Hs. 96247: X9S073 
F-HEMBB 1 00 1137 
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F-HEN8B1 001 142//Huaan aRNA for Kl AA0331 gene, coaplete cds//2, 1e-2 
3:340: 69//H*. 1 46395 : AB002329 

F-HEB8B 1 00 1 1 5 1 //EST *// 2 . 6 e- 30 : 2 52 : 7 9//Ht . 6 880 : ■ 268 54 
F-HEHBB 1 00 1 1 S3//ESTs//7 . 6a- 1 6 : 97 : 96//Hs . 1 1 3307 : HI 67 1 6 
F-HEWBB100!169//ESTs//l . 4e-32:374: 71//H*. 161682:AA206863 
F-HEK8B1001 17S//Huaan aRNA for ankyrin aotif, coaplete cds//7. la-3 
6 : 509: 66//H*. 73073 : 078334 

F-HEMBB1001177//ESTs. Weakly siailar to HYPOTHETICAL TRP-ASP REPEA 
TS CONTAINING PROTEIN IN HXT14-PHA2 INTERGiN 1C REGION [$. cerevisia 
e]//1 . 5e-65: 312: 100//H*. 86878 :AA5991 83 

F-HEHBB 1001 182//Elec tron-transfer-f I avoprotein, beta polypeptide// 
0. 94 : 1 99 : 64//H*. 74047 : 17 M 29 
F-HEMBB1 001199 

F-HEM881 001 208//ESTs//0. 12:120: 69//Hs. 1 30093 : AA928802 
F-HEMBBI001209//EST//0. 00028: 21 S:6S//Hs. 118276:115258 
F-KEKiBI 001 2t0//EST//2. 9e-0S: 297 : 60//Hs. 88840: AA28 1452 
F-HEJH381001 2t8//Hoao sapient aRNA for KIAA0S85 protein, partial cd 
s//8. 5e-37 : 260: 76//Hs. 72660 :AB0l 1 157 

F-HE1B81 001 221//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K1AA0S07//0. 00046: 650: 58//HI.1 5*241 :AB007976 

F-HEMB81 001 234//ESTs, Highly siailar to 65 KD YES- ASSOCIATED PROT 
EIN [Hus auscul us]//6. 7e-l03:477: 100//HS. 127835: Al 378790 
F-t£lffiB100l242//Boao sapiens aRNA for LAK-I, coaplete cds//1.2e-3 
1:4S8:67//Hs. 129918: AB0057S4 

F-HEM8B100I249//EST//0. 26: 203: 63//Hs. 140791 :AA93 5909 
F-HEM8B1 001 253//ESTs//4. 0e-91 : 433 : 98//Hs. 1 20636 : AA3252 1 9 
F-HEHBB 1 OOl254//ESTs//2. 0e-Z4: 1 *0: 85//Hs. 136391 :H04977 
F-HEH8B1001 267//Ataxia telangiectasia autated (includes coapleaent 
ation groups A, C and D)//6. 1e-24: 146:78//Hs. 51 187:U82828 
F-HE1KJB1 001271 //ESTs//2. 5e-05 : 686 : S8//Hs . 1 1 542 3 : A 1 359248 
F-HEIB8t00t282//GA-binding protein transcript ion factor, beta subu 
nit 2 (47kD)//0. 39:531: 57//Hs. 7891 5:111 3045 

F-HEMB81 001 288//ESTs. Highly siailar to HYPOTHETICAL 27.3 KD PROT 
EIN ZK353.7 IN CHROMOSOME III [Caenorhabdi t i s el egans]//4. 9e-10:9 
1:89//Hs. 16606:181021 

F-fOIBBl 00 1 289//ESTs//6. 4e-100 : 467 : 99//HS. 151720 : Al 287890 
F-HEIK38t001294//ESTs, Highly siailar to RAS-LIKE PROTEIN TCIO [Ho 
eo sapiens]//!. 3e-l 35: 654: 98//Hs. 12421 7: AA020848 
F-fdfBBIOOl 302 

F-HE»81 001 304//ESTs//0. 98:109: 68//H s. 1 38972 : AA047725 
F-HEM881001314//ESTs//7.4e-39:285:77//Hs. 144749: AJ217339 
F-HEH8B1 00131 S//Saa 1 1 inducible cytokine AS (RANTES)//1 . 9e-40: 355: 
78//HS.1 55464 :AF0882 19 

F-KEMB81 001 317//Huaan Line-1 repeat aRNA aith 2 open reading fraae 

s//4.7e-98:625:85//Hs. 23094:119503 

F-HEMBB1 001 326//ESTs//0. 00030 : 257 : 63//Hs. 62208 :H1 2380 

F-HEM88100l331//ESTs. Weakly siailar to DFS70 Of. sapiens]//!. 0e-4 

8 : 332 : 87//HS . 4307 I : AA206222 

F-HEMBB1 001335 

F-HEM881 001 337//Hoao sapiens aRNA for KIAA0S63 protein, coaplete c 
ds//8. Se-56 : 282 : 87//H s. 1 573 1 : ABO 1 1 1 35 

F-t€H88100l339//Hoao sapiens antigen NY-CO-16 aRNA, coaplete cds// 
0. 039 : 1 6 1 : 65//HS . 1 32206 : AF039694 

F-HEM8B1G01 346//0*y toe i n receptor//4. 2e-42:456:73//Hs. 2820:164878 
F-HEH861 001 348//Hoao sapiens aRNA for KIAA0570 protein, coaplete c 
ds//1. 2e-45 : 1 76 : 77//HS . 1 1 4293 : A801 1 1 42 
F-HEM8B1001 356//EST//0. 32: 292: 59//Hs. 1 35771 Al 005648 
F-HEMBBI001364 

F-HEHB81 001 366//EST//7. 8e-24: 367: 69//Hs. 1 38765 :N70347 

F-HEMB81 001 367//Saal I inducible cytokine A5 (RANTESJ//8. 7e-50: 326: 

86//HS. 1 5S464: AF08821 9 

F-ICMBB1 001 369//E5T//0. 17:211: 63//Hs. 1 20066 : AA707973 

F-HEHBB1 001 380//Hoao sapiens aRNA for KIAA0527 protein, partial cd 

s//8. 2e-36 : 225 : 79//Hs. 1 29748 : AB01 1 099 

F-HEMBB1001384 

F-HEMBB1001387//ESTs//0. 61 :215:60//Hs. I45915:AI342230 
F-t£N8BI001394//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//3. 8e-94: S68: 83//Hs. 23094:119503 

F-HEMBB1001 410//Hoao sapiens keratan sulfate proteoglycan aRNA. co 
aplete cds//0.021 :373:58//Hs. 125750: AF065988 
F-HEM8B1 001424//EST//0. 20: 307: 58//Hs. 1 35336: Al 049827 
F-HE1BB1001426//Hoao sapiens clone 23579 aRNA sequence//8. 3e-1 7:20 
5:72//Hs.83466:AF038174 

F-HEM8B1 001429//ESTs, Highly siailar to CYTOSOL AM1N0PEPTIOASE [B 

os taurus]//5.5e-153:729:96//Hs. 21679: AF034175 

F-HEM8B1 00I436//Huaan aRNA for KIAA0347 gene, coaplete cds//1.2e-4 

4 : 31 6 : 85//HS. 1 0 1 996 : AB00234S 

F-HEMB81001443 

F-KEW861001449//Hoao sapiens sodiua bicarbonate cot ranspor ter (HN8 
Cl) aRNA. coaplete cds//0. 033:478: 58//Hs. 5462: AF00721 6 
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F-HEMBB1 001 454//ESTs//1 . 4e-46 : 279 : 93//Hs. 1 04866 : AA426038 
F-HEMB81 001 458//EST//1 . 7e-09 : 1 06 : 83//HS. 141 422 : N20920 
F-HEM8B1001463//Hoao sapiens aRNA for seaaphorin E, coaplete cds// 
0. 18 387: 59//Hs. 62705: A800022Q 

F-fEHBBIOOl 464//Hoao sapiens Coch-5B2 aRNA. coaplete cds//0.26:!8 
9:67//Hs. 2101 6:AF006740 

F-KEMBB1 00 1 482//Hoao sapiens aRNA for KIAA0760 protein, partial cd 

s//1. 2e-27:292:74//Hs. 137168:A8018303 

F-HEMBB1001500//ESTs//8. 1e-28: 312: 74//Hs. 18498: N52088 

F-HEK8B1001521//Hoao sapiens aRNA for alpha(1. 2) fucosyl transferas 

e. coaplete cds//8. 8e-54: 359: 74//Hs. 46328 :D87942 

F-HEHBB1001 527//Protein tyrosine phosphatase, receptor type, f pol 

ypept ide//1 . 0: !98:63//Hs. 75216:Y00815 

F-HEMBB1 00 1 53 1//ESTs//4. 3e-33 : 403 : 7S//Hs. 44862 : N38735 

F-HE1BB1 001 535//ESTs//0. 0029 : 47 : 93//Hs. 1 24864: AA66 3093 

F-HEMB81 00 1 536//ESTs//0. 0047:1 20 : 68//HS. 1 44858 : R67748 

F-HEMB81001537//ESTs, Weakly siailar to eukaryotic initiation fact 

or elF-2 alpha kinase [D.aelanogaster]//3.7e-20:297:73//Hs.42457:A 

A523306 

F-HEMB81O0l555//Huaan ring zinc-finger protein (2NF127-Xp) gene in 

d S’ flanking sequence//1. 1 e-35 : 188:77//Hs. 102877:U41315 

F-HEHBB 100 1562//ESTs//Q. 95: 161 :61//Hs. 145075:AI 208240 

F-HEHBB 1001 564//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t KIAA0484//3. 4e-49: 526: 73//Hs. 1 58095: AB007953 

F-HE18B1 00 1 S65//Hoao sapiens PYRIN (HEFV) aRNA. coaplete cds//1.9 

e-44 : 324 : 84//HS . 1 1 3283 : AFO 1 8080 

F-HEHBB 1 001 585 

F-HE1BB1 001 586//EST//0. 84:132: 64//Hs. 145264 : A 1218708 

F-HEM8BI 001 S88//Huaan clone 23695 aRNA sequence//6. 6e-20: 327:67//H 

s. 90798 :U792B9 

F-fCHBBl 001603//ESTs//l . 3e-l 2 :84: 96//Hs. 1 3380: R60414 
F-HEHBB 1 001 6 1 8//ESTs//4. 4e- 1 1 : 349 : 63//Hs . 1 32046 : AA693680 
F-HEHBB 100161 9//ESTs//2. 1 e-06 : 246 : 63//HS. 63428 : AA0S83 1 4 
F-HEHBB! 001 630//EST//1 . 4e-07 : 334 : 62//Hs. 1 45698 : Al 2667 1 3 
F-HE1BB1 001 635//ESTs//0. 92 : 282 : 60//HS. 1 26980: AA934077 
F-HEK181 001637//ELK1, aeaber of ETS oncogene faai ly//1. 1e-27:395:6 
4//Hs. 1 16549:AL0091 72 

F-HEMBB100I641//EST//0. 1 1 : 53: 8»//Hs. 1 1 2445: AA594279 

F-HEHBB 1 001 653//EST//0. 91 : 124:64//Hs. I44213:T40480 

F-HEHBB 1 001 66S//Huaan aRNA for apol ipoprotein E receptor 2, coaple 

te cds//7. Oe-13:473:63//Hs. 54481 :D86407 

F-HEHBB1 001 668//ESTs//0. 94 :83: 69//HS . 1 46202 : A 1 25251 9 

F-HEH8B1001 673//Hoao sapiens aRNA for KIAA0646 protein, coaplete c 

ds//2. 3e-172: 803: 98//Hs. 24439: AB014S46 

F-HEHBB 1 001 684//EST s. Highly siailar to Tbcl [H. auscu lus]//S. 4e-2 
0:110: 100//H*. 106104: AA599496 

F-1CH88 1 00 1 6 85//EST//2 . 2 e- 0 5 : 1 1 2 : 7 3//Hs . 130 984 : A 1 0 1 54 30 
F-HEHBB 100 I 69S//Huaan novel hoaeoboi aRNA for a DMA binding protei 
n//l . 6e-Q8 : 425 : 62//Hs. 37035 : U07664 

F-HEHBB 1 001 704//EST//5. 8e-20: 295:69//Hs. 140231 :AI 054398 
F-HEHBB! 001 706 

F-HEHB81 001 707//EST//0. 091 : 241 :60//Hs. 1 36830: AA769219 
F-HEH8B1 00171 7//ESTs//2. 9e-06 : 325 : 60//Hs. 1 50063 : Al 298064 
F-HEH8B1 001 735//Saa 1 1 inducible cytokine A5 (RANTES)//3. Ze-46: 326: 
83//Hs. 1 55464: AF0882I9 

F-HEHBB 1 001 7 36//EST s. Weakly siailar to E04DS. 1 [C.elegans]//5.4e- 
99:485: 97//HS. 120581:125578 

F-HEHBB1001747//EST1//8. 3e-87 : 421 :98//Hs. 137051 :AA884244 

F-HEHBB 1001 749//Hoao sapiens neuronal thread protain AD7c-NTP aRN 

A, coaplete cds//3.5e-7S: 315: 83//Hs. 129735: AF01 0144 

F-HEHBB 1 001 7S3//ESTs//0. 00013: 35 :100//Hs. 1 39643 :H06Z63 

F-HEHBB1001756//ESTs//2.3e-89:433:98//Hs. 1 28868 :AA931 077 

F-HEHBB1001 760//ESTs//6. 5e-06: 503: 58//Hs. 21 766: A I 357639 

F-1EHBB1 001 762//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t KIAA0S07//2. 9e-13:498:60//Hi. 1 58241 : AB007976 

F-HEH8B1 001 785//EST//0. 1 6 : 262 : 60//HS. 162526 :AA584I02 

F-HEHBB 1 001 797//ESTS//0. 37:201: 63//Hs. 91 559: AA806370 

F-HEHBB 1001 80 2//E ST s//1.6e-06: 447 :58//Hs. 134672:AI08795l 

F-HEHBB 1 001 81 2//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t Kl AA0487//1 . 3e-S4: 31 1 : 8t//Hs. 92381 : AB0O7956 

F-HEHBB1 001 81 6//ESTs//2. 2e-39 : 302 : 84//Hs. 35985 : AA7830 1 7 

F-HEHBB 1 001 831 //Hoao sapiens PAH COOH-terainal interactor protein 

1 (PC I PI) aRNA, coaplete cds//7.6e-!64: 763: 98//HS. 159396: AF056209 

F-HEH881001834//TRICHOHYALIN//7. 1e-05:S48:60//Hs. 82276: L0 91 90 

F-HEHBB 1 001 836//Huaan aRNA for KIAA0033 gene, partial cds//4.0e-3 

4: 272: 86//HS. 22271:026067 

F-HEH881001 839//Pyruva te carboxy I ase//0. 050:686 : S9//H s. 89890: S7237 
0 

F-HEH8B1 00 1 850//EST//0. 0035 : 204 : 61 //Hs. 73 11 : T23858 

F-HEKBBI 001 863//Saa 1 1 inducible cytokine AS (RANTES)//3. 0e-48: 357: 
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82//Hs. 1 55464 : AF088? 1 9 

F-HEMBB 1 001 867//ESTs//2. 2e-40 : 265 : 88//Ha. 1 463 23 : Al 25 1 752 
F-HEMBB10O1868//ESTs//5. 2e-06: 131 :73//Hs. 123362: AA8! 1371 
F-HEMB81 001 869//ESTI//1 . Oe-86 : 429 . 96//HS. 141 208 : AA825503 
F-HEM8B1001872 

F-HEMB81 001 874//M. sapiens aRNA for CH05 proto in//0. 0033: 388: 60//H 
s. 19923:712478 

F-HE1B81 001 875//H. sapiens aRNA for RMA helicase (Nyc- regulated dee 
d box protein)//0. 32: 346 :60//Hs. 100555:898743 
F-HEMB8100I880//EST//4. Oe-28: 171 :92//Hs. 151 194:AI 12S86S 
F-HEMB81001899//ESTI//0. 17:242:62//H*. 136969. AA830918 
F-HEMBB 1001 905 

F-HEMBBl 001 906//ESTI//5. 6e-49 : 290 : 92//Hs. 1 27298 : H091 55 

F-1£IB81 D0l908//Huaan aonocytic leukaeaia zinc finger protein (IN) 

Z) aRNA, coaplete cdi//1. 2e-83: 672: 8I//HS. 822!0:U47742 

F-HEMBBl 001 910//EST. Veakly siailar to albuain [H. sapiens]//0. 047: 

206:62//Hi. 159777:219955 

F-HEMBBl 001911 

F-HEMBB 100191 5//ESH//0. 92:136: 71 //Hs . 1 4446 5 : R68882 

F-HEMBB 1 00 1 921 //EST//2. 0e-1 9 : 398 : 67//Hs. 44789 : N36 1 1 3 

F-HEMBBl 0Ql922//ESTi//4. 3e-0S: 370: 59//HS. 1 23669: AA80524S 

F-HEMB8 1 00 I 92S//ESTs//5. 7e- 27 : 329 : 7 1 //Hs . 1 41 07 1 : HI 6398 

F-HEM881 OO I 930//EST//0. 043 : 1 57 : 63//HS. 161927: AA483904 

F-HEMBBl 001 944//Huaan aRNA for KIAA0118 gene, partial cds//5. 7e-5 

S : 444 : 80//H* .154326: 042087 

F-HEMBBl 001 94S//ESTs//1 . le-19: 142:S8//Hs. 7341 .957875 
F-HE1B8100!947//Huaan aRNA for KIAA0392 gene, partial cds//1.8e-2 
1 : 333 : 66//Hs .40100: AB002390 

F-HEMBBl 00l950//Hoao sapiens Notch3 (N0TCH3) aRNA. coaplete cds// 
0. 020: 384:60//Hs. 8546:U97669 

F-HENB81 001 952//EST//7. 0e-1 3 : 302 : 63//Hs. 1 20089 : AA7081 01 
F-HEMBB 100 19 53//ATL-der ived PMA-respomi ve (APR) peptide//0. 97: 25 
2 : 60//Hs . 96 : 090070 

F-HEMBB 1 00 1 957//ESTs//6. 1 e- 32 : 446 : 67//Hs . 5 1 305 : T4741 8 
F-HEMBB)001962//Cy tochroae P450, subfaaiiy I (aroeatic compound- in 
ducible), polypeptide 2//2. 3e-3 1:390 :70//Hs. 1361: N5SOS3 
F-HENBB1 001 967//H. sapiens aRNA for urea transpor ter//9. 7e-52:322:8 
8//Hs. 66710:896969 

F-HEN8B!001973//Nyel in oligodendrocyte glycoprotein {alternative p 
roduc ts)//2. 1 e-48 : 426: 78//Hs. $3217: Z480S 1 
F-HEMBB 100 1983 

F-HEMBBl 00 1 988//ESTs//6. Se-05 : 237 : 63//Hs . 49760 : AA741051 
F-HEMBB1 001990//ESTs//0. 25: 171 :64//Hs. 7961 :AA401205 
F-HEMBBl 001 996//ESTS//1 . 8e- 1 9 : 436 : 6S//Hs. 1 25539: Al 3391 03 
F-HEMBB 1 00 1 997//EST//5. 3e-33:294:76//Hs. 161041 :H82636 
F -HEMBB 1 00 20 0 2//E ST s// 1 . 9e- 06 : 224 : 6 7//Hs . 1 1 09 1 5 : AA 1 3 2 964 
F-HEMBBl 002005//ESTs//5. 8e-1 7 : 1 70 : 7B//HS. 1 41 825: AA01 7093 
F-HEMBBl 002009//ESTs//0. 066:441 : 58/ZHs. 1 2531 3 :AI 201 685 
F-HEMBBl 0020 1S//EST//2. 3e-18:310:68//Hs. U5899:A1274951 
F-HEMBBl 002042//CTT0CHROME P450 IVB1//2. 9e-1 1 :446:62//Hs. 687:81669 
9 

F-HEMBBl 002Q43//ESTs, teak I y siailar to T06E6. d (C. e legans]//1 . 0: 2 
17:60//Hs. 3487 : AA4255S3 
F-HEMBBl 002044 
F-HEMBBl 002045 

F-HEMB81002049//Hoao sapiens aRNA for KIAA0713 protein, partial cd 
s//0. 082:201 :61//Hs. 88756: AB0 18256 

F-HEM381002050//Breakpoint cluster region protein BCR//0. 84:267:59 
//Hs. 2557 : T00661 

F-HEMBBl 002068//Hoao sapiens aRNA for KIAA0612 protein, partial cd 
s//8. 1 e-07 : 402 : 6 l//Hs . 1 1 2499 : AB0 1 451 2 
F-HEMBBl 002069 

F-HEMBBl 0020 92//EST//5. 1e-l 5: 1 80: 7S//Ha. 127928:AA969239 
F-HEMBBl 002094//EST//2. Oe-SZ: 264: 98//Hs. 71 763 : AA146625 
F-HEMBBl 0021 1 5//EST//0. 0083 : 244: 64//Hs. 1 25353 : AA877080 
F-HEMBBl 002 1 34//ESTs//1 . 7e-69 : 398 : 91//Hs . 1 57492: A 1 361027 
F-HEMB81002139//ESTs//0.64:145:71//Hs. 1S7821 : Al 36201 3 
F-HEMBBl 002 142//E ST s//0. 013:31 1 : 59//Hs. 150037: Al 292214 
F-HEMBBl 0021 52//ESTs//8.4e-1 2: 121 :82//Hs. 1 19S40:T95254 
F-HEMBBl 0021 S9//EST//0. 26:81: 70//Hs. 1 47726 : A 1 220208 
F-KEM8B1002I90//Alcohol dehydrogenase 2 (class I), beta polypeptid 
e//0. 1 6 : 608: S8//Ha. 4: 803350 

F-HEMBB 1002 I 93//Huaan sky aRNA for Sky, coaplete cds//6. 6e-3S: 1 79: 
100//HS. 301:1118934 

F-HEMBBl 0022 17//Hoao sapiens aRNA for zinc finger protein 10//3. 7 
e-2S:405:67//Hs. 104115:852332 

F-HEMBBl 0022 1 8//EST//0. 015:241 : 61//Hs. 105298: AA4898 1 3 

F-HEMB8 1 002 2 3 2//Saa 1 1 inducible cytokine AS (RANTES)//9.0e-31 :365: 

71//Hs. 1 55464: Af 08821 9 

F-HEMBBl 002247 
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F-HEItt81002249//Hoao sapiens haeaopoietic progenitor hoaeobox HP84 
28 (HPX42B) aRNA, coaplete cds//6. Be-47: 418: 77//Hs. 125231 :AF068006 
F-HEMBBl 002254//Hoao sapiens aRNA for KIAA0594 protein, partial cd 
s//5. 0e-47 : 437 : 77//Hs. 154872 : A8Q1 1 1 66 
F-lCMBB10022S5//ESTs//0. 01 7 : 255: 61//Hs. 1 26786 :U74314 
F-HEMBBl 002266//Hoao sapians retinoblastoaa-aas^ociated protein HEC 
■RNA, coaplete cds//0. 17:51 1 :57//Hs. 58169: AF01 7790 
F-HEIBB1002280//EST//4. 0e-35: 182: 98//Hs. 127701 :AA864998 
F-HEMBBl 002300 

F-HEJttB 1 002306/ /Huaan G protein-coupled receptor (STRL22) aRNA. co 

apt e te cda//6. 3e- 1 4 : 228 : 72//Hs. 46468 : U45984 

F-HEMBBl 002327//EST//4. 3e-2 1 : 242: 75//Hs. 72377 :AA1 6 1083 

F-HEMBBl 002 3 2 9//EST*. Veakly siailar to C17G10.I (C. e I egans]//1 . 7 

e-77 : 399: 96//Hs. I05837:AA536054 

F-HEMBBl 002 340// INSULIN-DEGRADING ENZYME// 1 . 0: 319: 60//Hs. 1 508: M2 11 
88 

F-HEMBBl 002 342//Hoao sapiens aRNA for putative th ioredox in-l ike pr 
o te i n//1 . 4e- 1 55 : 724 : 98//Hs . 42644 : AJ 0 1 084 1 

F-HEMBBl 002 3S8//Deox y ttiyai dy late kinase//!, le-37 : 192: 98//Hs. 79006: 
L16991 

F-HEMB81002359//Huaan Rev interacting protein Rjp-1 aRNA. coaplete 
cds//l . 7e-06 : 66 : 96//HS. 154762 : U00943 
F-HEMBB 1002 364//EST//4. 7e-16 : 201 :73//Hs. 149925: Al 288838 
F-HEIB81002371//EST//2. 4e-07: 319: 61//Hs. 1 36459: AA577796 
F-HEMB8 1002 381 

F-HEMB81002383//vesoac t i ve intestinal peptide receptor 2//0. 98:19 
0:63//Hs. 21 26 : L36566 

F-HEM881002387//EST//2. 1e-07 : 253 :61//Hs. 145993: Al 277784 
F -HEMBB 1 002409//ESTs//1 . 4e-1 1:94: 9 T//H s . 1 25958 : A 1 206456 
F-t£M88?002415//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K 1AA0501//2. 0e-32: 371 : 73//HS. 1 59897: AB007970 

F-HEMBBl 002425//Fc fragaent of IgA, receptor for//2. 7e-32: 1 56: 82// 
Hs. 54486 :XS4 150 
F-HEMBBl 002442 

F-HEMBBl 002453//Huaan aRNA for KIAA0118 gene, partial cds//S. 6e-5 
3:461 :77//Hs. 154326:042087 

F-HEMBBl 002457//EST*//3. 4e-25 : 1 84 : 70//HS. 1 40225 : AA7041 01 
F -HEMBB 1 00 24S8//EST s//7. Oe- 1 0 : 343 : 62//HS . 163816. N76274 
F-HEMBBl 002477//Huaan Grb2-assoc i ated binder-1 aRNA, coaplete cds/ 
/6. Oe-89: 493 : 92//Hs. 159605:1)43885 

F-HEMBBl 00 248 9//Hoao sapiens 195 kDa cornified envelope precursor 
aRNA, coaplete cds//0. 01 9: 228:63//Hs. 74304: AF001 691 
F-HEMBB 1 002492//EST//0. 24:149: 62//Hs . 1 46790 : A 11 4905 1 
F-HEMBBl 002495//Fc fragaent of lg£. high affinity I, receptor for: 
beta poi ypept ide//1 . 3e-22: 331 : 71//Hs. 30:M89796 
F-HEMBBl 002502//ESTs//1 . 3e-41 : 380 : 78//Hs. 61199: AA024494 
F-HEMBBl 002509//E5Ts//0. 017:220 : 63//Hs. 1 S5263 : Al 273725 
F-HEMBBl 00251 0//ESTs//6.4e-1 02: 476 :99//Hs. 152289: AI247354 
F-HEM8B100Z520//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//2. 4e-50 : 580 : 72//Ha . 23094 : Ml 9503 
F-HEMBBl 002522//EST//0. 010:172: 62//Ha . 1 47224 : A 1 2057 1 9 
F-HEMBBl 002531 

F-HEMB81 Q02534//$aal 1 inducible cytokine AS (RANTES)//3. 7e-59: 258: 
88//HS. 155464 :AF0882 19 

F-HEMBBl 002 54 5//ESTs//3. 9e-24 : 1 81 : B6//HS. 1 3753 : A 1 088 1 02 
F-HEM5810O25SO//Syntax in SA//0.27:3S4:S9//Hs. 1 54546 :U26648 
F-HEMBBl 0025 56//ESTs//1 . 7e-33 : 286 : 79//Hs .146173: AA906 191 
F-HEMB810O2579//EST//1 . 0:77:68//Hs. 1 47935 : A 1 250286 
F-HEMBBl 002582//EST s//0. 00032 : 1 78 : 68//H1. 139163 : AA226095 
F-HEMB8 1002 5 90//ESTs//0. 64: 1 32: 63//H*. 155688: A I 003657 
F-HEMBBl 0O2596//ESTs//3. 4e- 1 9 : 462 : 64//Hs. 1 24399 : AA832336 
F-HEMBB 1 002600//Hoao sapiens tetraspan NET-5 aRNA, coaplete cds// 
3. Oe-152: 710: 98//Hs. 1 29826 : AF089749 
F-HEMBB1002601//EST//9.6e-13:368:62//Hs. 1 37080: AA89481 7 
F-HEMBBl 002603//EST//0. 1 0: U4:63//Hs. 1 581 80: Al 367945 
F-HEMBB 1 002607//ESTs//0. 024 : 34S : 62//Hs. 1 43 304 : A 1 084058 
F-HEMBB 1 0026 10//EST//2. 1e-14:291 :64//Hs. 140573 : AA826323 
F-HEMBBl 00261 3//ESTs//l. 9e-17: 192: 75//Hs. 141161 : AA21071 1 
F-HEMBB! 0026 14//ESTS//0. 0048: 136: 7I//Hs. 106280: R1 390! 

F-HEMBB 1 00261 7//EST//0. 034 : 320: 59//Hs . 41 223 : H89 1 27 
F-HEMBB 1 00262 3//ESTs//0. 88: 222: 60//Hs. 1 29920:AA16721 7 
F-HEMBBl 002635//Huaan MAP kinase aRNA. coaplete cd*//3. Ie-23: 127:1 
Q0//Hs. 151051 :U07620 

F-HEMBB 1 002664//EST//0. 00013:203:61 //Hs .117141; AA6788 1 1 
F-HEMBBl 002677//ESTs//2. 4e-22 : 439: 66//HS. 1 32046 :AA693680 
F-HEM881002683//E5Ts//0. 23 : 224: 6I//H*. 1 2888 3 : A 1 0266 7 9 
F-HEM88 1 0O2684//EST s//7. 2e-09 : 82 : 87//HS. 1 40457 : H051 24 
F-HEM881Q02686//6ST//Q. 25: 1 89:62//Hs. 132431 :AA909674 
F-HEMBB 1 0026 92//ESTs//0. 00020 : 1 62 : 66//Hs. 118180: N68504 
F-HEMBB! 0026 97//EST//7. 2e-1 7 : 21 9: 74//Hs. 1 00459: T61 992 



112 5 



ttJH# 2002-3046778 




#2000-1 18776 



5 5 7] 



F-HEMB81002699//Hoao sapiens t ransaeabrane activator and CAML into 
factor (TACI) mRNA, complete cdt//0. 059: 297: 62//H*. 158341 AF023614 
F-HEMBB1 002702//ESTs//0. 26 : 284 : 8 1 //H*. 41250: H89588 
F-HEM8B100270S//ESTs, Weakly siailar to HYPOTHETICAL 38.5 KO PROTE 
IN IN SUI2-TDH2 INTERCENIC REGION [Saccharoayces cerev is i ae]//0. 00 
48:84: B3//Hs. 2081 4: A 1 242922 

F-HEN8B1 00271 2//ESTs//0. 0025 : 31 7 : 58//H*. 7344: AA972729 

F-ttAMMAI 000009//Huaan c-yet-1 aRNA//1. Oe-48: 447: 77//H*. 75680: HI 599 

0 

F-ttAMMAI 00001 9 

F-MAMMA1 000020//EST//2. 6e-84:431 : 95//H*. 1 43333 :H5l 750 

F-MAttMAl 000025//EST//1 . 0: 169: 59//H*. 1 30165 AA906945 

F-ttAMMAI 00004 3//Huaan NSCL-1 aRNA sepuence//0. 94 : 262: 60//H*. 30956 

N96739 

F-ttAMMAI 000045//ESTs//l . 7e-48: 499: 75//H*. 158469: AA89746I 
F-ttAMMAI 000055//ESTI, Highly siailar to TEST IN 2 PRECURSOR [ttus a 
usculus]//2. 7e-l8: 330:63//Hs. 59906 :AA00 1281 

F-ttAMA1000057//Hoao sapiens ONA f ragaentat ion factor 40 kDa subun 
it (0FF40) aRNA. complete cds//l. 2e-50: 367:75//Hs. 133089: AF06401 9 
F-ttAMMAI 00006 9//ESTs//0. 58 : 286 : 60//Hs. 1 3441 7 : A 1 3 36840 
F-ttAMMAI 000084//Huaan aRNA for KIAA0033 gene, partial cds//1.1e-4 
8:641:70//Hs. 22271:026067 

F-ttAMMAI 000085//Hoao sapiens aRNA for KIAA0602 protein, partial cd 
s//0. 00013:1 99: 69//Hs. 37656 : AB01 1 1 74 

F -MAMMA! 0DQ092//Hoao sapiens teloaeric repeat binding factor (TRF 
1) aRNA, complete cds//1.2e-52:346:77//Hs. 90357:U40705 
F-ttAMMAI 000 103//Hoao sapiens aRNA for extracellular aatrix protei 
n. complete cds//1 . 0: 151 :64//Hs. 35094:AB01 1 792 
F-ttAMMAI 0001 1 7 

F-ttAMMAI 0001 29//RYANOD I NE RECEPTOR. SKELETAL MUSCLE//0. 001 5:492:60 
//Hs. 89631 :U48508 

F-ttAMMAI 0001 33//ESTs//1 . 0: 1 25: 67//Hs. 1 18309: AA653402 
F-ttAMMAI 0001 34//EST//1 . 2e-08 : 75 : 92//Hs. 1 60674 : Al 24831 9 
F-ttAMMAI 0001 39//EST//5. 5e-IO: 139:76//Hs. 159121 :A 1 383843 
F-ttAMMAI 000 14 3/ /Homo sapiens aRNA tor KIAA068S protein, complete c 
ds//2. 2e-26 : 1 48 : 97//Hs. 1 531 21 : AB01 4585 

F-ttAMMAI 0001 5S//Homo sapiens homeobox transcription factor barx2 
(BARX2) aRNA. complete cds//3. 3e-31 : 219: 87//Hs. 1 29724: AF031 924 
F-MAMMA! 0001 63//ESTs//1 . 2e-59: 3 1 7 : 94//Hs. 49559 : AA401 050 
F-ttAMMAI 0001 71//ESTs//1 . 7e-09: 161 : 69//Hs. 1 19070: AA629695 
F-MAMMA! 0001 7 3//Human drebrin E2 mRNA (D8N1). complete cds//9. 2e-4 
0 : 686 :6S//Hs. 89434:01 7530 

F-MAMMA 1 000 1 75//ESTs//0. 65:141: 68//HS. 1 33 1 52 : H91 657 

F-MAMMA 1000 18 3/ Afuman aRNA for KIAA0065 gene, partial cds//1.0e-9 

2:904:72//Hs.70617:D31763 

F-ttAMMAI 0001 98//ESTs//0. 0092 : 235 : 62//Hs. 98783 . Al 091 739 
F-ttAMMAI 00022 1//EST//3. 3e-16: 95: 98//Hs. 128271 AA973035 
F-ttAMMAI 000227//ESTS//0. 010:268: 60//Hs. 1 1 64 1 2 : AA 506 92 6 
F-ttAMMAI 00024 l//ESTs//0. 13: 140:67//Hs. 12328:AI377913 
F-ttAMMAI 00025I//EST//3. 7e-07: 1 18: 73//Hs. 1 531 16.AA8S6873 
F-MAMMA 1 000254//ESTs//0. 00023 : 245 : S9//Hs . 1 505 1 3 : A 1 247587 
F-ttAMMAI 0002S7//EST//4. 2e-1D: 155:74//Hs. 1 50409 :AI 003543 
F-ttAMMAI 000264//ESTs//2. 0e-1 8 : 21 7 : 75//Hs. 1 52748 : N5301 5 
F-ttAMMAI 000266//EST//0. 14:270:60//Hs. 1 32593 :AI 031 874 
F-ttAMMAI 000270//Human aRNA for KIAA0118 gene, partial cds//2. 5e-5 
4: 354:87//Hs. 154326:042087 

F-HAMMA1000277//Hydroxysteroid (11-beta) dehydrogenase 2//l.0e-07: 
306 :65//Hs. 1376:1326726 

F-MAMMA 10002 7 8//ESTs//4. 0e-09: 197: 67//Hs. 1 S7034: Al 347361 
F-ttAMMAI 00027 9//Coap I eaent component 5 receptor 1 (C5a ligand)//8. 
4e- 34:341 :68//Hs.2l61 :M62505 
F-ttAMMAI 000284 

F-MAMMA I 000287//Huaan aRNA for KIAA0118 gene, partial cds//5.4e-5 
0: 245: 84//Hs. 154326:042087 

F-ttAMMAI 000302//EST//5. 3e-40:21 3 :98//Hs. 1 22363 : AA78864I 
F-ttAMMAI 000307//PO I ycystic kidney disease I (autosomal dominant)// 
0. 55: 510: 57//HS. 7581 3: L33243 

F-ttAMMAI 00Q309//Apol ipoprotein E//9. 7e-06:691 : 58//HS. 76260:M125Z9 

F-ttAMMAI 00031 2//EST//0. 042 : 1 83 : 63//H* . 1 58928 : A 1 37951 9 

F-MAMMA 1 00031 3 

F-ttAMMAI 000331 

F-ttAMMAI 000339 

F-ttAMMAI 000 340//ESTs, Highly similar to HYPOTHETICAL 29.4 KD PR0T 
EIN IN STE6-L0S1 INTERCENIC REGION [Saccharomyces cerevisi ae]//2. 9 
e-tl :87: 93//Hs. 13096: AAI 8096 3 

F-ttAMMAI 000 3 4 8//Hoao sapiens KIAA0432 aRNA. complete cds//3. 6e-23: 
270:72//Hs. 1 55174: AB007892 

F-MAMMA 1 0003 5 6//Hoao sapiens aRNA, chroaosome 1 specific transcrip 
t KIAA0484//3. 7e-24: 233:72//Hs. 1 58095 :AB007953 

F-ttAMMAI 0003 60//Huaan Line-1 repeat mRNA mi th 2 open reading fraae 
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s//9. 0e-75 : 498 : 85//Hs. 23094 : Ml 9503 

F-MAMMA 1 00036 1 //Human aRNA for KIAA0I18 gene, partial cds//9. Ie-5 
0:304: 85//Hs. 154326:042087 

F-ttAMMAI 000372//EST//1 . 2e-53 : 376 : 86//Hs. 1 44295: AA136S69 
F-ttAMMAI 00038S//ESTs//1 . 4e-22 : 220 : 7S//Hs. 1 42552 : AA235344 
F-MAMMA 1 000 388//Homo sapiens UKLF aRNA (or ubiquitous Kruppel lika 
factor, complete cds//1.2e-149:710:98//Hs. 32170:AB0I5132 
F-ttAMMAI 000395//Acy I -Coenzyae A dehydrogenase, very long chain//0. 
74: 330: 60//HS. 82208: L46S90 

F-MAHKA1 00040 2//Huaan Line-1 repeat mRNA with 2 open reading fraae 
s//2. 4e-SS : 834 : 68//Hs. 23094 : HI 9503 

F-ttAMMAI 0004 I 0//Huaan NADH: ubiquinone oxidoreductase subunit B13 
(B13) aRNA. complete cds//1. 2e-08: 117:84//Hs. 83916:US3468 
F-MAMMA 1 00041 3//ESTs//3. 3e-3l :209:88//Hs. 1 461 54 :AI 200725 
F-MAHMA1 00041 4//ESTs//0. 82:132: 62//Hs. 1 24857 : AA687092 
F-MAMMA 100041 6//ESTs. Weakly siailar to HYPOTHETICAL 32.0 KD PROTE 
IN C09F5. 2 IN CHROMOSOME III [C. e I egans]//9. 8e-33 : 267: 81 //Hs. 3237 
0: AA521 1 1 1 

F-MAMMA 1 00042 l//ESTs//7. 3e-33: 320: 75//Hs. 1 21 659:H02532 
F-MAMMA 10004 2 2//Hoao sapiens protocadher in (PCDH8) aRNA, coaplele 
cds//0. 98 : 553 : 56//Hs. 1 9492 : AF0SI 573 
F-MAMMA 1 000423//EST//0. 0075: 1 79: 63//Hs. 162974: AA678459 
F-ttAWA 1 000424//ESTS//1 . 3e-l 7 : 31 3 : 67//HS . 1 39858 : A 1 377641 
F-ttAMMAI 0004 2 9//Hoao sapiens sorting nexin 3 (SNX3) aRNA, complete 
cds//5. 1 e-48 : 491 : 72//Hs. 12102: AF034S46 
F-ttAMMAI 000431 //ISLET AMYL0I0 POLYPEPTIDE PRECURS0R//S. 1 e-39: 320: 8 
1//HS. 51048:168830 

F-MAMHA 1 000444/ /Homo sapiens aRNA for KIAA0S94 protein, partial cd 
s//9. 1 e-3 9 : 342 : 78//HS . 1 54872 : AB01 1 1 66 
F-ttAMMAI 000446 

F-MAMMA 1000458//ESTS, leakly siailar to siailar to CCAAT/enhancer- 
binding protein [C. el egans]//S. I e-08:S8: 93//Hs. 9043:121827 
F-HAMIA100Q468//Hoao sapiens aRNA for 6-phosphof ructo-2-kinase/fru 
ctose-2, 6-bi sphosphatase, complete cds//0. 58: 31 1 :63//Hs. 66721 :D49 
BIS 

F-MAMHA 1 000472// ISLET AMYLOID POLYPEPTIOE PRECURS0R//2. 1 e-44: 346:8 
0//Hs. S 1 048 : X68B30 

F-ttAMMAI 000478//Hoao sapiens PYRIN (HEFV) mRNA, complete cds//0.00 
17: 157:73//Hs. 1 1 3283 :AF0 18080 

F-HAMMA 1 000483// ISLET AMYLOID POLYPEPTIDE PRECURS0R//4. 5e-39: 400: 7 
5//Hs. SI 048 : X68830 

F-ttAMMAI 000490//ESTS//3. 6e-52 : 33 1 : 88//Hs . 1 63686 : AA291 948 
F-ttAMMAI 000 50Q//EST//9. 7e-73 : 346 : 99//Hs. 9881 2 : AA434482 
F-ttAMMAI 000501 //Saa 1 1 inducibl e cytokine A5 (RANTES)//2. 3e-S0: 325: 
86//HS. 155464: AF0882 19 

F-ttAMMAI 00051 6//0xy toe in receptor//! . 6e-29: 660: 64//Hs. 2820:164878 
F-ttAMMAI 000522//EST s//2. 9e-23 : 328 : 70//HS. 125142 : AA42 1352 
F-ttAMMAI 000524//ESTs//1 . I e-08: 21 1 : 6S//Hs. 33467 : R85497 
F-MAMMA 1 000559//EST//4. 7e- 1 7 : 207 : 7 1 //Hs . 1 62733 : AA6 1 4352 
F-ttAMMAI 000565 

F-MA1MA1 000S67//Hoao sapiens haemopoietic progenitor homeobox HPX4 
2B (HPX42B) aRNA, complete cds//5. 8e-51 :404:80//Hs. 125231 :AF068006 
F-ttAMMAI 000576//ESTs//3, 8e-32:236:74//Hs. 140039: AA047045 
F -MAMMA) 000583//ESTS//0. 00099 : 123: 70//Hs. 1 351 73 : A 1 276780 
F-ttAMMAI 000S85//Hoao sapiens class-1 KHC-res trie ted T cell associa 
ted molecule (CRTAM) aRNA. complete cds//8. 8e-45: 390: 78//Hs. 1 5952 
3 : AF001622 x 

F-ttAMMAI 000594//ESTS//8. 3e-42: 322 : 81//HS. 1 61 660: AA167744 
F-ttAMMAI 000597//Hoao sapiens KIAA0426 mRNA, complete cds//2. 6e-37: 
592:68//Hs. 97476: AB007886 

F-MAMHA 1 00060 S/ZHoao sapiens 4F5S aRNA. coaplele cds//5. 1 e-26 : 228: 
73//HS. 32567 :AF073S 19 

F-MAMMA 1 0006 1 2//Hoao sapiens Gx protein (GX) aRNA, coaplele cds// 

0. 00091 : 300: 60//Hs. 29207: AF07I494 

F-MAMMA! 0006 1 6//ESTs//0. 41:373: 59//Hs. 1 30699 : AA621478 

F-MAMMA) 000621 //EST//0. 027 146: 62//Hs. 1 48305 : AA909605 

F-MAMMA) 000623 

F-MAMMA 10006 2 5//HOSO sapiens ES/130 aRNA, coaplete cds//0. 89: 428: 5 
6//Hs. 98614: AF006751 

F-MAMMA1 000643//Hoso sapiens nephrocystin (NPHP1) aRNA. partial cd 
s//0. 092:365:59//Hs. 75474 :AF023674 

F-MAMMA1 000664//E5Ts//7. 6e-07 : 259: 64//Hs. 140622: AA8443S3 
F-MAMMA) 000669//Huaan kpni repeat arna (edna clone pcd-kpni-4), 3* 
end//9. 0e-30: 531 :64//Hs. 1 39107:K00629 
F-MAMMA 1 000670//ESTS//6 . 6e-83 : 389 : 1 00//Hs. 148595 : A 1 244490 
F-MAMMA1 000672//Homo sapiens CACH32 mRNA. partial cds//0. 17: 109:73 
//Hs.43l6:U80743 

F-ttAMMAI 0006 84//Homo sapiens forkheid protein FREAC-2 mRNA, comple 
te cds//3. 3e-07:249:62//Hs. 44481 :U1 3220 

F-ttAMMAI 000696// Interleukin 1 0//5. 6e-47 : 355 : 82//Hs. 2180: M57627 
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F-MAMMAI 000 707 //ESTs//l. 4e-Q9: 225:65//Hs. 1 38722 : NS 1 08 1 
F-MAMMAI00G71 3//Acety Ichol inesterase (I4-E5 doaan} [huasn, tuaor c 
sll line*. Genoaic. 847 nt]//0. 16:84:72//Hs. 157124:S7I129 
F-HAMIA!000714//Huaan clone 23947 aRMA. partial cds//0. 97 :263: 61// 
Hs. 2741 4: U79275 

F -MAMtA 1 000 7 1 8//EST* , Veakly siailar to putative p150 [H. sapiens]/ 
/5. 0e-07 : 2 1 0 : 66//Hs. 71 1 48 : AA854648 

F-MAMMAI 000 720//ESTs//1. 4e-5Q: 301 :83//Hs. 1 38852 :AA284247 
F-MAMMAI 000723//ESTs, Veakly siailar to 0RF2-like protein [H. sapie 
ns]//8. 1e-22:288:72//Hs. 114685: AA700024 

F-MAMMAI 000731 //Hoao sapiens CHD1 eRNA. coaplete cds//1. 5e-23:292: 
66//Hs. 22670: AFO0651 3 

F-MAMMA 1 0007 32//Hoao sapiens aRNA, chroaosoae I specific transcrip 
t KIAA0484//4. 8e-40: 288: 78//H*. 158095: A6007953 
F -MAMMA 1 000733//RAS GTPASE-ACT I VAT I NG-L I KE PROTEIN IQGAP1//0. 25:46 
7 : S8//Hs. 1 742: L33075 

F -MAMMA 1 0007 34//Hoao sapiens SECS 3 (SEC63) aRNA. coaplete cds//2.3 
e— 169: 802:98//Hs. 31575: AF 1001 41 

F -MAMMA 1 000738//EST//1 .0:149: 63//Hs. 1 36928 : AA8 1 2580 

F-MAINAIQ00744//Hoao sapiens aRNA for K1AA057S protein* coaplete c 

ds//3 . 3e-S 1 : 323 : 88//Hs . 1 53468 : ABO 1 1 1 47 

F-MAMMA1 000746//ESTs//2. 3e-42 : 409 : 76//Hs. 61199: AA024494 

F-MAMMA 10007 52//EST, Veakly siailar to putative p150 [H. sapiens]// 

1 . 1 e-14:285: 68//Hs. 1 6201 1 : AA51 3663 

F-MAMMA1000760//Myel in oligodendrocyte glycoprotein {alternative p 
roduc t s}//6. 2e-47 : 341 : 82//H*. 5321 7 : Z480S 1 

F-MAMMA 10007 6 t//ESTs. Moderately siailar to !•!! ALU SUBFAMILY SI 
VANNING ENTRY !!!! (H. sapiens]//9. 8e-19: 131 : 76//HS. 1 1 8972: AA761 369 
F-MAMMA 1000775//EST//6. 9e-32:424: 69//Hs. 44554:N34288 
F-MAMMA 1 000776//ESTs//5. Se-43 : 1 54 : 84//Hs . 1 41 58 1 : AA3 1 536 1 
F-MAMMA1000778//EST//4. 4e-28:226: 80//Hs. 128952:AA9841 14 
F-MAIMIA10007B2//ESTs//0. 35: 270:60//Hs. 29I53:AA551 137 
F-MAMMA 1 0007 98//Hoao sapiens clone 24407 aRNA sequence//! . 6e-23: 53 
1 : 65//Hs. 1 2432 : AF070575 

F-MAMMA 1 000802//ESTS//3. 1 e-67 : 340 : 97//Hs. 126081 : AA459849 
F -MAMMA 1 0008 24//ESTs//0. 98: 44: 90//Hs. 42802 : N201 30 
F-MAMMA 100083 I //ESTs//0. 0081 : 1 94 : 60//Hs. 1 S0400 :AI 298089 
F-MAMMA1000839//Saal I inducible cytokine AS (RANTES)//4. 7e-48:241 : 
74//HS. 1 55464: AF08821 9 
F-MAMMA 100084 1 

F-MAMMA! Q00842//Huaan aonocytic leukaeaia zinc finger protein (MO 
2) aRNA. coaplete cds//0. 18:483:59//Hs. 82210:U47742 
F-MAMMA 1000843//EST//0. 34:M3:68//Hs. S8415:V74696 
F-MAMMA I 000845//EST//2. 9e-06 : 56 :80//Hs. 123243 :AA804877 
F-MAMMAI000851//EST//0. 78:103: 65//Hs. 1 35656 : AA907022 
F-MAMMA 10008 55 

F-MAMMA 1 000856/ /Hoao sapiens preprocatheps in P aRMA. partial cds// 
0. 14:320: 59//H*. 71388: AF032906 

F-MAMMA 1 0008 59//S0I- 3 PR0TE IN//0. 014:474: S7//Hs. 1 57429:171 1 35 
F-MAMMA 1000862//EST//1 . 0: 92 :66//Hs. 1 57599:AI3S7342 
F-MAMMA 1000863//ELK1. aeaber of ETS oncogene faai ly//l. 2e-30: 214: 7 
5//HS. 1 16549: AL0091 72 

F-MAMMA1 000865//ESTS//0. 99:127: 66//H a . 1 2 5230 : AA87 38 1 2 
F -MAMMA 1 000867/ /EST//0. 027:236: 60//Hs. 1 47 1 56 : A 1 1 91 777 
F-MAMMA1000875//Huaan aRNA for KIAA0269 gene, coaplete cds//0. 96:2 
45 :59//Hs. 75850:087459 

F-MAMMA 1 0008 76//ESTs//1 . 5e-39: 192 : 90//HS. 132020:AA7041 47 

F-MAMMA 1 0008 77//EST*. Veakly siailar to !M! ALU SUBFAMILY J VARNI 

NG ENTRY !!M [H. sapiens]//!. 4e-91 :484:94//Hs. 1 38938: AA01 2894 

F-MAMMA 1 000880/ /EST//D. 014:142: 66//Hs. 1 37044 : AA8788 1 2 

F-MAMMA1 000883//EST//1 . 0: lS6:62//Hs. 126352:AA894465 

F -MAMMA 1000897//H. sapiens aRNA for inter-alpha-trypsin inhibitor h 

eavy chain H3//2. 6e-06:21 1 :63//Hs. 76716: X6705S 

F-MAMMA 10009 05//Carti I age aatris pro tein//0. 97: 190: 54//Hs. 150366: M 

55683 

F-MAMMA 1000906//ESTs//3 0e-07: 145: 72//HS. 133556:AA702506 
F-MAMMA 1 000908//ESTS//1 . 1 e-70: 484 : 84//HS. 142497 : AA1 89081 
F-MAMMA! 0009! 4//Angiopoiet in 1//0. 14:450: 59//Hs. 2463:013628 
F-MAMMA!00092l//ESTs//6.8e-96:448:99//Hs. 135721 :A1 1 25239 
F-MAMMA1000931//CD4 receptor (exons 1 and 2} [huaan, T-lyaphocyte, 
aRNA, 3429 nt]//1 . 0e-25: 31 2:66//Hs. 1 1 6007: S79267 
F-MAMMA 1 000940//EST//2 . 9e-42 : 209 : 76//Hs .140567: AA82 5968 
F-MAMMA1000941//Dihydrol ipoaaide branched chain transacylase (E2 c 
oaponent of branched chain keto acid dehydrogenase coapl ex)//1 . 8e- 
38: 39S:71//Hs. 89479:166785 

F-MAMMA1000942//ESTs//1 . 9e-1 9: 252: 71//Hs. 141575:AA2H734 
F-MAlQtA1000943//Huaan aRNA for KIAA030S gene, coaplete cds//0. 077: 
236 :63//Hs. 83790 :AB002303 

F-MAMMA! 000956//Hoao sapiens hRVPI aRNA for RVP1, coaplete cds//8. 
8e-33 : 566 :64//Hs. 25640: AB000714 
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F-MAMIA1DQ09S7//ESTS//1 .0:177: 5 9/ /Hi . I491S4: N00474 

F-MAMMA 1000962//Hoao sapiens neuronal thread protein AD7c-NTP aRN 

A. coaplete cds//1. 1e-56: 310: 85//Hs. 129735 :AF01 01 44 

F-MAMMA 1 000968//ESTS//9. 2e-1 8 : 1 28 : 89//Hs. 1 63980 : AA71 58 1 4 

F-MAMMA 1 000975//ESTS//3 . 8e-08 : 2 1 9 : 66//Hs . 1 1 0937 : AA 1 37096 

F-MAMMA1000979//EST//0. 00022: 155:65//Hs. 101379:239802 

F-MAMMA1000987//EST//1. 1e-48:373:8t//Hs. 1 39034: V27062 

F-MAMMA1 000998//EST//2. 0e-07 : 356 : 62//Hs. 1 32467 : AA922007 

F-MAMMA 1 00 1 003//ESTs//0. 47:129: 67//Hs. 1 6401 6 : A 1 003724 

F-MAMMA1 00 1 008//ESTS//1 . 9e- 1 7 : 1 53 : 82//HS . 1 4 1 1 6 1 : AA2 1 07 1 1 

F-MAWA 100 1021 //Hoao sapiens beta-dystrobrevin (BCTN) aRNA. coaple 

te cds//4. 7e-l7: 100: 100//Hs. 1345! :Y15718 

F-MAMMA1 001 024//ESTS//0. 97:251: 62//H* . 59389 : R93968 

F-MAMMA 100 I 030//Hoao sapiens orphan G protein-coupled receptor HG3 

8 bRNA. coaplete cds//3. 6e-32 : 753 : 6l//Hs. 98384: AF062006 

F-MAMMA 1 001 035//ESTS//6. 9e-28 : 268 : 77//HS. 1 39536 : AA1 80857 

F-MAMMA 1 001038 

F-MAMMA 1001041// ALPHA-ACT ININ 1. CYTOSKELETAL I S0F0RM//2. 7e-l 0: 35 
7:65//Hs. 119000.M95178 

F-MAMMA1 001 050//EST//1 . 8e-29 : 32! : 74//Hs. 1 61 240 : A 1 41 9882 
F-MAMMA 100 1059//EST*. Veakly siailar to protein synthesis initiati 
on factor 4A-II hoaolog//7. 9e-87:415: 99//Hs. 135623:AA1347I9 
F-MAMMA 1 00 1 067//EST//0. 30:166: 60//Hs . 14844 1 : A M 98503 
F-MAMMA1 00 1 073//ESTs//1 . 0e-98 : 476 : 98//H s. 9832 1 : AA455S85 
F -MAMMA 1 00I074//ESTS//1 . 6e-82 : 396 : 98//HS. 118923: AA2521 1 6 
F-MAMMA 100 t 07 5//Hoao sapiens (clone F4) transaeabrane protein aRNA 
sequence//3. 7e-29:559:65//Hs. 135251 : L09749 
F MAMMA 1 001 07B//Huaan Line-1 repeat aRNA aith 2 open reading fraae 
S//2. 7e-99 : 689 : 83//HS. 23094: Ml 9503 

F-MAIMIA1001080//IG ALPHA-2 CHAIN C REGION//5. 8e-43:3l9:81//Hs. 3222 
5 : AF067420 

F-MAMMA 1 001 082//ESTs//6. 2e-2B:275:77//Hs. 1 52685: AA61 3896 
F-HAMMA 1001 091 //Hoao sapiens aRNA for KIAA071I protein, coaplete c 
ds//0. 0081 :586:57//Hs. 5333 :AB01 8254 

F-HAMMAI001092//Huaan kpni repeat arna (cdna clone pcd-kpni-8), 3' 
end//S. 1 e-24: 328: 72//Hs. 103948:K00627 
F-MAMMA1 001 1 05//Hoao sapiens OVO-like I binding protein (OVOL1) aR 
NA. coaplete cds//2. 1 e-24: 507 : 66//Hs. 97905: AF0 16045 
F-MAIHA1001 1 I0//Huaan aRNA for KIAA0125 gene, coaplete cds//0. 94:4 
48 :57//Hs. 38365:050915 

F-MAMMA10011 26//Saal I inducible cytokine A5 (RANTES)//4. 6e-1 8: 1 23 : 
85//HS. 155464 :AF0882 19 
F-MAMMA 1 001133 
F-MAMMA1 001139 

F-MAMMA1001 1 43//ESTs//2. 6e-18 : 1 21 : 82//Hs. 1 3511 7 :AI 091 534 

F-MAMMA 1 00 1 1 45//ESTs//1 . 5e-36 : 442 : 69//Hs . 1 247 1 2 : H902 1 7 

F-MAMMA 1 001 1 54//EST//0. 054 : 208 : 61 //Hs. 1 62088 : AA505741 

F-MAMMAI 001 161 //Hoao sapiens aRNA for KIAA0575 protein, ccmplete c 

ds//6. 6e-38 : 337 : 77//Hs. 1 53468 : AB0 1 11 47 

F-MAMMAI 001 1 62//EST//4. 7e-1 6:117: 90//Hs. 1 30894 : A 1 01 4299 

F-MAMMAI 001 181 

F-MAMMA I 00 1 186//Huaan aacrophage-der i ved cheaokine precursor (l©C) 
aRNA, coaplete cds//6. 5e-47: 31 3: 81//Hs. 97203 :U831 71 
F-MAMMA 1 001 1 91//ESTs//5. Be-34 : 1 97 : 94//Hs. 1 21 575 : AA758083 
F-MAMMAI 001 1 98 

F-MAMMAI 001 202//ESTs//1 . 5e-37 : 21 0 : 83//HS . 79788 :AA527348 

F-MAMMAI 001 203//ESTs//1 . 2e-29: 1 99 : 76//Hs. 1 41 60S:H92974 

F-MAMMAI 001206//EST*. Veakly siailar to !!!! ALU SUBFAMILY J VARNI 

NG ENTRY !!!* [H. sapi ens]//5. 5e-25: 275: 75//Hs. 105292 :AA504776 

F-MAMMAI 001 21 5//ESTs//1 . 9e-06 : 300 : 63//Hs. 1 1 3566 : T03200 

F-MAMMAI 001 220//Huaan aRNA for KIAA0118 gene, partial cds//2.7e-5 

3 : 367 : 84//H*. 154326:042087 

F-MAMMAI 00 1222//Hoao sapiens aRNA for KIAA0634 protein, partial cd 
s//1 . 8e-0S : 435 : 59//Hs . 30898 : AB0 1 4534 
F-MAMMAI 001 243//ESTs//5. 2e-19: 1 18: 94//Hs. 1 22830: AA76SS87 
F-MAMMAI 00 1244 

F-MAMMA 1 00 1249//ESTs//l. 3e-89:420: 99//Hs. 147744: A 1 220476 
F-MAMMAI 001 2 56//ESTs//2. 1 e-34: 282 : 80//Hs. 461 58: AI1601 21 
F-MAMMAI 001 259//ESTs//2. 9e-07 : 68: 95//Hi. 61 93: AA045149 
F-MAMMAI 001 260//Hoao sapiens aRNA for KIAA0661 protein, coaplete c 
ds//2. 8e-41 :659:64//Hs. 65238: AB01 4561 

F-MAMMAI 001 268//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//1 . 7e-33 : 336 : 74//Hs. 23094 : Ml 9503 

F-MAMMAI 001 271//HOBO sapiens CAGH3 aRNA, coaplete cds//3. 4e-06 :48 
7 : 59//Hs . 2 1 858 : U80747 

F-MAMMA 100 12 74//Huaan aRNA for KIAA0080 gene, partial cds//S. 1e-6 
2:396: 76//HS. 74554 : 038522 

F-MAMMAI 001 280//ESTI//7. 3e-1 4: 273 : 67//Hs. 1 26S03 : AA91 3832 
F-MAMMAI 001 292//Huaan aRNA for KIAA0176 gene, partial cds//5.6e-S 
4:S16:7l//Hs. 4935:079998 
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F-HAMMA1001 296//ESTs//4. 8e-34 : 1 36 : 85//Hs. 70279 : AA757426 
F-MAlMIAtOOl 298//ESTs//0. 021 :73:80//Hs. 1 U233 N9I305 
F-MAMMA 1001 30S//Huaan DMA sequence fro* PAC 127BZO on chroaosoae 2 
2q1 I . 2-qter. contains gene for GTPase-activsting protein siailar t 
o rhoGAP protein, ribosoaal protein L6 pseudogene, ESTs and CA rep 
eat//l . 9e-58 : 295 : 97//Hs. 102336 : Z83838 
F-MAMMAl001322//ESTs//9. 4e-1 8: 221 : 74//Hs. 139132:AA21 1087 
F -MAMMA 1 001 324//Huaan endogenous retrovirus pHE. 1 (ERV9)//6. 7e-75: 
745: 73//Hs. 93174:157147 

F-MAMMA 1001 3 30/ /EST s//2. 6e-Z6 : 169: 91//Hs. 4209: AA205805 
F-MAlMA1001341//ESTs//0. 10: 267:62//Hs. 1 55922 :AI 1471 97 
F-MAMMA1 001 343//ESTs//0. 0024 : 323 : 62//Hs. 1 1 9238 : AA476267 
F-MANMA1 001 346//Hoao sapiens aRNA for KIAA0715 protein, partial cd 
s//0. 94:89 :75//Hs. 1 09358 :AB01 8258 

F-MAMMA1 00 1 383//Putat i ve aisaatch repair/binding protein hMSH3//7. 
3e-49: 273 : 80//Hs. 42674 :U6 1 981 

F-MAMMA1001 388// INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX 
ACID LABILE CHAIN PRECURS0R//4. 6e~09:41S:58//Hs. 839:M8G826 
F-MAMMA1001 397//Prostagl andin 12 (prostacyclin) synthase //I. 3e-2 
6: 358: 67//Hs. 61 333:083402 

F-MAMIA 1001 408//EST s//7 . 2e-06 : 123: 72//Hs. 26753 :R60753 
F-MAIHAI00141 t//Autosoaal doainant polycystic kidney disease type 
1 1 // 1 . 0 : 1 76 : 64//Hz . 8200 1 : US0928 

F-MAMIA 100 141 9//Hoao sapiens KIAA0395 aRNA, partial cds//4. 1 e-45 :4 
09 : 80//HS. 43681 : AL022394 

F-MAMMA1001420//Hoao sapiens aRNA for alphad. 2) fucosy I transferal 
e. coaplete cds//0. 00042: 125: 75//Hs. 46328:087942 
F-MAMIA] 001 435//Huaan HsLIMIS aRNA for KsLialS, coaplete cds//8. 2 
e-43:543: 71 //Hs. 37181 : 064 108 

F-MAIMA1001 442//ESTs//7. 9e-1 5:103: 92//Hs. 25780 : R51 321 
F-MAMMAI001 446//ESTs//3. 5e-44: 292:73//Hs. 1 1 1583 :AA463 590 
F-MAMIA 1001 452//ESTs//0. 73:152 : 65//Hs . 1 63766 : A 1 424040 
F-MAMMA1001 465//ESTs//1 . Oe-1 5: 201 : 75//Hs. 8836: AA1 81 053 
F-MAMNAI001476//Huaafl aRNA for S'-terainal region of UMX, coaplete 
cds//2. 0e-24 : 273 : 72//Hs. 75939:078335 
F -MAMMA 1 00 1487//ESTs, Weakly siailar to 0RF2— 1 i ke protein [H. sapie 
ns) //3. 2e-25 : 397 : 68//Hs .116874: AA524909 

F-MAMMA1001 501//CALPAIN I, URGE//3. 1 0-53:438 :81//Hs. 2575: X04366 
F-MAMMA 1001 502/ /Hunan p!20E4F transcr iption factor aRNA. coaplete 
cds//0. 99: 258: 51//Hs. 154196:U87269 

F-MAMMA 1001 51 0//ESTs//8. 7e-09: 380: 61//Hs. 1 18701 :AA4Z0795 
F -MAMMA 1 001 52 2//ESTs//7. 1 e-44 : 32 1 : 80//HS. 1 201 70 : A 1 01 8506 
F-MAMMA 1001 547 

F-MAMMA 100 1 55 l//Hoao sapiens aRNA for KIAA0462 protein, partial cd 
s//7. 5e-1 30:614: 98//HS. 129937: A600793 1 

F-MAMMA 1001 575//ESTs, Weakly siailar to zinc finger protein C2H2-1 
71 [H. sapi ens]//0. 71:181 :62//Hs. 1 18866 :AI 01 7072 
F-MAMMA 1 00 1576//Tubu I in, gaesa polypept ide//5. 7e-97 : 529: 91//Hs. 1 50 
785: M6 1764 

F-MAMMA1 001 590//EST//1 . 7e-1 3 : 94 : 92//H s. 95900 : AA1 60339 
F-MAMMA 1001 600//EST//1 . 0e-08: 81 : 87//Hs. 1 49220 : A 1 247 1 32 
F -MAMMA 1 001 6O4//EST//0. 0070: 1 57 : 62//Hs. 1 6 25 1 6 : AA58337S 
F-MAMIA 1001 606//Huaan clone 23627 aRNA. coaplete cds//Q. 64: 336: 58/ 
/Hs. 23642:1179266 

F-MAMMA 1001 620//ESTs//6 . 8e- 1 6 : 99 : 79//H s . 1 64052 : AA8361 52 

F-MAMMA 1001 627//Pregnancy-associ ated plasaa protein A//0. 27: 379: 58 

//Hs. 158229:1128727 

F-MAMMA 1 001 630//Huaan 0NA sequence froa clone 71 LI 6 on chroaosoae 
Xplt. Contains a probable Zinc Finger protein (pseudo)gene, an unk 
nown putative gene, a pseudogene with high siaiiarity to part of a 
ntigen K I -67, a putative Chondroitin 6-Sul fotransf erase LIKE gene 
and a KIAA0267 LIKE putative Na(+)/H(+) exchanger protein gene. Co 
ntains a predicted CpG island, ESTs, STSs and GSSs and genoaic aar 
kers DXS1003 and DXS10S5//1. 4e-40:447:73//Hs. 1 54353 :AL022 165 
F-MAMMA 1 001 633//Huaan zinc finger protein (L05-1) aRNA, coaplete c 
ds//3. 6 e- 44:61 1 :67//Hs. 57679 :U57796 
F-MAMMA 1 001 635 

F-MAMMA 1 001 649//ESTs//1 . 4e-47 : 238 : 99//HS. 1 24063 : T75524 
F-MAMMA 1 001 6S4//Hoao sapiens retinal rod Na-Ca+K exchanger (NCKX1) 
aRNA, coaplete cds//0. 00069: 140: 68//Hs. 5982 9: A601 4602 
F-MAMMA 1 001 663//Hoao sapiens aRNA for KIAA0448 protein, coaplete c 
d s//0 . 0 1 5 : 1 35 : 7 1 //Hs . 27 349 : AB0079 1 7 

F-MAMMA 1 001 670//ESTs, Highly siailar to 52 KD R0 PROTEIN [Hobo sa 
piens]//0. 064:472: 60//Hs. 11081 9: A 1 027548 
F-MAMMA 100 1 671 

F-MAMMA 1 00 1679//ESTs//0. 94: 55: 83//Hs. 152506: AA57331 7 
F- MAMMA 1 001 683//ESTs//1 . 6e-92 : 480 : 96//Hs . 1 18496 : AA036889 
F -MAMMA 1 001 686//E$Ts//0. 0001 9:171: 66//HS. 1 40402 : All 38765 
F-MANMA! 00l692//ESTs//0. 97: 104: 70//Hs. 27596 AM 88549 
F -MAMMA 1 001 71 1//Huaan G protein-coupled receptor (STRL22) aRNA, co 



aplete cds//8. 0e-4S: 323: 83//Hs. 46468:1145984 

F-MAMMA 1 001 71 5//ESTs//1 . 3e- 1 4 : 1 88 : 72//Hs . 130815: AA936548 

F-MAMMA 1 00 1 730//ESTs//0. 048 : 1 98 : 6S//Hs. 116412: AAS06926 

F-MAMMAI001735//Huaan beta-tubulin class III isotype (beta-3) aRN 

A. coaplete cds//l. 5e-11l :725:84//Hs. 159154:1147634 

F-MAMMA 1 00 1 740//EST//0. 77:119: 65//Hs .148140: AA887098 

F-MAMMA 100 174 3//ESTs//6. 5e-27: 195: 72//Hs. 163688:H48768 

F-MAMMA 1 00 1 744//EST//0. 00019:134: 70//Hs. 1 46863 : A 1 1 61 245 

F-MAMMA 1001 74 5//Huaan Line-1 repeat aRNA aith 2 open reading fraae 

s//4. 7e-67 :822: 69//Hs. 23094:H19503 

F-MAMIA 1 00 1751//Hoao sapiens two P doaain potassiua channel subuni 

t (H0H01) aRNA, coaplete cds//l . Oe-36: 583:65//Hs. 793S1 :U33632 

F-MAMMA 1 001754//ESTs//5. 1 e-97: 456 : 99//Hs. I57928:AA77S822 

F-MAMMA 10017 57//EST//0. 042 : 1 77 : 63//Hs. 1 44436 : R071 09 

F-MAMMA 1 00 17 60//Hoao sapiens RET finger protein-like 1 antisense t 

ranscript, partial//6.6e-41 :309:84//Hs. 102576 :AJ010230 

F-MAMMA 1 00 1 764//ESTs//0. 057 : 290 : 60//Hs . 68647 : AA524072 

F-MAMMA 1 00 1768//Huaan transcription factor, forkhead related activ 

ator 4 (FREAC-4) aRNA. coaplete cds//2. 2e-05: 504; 60//HS. 96028 :AF04 

2832 

F-MAMMA 1 00 1769//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//1.1 
e-8S:686:79//Hs. 1 1 3283 :AF0 18080 

F-MAMMA1001771//Huaan seaaphorin III faaily hoao log aRNA. coaplete 
cds//Q. 00071 : 392: 60//HS. 32981 :U38276 
F-MAMMA1 001783//ESTs//8. 8e-23: 206: 79//HS. 142S24:H02940 
F-MAMMA1001785//ESTS//1. 3e-52:270: 97/ZHs. 61809: AA503549 
F-MAMMA1001788//Huaan kpni repeat arna (cdna clone pcd-kpni-8), 3’ 
end//6: 7e-21 :212: 77//Hs. 103948:K00627 
F-MAMMA1001790//Hoao sapiens KIAA0409 aRNA, partial cds//2. 2e-06: 1 
39: 72//HS. 51 58: AB007869 

F-MAMMA1 001 806//ESTs//6. 4e-44 : 373 : 79/ZHs. 1 05665 :H78987 

F-MAMMA 1 00181 2//ESTs//4. 8e-83 : 407 : 97//HS . 98613: D83884 

F-MAMMA 1 001 8 1 S//EST//2. 1 e-56 : 374: 85//H s. 141488: N47096 

F-MAMMA) 00 1 8 1 7//EST//8. 6e-39 : 336 : 78//Hs. 162236: AASS 1 582 

F-MAMMA1 00181 8//EST//0. 32:375: 58//Hs . 72729 : AA 1 67589 

F-MAMMA1 001820//Hoao sapiens cy tok ine- 1 ike factor-1 precursor (CL 

F-l) aRNA. coaplete cds//0. 082: 153: 66//Hs. 1 14948: AF059293 

F -MAMMA 1 00 1 824//EST//0. 0013:195:6 3//Hs .129275: AA992742 

F -MAMMA) 001836//ESTs//7. 4e-52 : 283 : 95//Hs. 92290: R78691 

F-MAMMA 1 001 837//Hoao sapiens aRNA for zinc finger protein FPM315. 

coaplete cds//2. Oe-29: 641 : 62//Hs. 56808:088827 

F-MAMMA1 001 848//ESTs//3. 5e-53 : 264 : 99//Hs. 1 1 6430 : AA6446SS 

F-MAMMA 1 001851//ESTs//0. 00050:251 : 64//HS. 1 63776 :A 1 393028 

F-MAMMA1001854 

F-MAMMA 10018 58//EST//1 .0:113: 68//HS . 1 32482 : AA92 22 1 8 

F-MAMMA 1 001 864//EST//1 . 3e-06 : 399 : 60//HS. 161500: N68060 

F-MAMMA 1 00 1868//Hoao sapiens nuclear receptor co-repressor N-CoR a 

RNA, coaplete cds//0. 084: 672 : 58//HS. 1 52455: AF044209 

F-MAMMA 100 18 74//ESTs//0. 97 292: 58//Hs. 24553 :AI 1 50687 

F-MAMMA1001878 

F-MAIOIA 1 001 880//ESTs//9. 2e-09 : 277 : 62//HS. 1 5776 : T91 944 

F-MAMMA 1 001 890//EST//1 . 7e-8S : 440 : 97//Hs. 1 28842 : AA977576 

F-MAMMA 1 001 907//EST//2. 7e-26 : 294 : 74//Hs . 98794 AA434078 

F-MAMMA1 001 908//ESTs//3. 2e-1 09 : 505 : 1 00/ /Hs. 1 46 1 45 : A 1 391 521 

F-MAMMA 1001 931 //E ST s//1. 0:1 08: 67//HS. 1 26624: AA768874 

F-MAMMA 1 001 956//Apo lipoprotein E//1.0:322:59//Hs. 76260:1112529 

F-MAMMA 1 001 963//ESTS//0. 84:320: 60//Hs. 6523 : AA21 8859 

F -MAMMA 100 196 9//Hobo sapiens clone 23892 aRNA sequence//3. 6e-79:42 

3:81//Hs. 91916: AF03531 7 

F-MAMMA 1 001 970//0xy toe in receptor//9. 7e-31 : 626: 64//HS. 2820: X64878 

F- MAMMA 1 001992/ /EST, Weakly siailar to reverse transcriptase [H. sa 

•piens}//7. 9e-09: 1 50 : 72//Hs. 1 18222 :N91 115 

F-MAMMA1002009//ESTS//2. 2e-18: 234:69//Hs. 21978: AA009633 

F-MAIQIA100201 1//ESTs//0. 91 : 276: 59//Hs. 141196: AA704826 

F-MAMMA 100 203 2//ESTs//7. 8e-40: 344:77//Hs. 14I658:N7791 5 

F-MAMMA 100203 3//ESTs//2. 5e-30 : 293 : 76//HS . 1391 58: AA226 1 59 

F-MAMMA1 002041 //Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K I AA0484//1 . 2e-S4: 455: 70//Hs. 158095: AB0079S3 

F-MAMMA 1 002042/ /EST s// 1 . 4e-20 : 1 99 : 79//Hs. 1 4091 3 : R44580 

F-MAMMA 1 002047//EST//4. 2e- 1 4 : 1 70 : 7S//Hs . 1 24348: AA830225 

F-MAMMA 100 20 56//EST//2. 1 e-49: 414: 80//HS. 162335: AA564256 

F-MAMMA1002058//EST//4. 7e-26: 268: 78//HS. 140520: AA809305 

F-MAIMA 1002068//Huaan Line-1 repeat aRNA aith 2 open reading fraae 

S//8. 50-36:382: 7S//Hs. 23094:M19503 

F-MAMMA 1002078 

F-MAMMA 100 208 2 

F-MAMMA) 002084//EST//0. 37:351: 59//Hs. 46576 : N460 1 2 

F-MAMMA 100 20 9 3//Hoao sapiens aRNA for ATP-dependent RNA helicase. 

parti a I//0. 54:388: 57//Hs. 99423 : AJ01 0840 

F-MAMMA1 0021 08//Loricrin//0. 00066: 41 0:S6//Hs. 155657:1181120 
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F-MAMMAI 0021 I8//EST//0. SO : 202 : 64//Hs . 1 26B72 : AA932932 

F-MAMMAI 0021 2 5//Sea I 1 inducible cytokine A5 (RANTES)//2. 4e-39:272: 

8S//H*. 1 55464 :AF0882 19 

F-MAMMAI 002 1 32//EST//6. 4e-05 : 245 : 60//H*. 1 49361 : A 1 272963 

F-MAMMA 1 002 1 40//ESTs//5. 8«-33 : 2 1 2 : 77//Hs .141203: HS2638 

F-MAMMAI 002 14 3//SE RUN PROTEIN NSE55//1 . 9e-1 2 : 1 92: 70//Hs. 1 481 01 :M88 

338 

F-MAMMAI 0021 4S//EST//0. 12:204:60//H*. 160983:AI 392837 
F-MAMMA 1 0021 S3 

F-MAMMAI 0021 55//ESTs, Weakly siailar to p40 [H. sapiens]//3. 6e-67: 3 
35: 97//Hs. 88424: AA281 385 

F-MAMMA 1 002 156// Integr in, beta 3 (platelet glycoprotein Ilia, anti 

gen CO6D//0. 89: 310: 58//H*. 87149:1135999 

F-MAMMAI 0021 58//EST//0. 01 5: 278 : 58//H1 . 1 62666 : AA6051 96 

F -MAMMA 1 0021 70//40S RIB0S0MAL PROTEIN S2//6. 9e-82: 573: 82//H*. 11938 

9:117206 

F -MAMMA 10021 74/ /Huean N0F1 aRNA. coaplete cds//2. 2e-42: 375: 78//HS. 
75859 :U3 9400 

F-MAMMAI 0021 98//H. sapiens eRNA for thiol-specific ant ioiidant//3. 3 
e-3S: 1 21 :98//Hs. 1 46354 :Z22548 

F-MAMMAI 00 2 209//ESTs//1 . le-84:409: 98//Hs. 139235: AA278362 
F-MAMMAI 00221 5//Lor i cr i n//0. 0024 : 369 : 57//Hs. 1 55657 : N6 11 20 
F-MAJHA1 00221 9//ESTs, Weakly siailar to coded for by C. elegans cD 
HA ykS2b10. 3 [C. elegans] //9. 5e-41 : 202: 1Q0//Hs. 1 18849: AA2J564S 
F-MAMMAI 002230//EST s//0. 92: 253 : 60//Hs. 4222: AI024063 
F-MAMMAI 002236//EST s. Moderately siailar to initiation factor elF- 
2B gaaaa subunit [R. norveg»cus]//4. 6e-69: 344: 90//Hs. 76822: A 1 3S9536 
F-MAMMAI 002243//Hoao sapiens serine threonine kinase II (STK11) eR 
NA. coaplete cds//0. 99: 454: 56//Hs. 122755: AF032986 
F-MAMMAI 002250/ZHuaan invotucrin aRNA//0. 0037: 396 :62//Hs. 157091 :N1 
3903 

F-MAMMAI 002267//ESTs//2. Oe-12: 296:62//Hs. 155686: Al 308841 
F-MAMMAI 002268//Huaan N-type calciua channel alpha-1 subuni t aRNA. 

coaplete cds//1 . 2e-06 : 427 : 6I//Hs. 69949 : M941 72 
F-MAMMAI 002269 

F-MAMMAI 002282//ESTs//5. 9e-S5: 342: 9S//Hs. 1 3962: T72715 

F-MAMMAI 002292//EST//0. 0050: 346: 58//Hs. 97639: AA3 98440 

F-MAMMAI 002293//Hoao sapiens ONA f ragaentat i on factor 40 kOa subun 

it (0FF40) eRNA, coaplete cds//2.8e-60:387:75//Hs. 1 33089: AF06401 9 

F-MAMMAI 00 2294//Huaan growth/differentiation factor 1 (CDF-1) aRN 

A. coaplete cds//4. 3e-07: 349:64//Hs. 92614:M62302 

F-MAMMAI 002297//E5T//0. 98: 98:68//Hs. 148207: AA897460 

F-MAMMAI 002298//Pai red basic aaino acid cleaving systea 4//0.0061: 

471 :57//Hs. 77234: A8001914 

F-MAMMAI 002299//£STs//l . 0: 162: 68//HS. 1 34132: AA205935 

F-MAHMA1002308//ESTS. Weakly siailar to !!!! ALU SU8FAMILY J WARN I 

NC ENTRY ! ! M [H. sap i ens]//6. 9e-41 : 293 : 83//HS. 105292: AA504776 

F-MAMMAI 0023 10//Hoao sapiens serine protease-like protease (nesl) 

aRNA. coaplete cds//0.0037: 173:67//M». 69423 :AF0 55481 

F-MAMMAI 0023 11//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K I AA0487//1 . 8e-41 : 473 :65//Hs. 92381 :AB007956 

F-MAMMAI 0023 1 2//ESTs//0. 001 7:279: 60//Hs. 1 63773 : AA806291 

F-MAMMAI 002 3 17//ESTs//1 . 0: 1 31 : 64//Hs. 66075 :F08908 

F-MAMMAI 0023 19//Hoao sapiens clone 24566 aRNA sequence//! . 2e-28: 41 

0: 68//Hs. 1 33342 : AF070S36 

F-MAMMAI 002322//ESTs//1. 2e-47: 356: 82//HS. 152413:AA78051 5 
F-MAMMAI 002329//Hoao sapiens clone 24444 RaP2 interxcting protein 
8 (RPIP8) aRNA, coaplete cds//0. 0079: 143 : 67//H*. 6755: AF055026 
F-MAMMAI 002332//Huaan kpni repeat arna (cdna clone pcd-kpni-8). 3* 
end//1. 2e-26:342:72//Hs. 103948:K00627 
F-MAMMAI 002333//Hoao sapiens aRNA for KIAA0711 protein, coaplete c 
ds//6. 8e-07 : 669 : 58//Hs. 5333 : AB0 1 82 54 

F-MAMMAI 002 3 39//H. sapiens aRNA for retrotransposon//3.2e-40:348:73 
//Hs. 6940: 248633 

F-MAMMAI 002347//EST, Moderately siailar to MM ALU SUBFAMILY J WA 
RN INC ENTRY MM [H. sapiens]//3. 9e-14: 146: 8t//Hs. 1 63073 : R02591 
F-MAMMA 1 002 3 S I //EST s// 1 . 2e-74: 371 : 96//Ht. 1 1 1429: W28907 
F- MAMMA 1 002352//EST//1 . 7e-09 : 1 98 : 68//Hs. 1 492 1 8 : A 1 247086 
F-MAMMA10023S3//ESTs//7. 4e-15: 163:77//Hs. 1 57253: Al 357539 
F-MAMA 1 002 3 55//Hoao sapiens KIAA0441 aRNA. coaplete cds//7. 7e-47: 
307 : 78//Hs. 3251 1 : AB007901 

F-MAMMAI 002 3$6//ESTs//0. 012: 380: 58//Hs. 1 05349: AA779733 
F-MAMMAI002359//EST//1. le-44: 264:7 7//Hs. 141095:H23818 
F-MAMMAt002360//ESTs//7. 6e-l 5: 200: 70//HS. 19770: AA447B30 
F-MAMMAI 002361//ESTs//2. 5e-29: 277: 79//HS. 1551 15: AA669923 
F-MAMMAI 002 362//EST//0. 25: 304: S8//Hs. 162427: AA576345 
F-MAMMAI 002 3 80//FACT0R VIII INTRON 22 PROTEIN//0. 29:485: 59//Hs. 833 
63 :M34677 

F-MAMMA 100 2 384//ESTs//1 . 1 e-05 : 220: 65//Hs. 141 388 : R52022 
F-MAMMA )00238S//ESTs. Moderately siailar to T1IG6.8 [C.elegans]// 
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8. 4e-l18: 578:97//Hs. 25516: Al 086362 

F-MAMMAI 002392//EST//0. 85: 31 9: S7//Hs. 1 26484: AA91 3624 

F-MAMMA 1 0024 1 1 //ESTsZ/0. 00044 : 89 : 76//HS . 1 4 1 685 : A M 426 32 

F-MAMMAI 00241 3//ESTs//0. 0020 : 303 : 6 1//Hs. 94903 : W8S737 

F-MAMMAI 00241 7//ESTs//l . 4e-Q6 : 223 : 65//Hs. 1 43695 : AA662745 

F-MAMMA! 002427//ESTs//S. 4e-48: 356: 82//HS. 14681 1 : AA4I0788 

F-MAMMAI 002428//EST//1 . 0:96:7I//Hs. I0S130: AA482030 

F-MAMMAI 002 434//Huaan aRNA for KIAA0118 gene, partial cds//2.2e-5 

2:370: 83//Hs. 154326:042087 

F-MAMMAI 002446 

F-MAMMAI 002454//ESTs//9. le-50: 163: 100//Hs.80162:AA534809 
F-MAMMAI 00246 I //Huaan diacy Iglycerol kinase (DAQC) aRNA. coaplete 
cds//6. 3e-06 : 595 : 59//Hs. 99932 : L38707 
F-MAMMAI 002470 

F-MAMMAI 002475//Huaan MAP kinase activated protein kinase 2 aRNA, 

coaplete cds//0. 018:417: 58//Hs. 7S074:U12779 

F-MAMMAI 002480//ESTS//0. 001 5 : 258: 62//Hs. 1 32082 : N67059 

F-MAMMA 1002485//Hoao sapiens stann iocalcin-2 (STC-2) aRNA, coaplet 

e cds//9. 4e-1 20: 560: 98//HS. 155223: AF055460 

F-MAMMA 1 002494//E$Ts//2. 4e-68: 359 : 95//Hs . 124652: AA857628 

F-MAMMA 1002 4 98//E ST s. Weakly siailar to hypothetical protein [H. sa 

piens]//4. 0e-07 : 2S7:63//Hs. 1 3301 3: AA604920 

F-MAMMA 1 002 S24//Huntingt in (Huntington disease)//0. 0085:21 5: 65//H 
s. 79391 : LI 2392 

F-NAMA1002S30//Hoao sapiens cytosolic phospholipase A2 gaaaa (cPL 
A2 gaaaa) aRNA. coaplete cds//4. 5e-l62: 775: 97//Hs. 1 8858 : AF065214 
F-MAMMA 100 2 545//ESTs//6. 4e-46: 351 : 81//HS. 14681 1 :AA410788 
F-MAMMA 1002554 

F-MAMMAI 0025$6//Huaan beige-like protein (BCL) aRNA, partial cds// 
0.96: 137: 62//Hs. 62354 :M83822 

F-MAMMAI 00 2 56 6//ESTs//0. 0033: 1 30:68//Hs. 1 1 701 8: AA8324Z1 
F-MAMMAI 00257 1 //EST//0. 28:11 5: 66//HS . 1 56768 : A 1 351 368 
F-MAMMAI 002 57 3//ESTs//2. le-48:265: 94//Hs. 1551 28: Al 224516 
F-MAIMtA 1002585 

F-MAMMA 1002S90//ESTs//3. 2e-l 1 : 280: 63//HS. 36049: AA436B31 

F-MAMMA 1 002597//ESTs//4. 8e-10: 118: 77//Hs. I56166 AI 334107 

F-MAMMAI 002598//Ribosoaa I protein L7//3.6e-23: 123: 100//HS. 153:1579 

58 

F-MAMMAI 002603//EST//0. 070 : 99: 7!//Hs. 1 22387 : AA789220 

F-MAWA1 00261 2//ESTs, Moderately siailar to hCDCIO protein [H. sapi 

ens]//8. 3e-1 8: 353:6S//Hs. 60895: AA428463 

F-MAMIA 100261 7//B94 PROTE 1 N//0. 0097:229: 62//Hs . 75522 : M92 357 
F-MAMMAI 00261 8 
F-MAMMAI 00261 9 

F-MAMMAI 002622//Hoao sapiens advillin aRNA. coaplete cds//4. 7e-22: 

1 57 : 90//HS. 47344 : AF04 1 449 

F-MAMMAI 002623//EST//1. 5e-33 : 168:81//Hs. 141 526:N52300 
F-MAMMAI 002625 

F-MAMMAI 002629//Hoao sapiens aRNA. chroaosoae I specific transcrip 
t K I AA0507//1 . le-35:355:76//Hs. 158241 :AB007976 

F-MAMA 1 002636//Hoao sapiens nRNA for KIAA0288 gene, coaplete cds/ 
/1 . 9e-05 : 439 : 61//Hs. 91400: AB006626 

F-MAMMAI 002637//K1NES IN LIGHT CHAIM//2. Oe-47 : 367: 72//Hs. 11 7977 : L04 
733 

F-MANMA1002646//EST//1 . 2e-3 2 : 302 : 78//Hs. 1 I2540:AA601 38$ 
F-MAMMA1002650//TR ICHOHYALIN//1 . 2e-08: 570:S3//Hs. 82276 :L091 90 
F-MAMMAI 0026 55//EST//8. 8e-40 : 1 98 : 1 00//H* . 1 59724 : A 1 3 93335 
F-MAMMAI 002662//EST//0. 99: 95 :63//Hs. 144074: AIOOS489 
F-MAMMA1002665//Lysosoaal-assoc i ated aeabrane protein 2//1.8e-3S:7 
22: 64//Hs. 8262 :U36336 

F-MAMMAI 00267 l//Cyc I in-dependent kinase inhibitor IC (p57, Kip2)// 
8. 6e-06 : 272 : 64//Hs. 1 06070 : U22398 
F-MAMMAI 002673 

F-MAMMAI 00 2 684//Hoao sapiens aRNA for KIAA02I4 protein, coaplete c 
ds//1 . 2e-162: 752 : 99//Hs. 3363 : D86987 
F-MAMMAI 002685//ESTs//7. Se-40: 373 : 78//Hs. 1 63937 : N6991 5 
F-MAMMAI 002698//ESTs//2. 5e-09: 1 90 : 68//Hs. 138292 : A 1 220397 
F-MAMMA!002699//Hoao sapiens epsin 2b aRNA, coaplete cds//4. 7e-5$; 
398:81//Hs. 22396:AF062065 

F-MAMMAI 002701//ESTs//4. 3e-1 0: 1 1 0: 80//Hs. 1 56041 : A 1 274697 

F-MAMMAI 002708//Hoao sapiens aRNA for alpha (1, 2) fucosy I transferas 

e, coaplete cds//1. le-51 : 307: 79//Hs. 46328:087942 

F-MAMMAI 00271 1//EST//3. 6e-38: 186:77//Hs. 1 3971 5:N2504I 

F-MAMMAI 00272 1//EST//3. 9e-08 : 1 1 0 : 7 t//Hs. 1 36758 : AA71 4692 

F-MAMMAI 00272 7//EST//0. 97:137: 63//Hs. 1 451 S3 : All 50165 

F-MAMMAI 002728//ESTS. Highly siailar to PAB-DEPENDENT P0LY(A)-SPE 

CIFIC RIBONUCLEASE [Saccharoayces cerevis iae]//2. 6e-1 2: 1 29: 8I//H1. 

154181 : AA193S02 Y 

F-MAMMAI 002744//ESTS//0. 0026 : 420: 58//Hs. 95793 : AA61 7853 

F-MAMMA 1002748//ESTs//0. 28:1 17:69//Hs. 12925:T66312 
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F-MAMMA 1002748 

F -MAMMA 1 002754//E$Ts//1 . I e-34 : 340 : 77//Hs . 1 63641 : R6 1 848 

F-MAMMA 100Z7S8//Hoao sapiens K1AA0442 aRNA, partial cds//l. la-27: 1 

51 : 98//Hs. 32168: AB007902 

F-MAMMA 1 002764//ESTS//1 . 7e-45: 323 : 84//Hs. 1 55243 : N70293 
F-MAMMA 1002765//EST//3. 2e-1 I : 145: 73//Hs. 162551 AA584782 
F-MAMMA 1002769 

F-MAMMA! 002775//Huaan ABL gene, exon lb and intron 1b* and putativ 
e M8604 Mat protein (M8604 Met) gene//7. 6e-84: 417: 97//Hs. 77705 :U0 
7563 

F-MAMMA 1 002780//EST//0. 78:210: 63//Hs. 14941 3 : A 1 273988 
F-MAMMA 1002782 

F-MAMMA! D02796//ESTs//0. 021 : 122:65//Hs. 132221 :At 380710 

F-MAMMA1 002807//EST//1 . Oe-3 1 : 1 84 : 71 //Hs. 1 6 1 497 : N66 91 9 

F-MAMMA 1002 820//ESTS//0. 21 : 292 : 59//Hs. 1 3251 3: AI378514 

F-MAMMA 1 0028 30//Hoao sapiens aRNA for KIAA0563 protein, coaplete c 

ds//2. 4e-57 : 286 : 88//Hs. 1 5731 : AB01 1 1 35 

F-MAMMA 100 2 83 3//Huaan aRNA for KIAA0033 gene, partial cds//9. 1e-5 
2:583: 72//Hs. 22271 :026067 
F-MAMMA 1002835 

F-MAMMA 1 00 2838//ESTs. Weakly siaitar to NADH-U8IQUINONE OXIDOREDUC 
TASE CHAIM 1 [Locusta aigrator i a)//7. 7e-38: 179:78//Hs. 141344:H2995 
1 

F-MAMMA 1002842//ESTs//1 . 7e-1 9: 1 34 : 89//Hx. 1 11 583 : AA463590 

F-MAMMA 1 002 843//Hoao sapiens aRNA for KIAA0810 protein, partial cd 

s//5. 4e-l 37:635: 99//Hs. 7531 :AB018353 

F-MAMMA 1002B44//ESTS, Weakly siailar to TS3C12A.3 (C. a legans] //l. 6 
e-07:329:5B//Hs. 107747 :AI 357868 
F-MAHCA1 002858 

F-MAMMA 1002868//EST//4. 1 e-23 : 1 80 : 77//Hs. 1 631 96 : AA767643 

F-MAMMA 1 002 869//Huaan PINCH protein aRNA, coaplete cds//7. 0e-88:69 

6 : 78//Hs . 83987 : U09284 

F -MAMMA 1 002871//ESTS//3. 4e-93 : 466 : 96//H*. 11873: T68423 
F-MAMMA 1 002880//EST//2. 0e-09 : 364: 59//Hs. 1 45 1 81 : A 1 1 83632 
F-MAMMA 1002 88 1//Hoao sapiens aRNA for 25 kOa trypsin inhibitor, co 
■plate cds//3. 8e-30: 680:61//Hs. 129732:D45027 

F-MAMMA 1 002 886//Long (electrocardiographic) QT syndroae 2//0.0007 
5 : 504 : 60//H*. 1 9944 : U04270 

F-MAMMA 1 002887//ESTS//0. 044:144: 68//H*. 1 33 1 52 : H91 6 57 

F-MAMMA 1 002890//EST//1 . 7e-05 : 74 : 86//H* . 1 1 60 1 3 : AA6 1 2666 

F-MAMMA 1 002892//EST//2. 1 e-67 : 383 : 93//Hs. 22815: R44265 

F-MAMMA 1 0028 9S//Huaan transcription factor ERF-1 aRNA, coaplete cd 

s//D. 00053 : 382 : S7//Hs. 61 796 : U85658 

F-MAMMA 1 002908//EST//0. 0022 : 1 32 : 68//Hs. 161697: AA224952 

F-MAMMA 1 002909//ESTs//9. la-21: 343 : 70//H*. 1 42068 : AA1 761 25 

F-MAMMA ?002930//ESTs//0. 55:72: 72//Hs. 1 32440 : AA923730 

F-MAMMA 1002937//ESTS, Weakly siailar to ZINC FINGER PROTEIN 84 [H. 

sap iens]//7.9e-l 03: 485 :99//Hs. 102928 :AI 346344 

F-MAMMA 1 002 938//Hoao sapiens aRNA for KIAA0698 protein, coaplete c 
ds//1. 6e-194:910:98//Hs. 3 1720: AB0 14598 
F-MAMMA1 0O2941//ESTs//9. Se-19: 1 96 : 67//H*. 1 37945: A 1 423389 
F-MAMMA1 D02947//ESTs//1. 2e-96 : 460: 99//HS. 1 56001 : A1 31 3418 
F-MAMMA 1002964//Hoao sapiens KIAA0424 aRNA, partial cds//0. 48: 250 : 
6Q//HS. 54697: AB007884 

F-MAMMA1002970//EST//2. Oe-16: 132: 84//Hs. 136518: AA601 400 
F-MAMMA 1002972 

F-MAMMA! 00297 3//ESTs//3 . 2e-43 : 225 : 74//Hs .155179: AA223932 
F-MAMMAt 002982//ESTS//0. 00 1 7 : 1 6 2 : 66//Hs. 152669: AA604944 
F-MAMMA 1 002987//EST//0. 044 : 254 : 59//Hs. 1 350 1 4 : A 1 095645 
F-MAMMA 1003003//Coagulat ion factor III (throaboplastin, tissue fac 
tor)//3. 9e-22: 185:83//Hs. 62192:302931 

F-MAMMA 100 3 004//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t KIAA0501//1. Oe-16: 343: 6I//HS. 159897: AB007970 

F-MAMMA! 003007//EST//6. 6e-l 0 : 265 : 66//HS. 1 44389 : AA530979 

F-MAMMA 1 00301 t//Hoao sapiens histone aacroH2A1.2 aRNA, coaplete cd 

s//6. 2e— SI : 620 :69//Hs. 75258 :AF054 174 

F-MAMMA 10030 1 3//Huaan H0X4C aRNA for a hoaeobox protein//0. 73:347: 
58//HS. 74061 : XS9372 

F-MAMMA 1 00301 5//EST//2. Se-1 1:137: 77//Hs. 141312: H73062 
F-MAMMA 1 0030 1 9//ESTs//0. 0099:182:6 S//Hs . 60787 : A I 37495 1 
F-MAMMA 1 00 302 6//E ST// 1 .0: 136: 67//Hs. 91 23 : T501 37 
F-MAMMA1 003031 //EST//1 . 3e-1 1 : 244: 67//Hs. 136611: AA669549 
F-MAMMA 100303S 

F-MAMMA 1003039//ESTt//1 . 4e-23 : 265 : 74//Hs . 33393 : R83 391 

F-MAMMA tOO 3 040//Hoao sapiens tapasin (NGS-17) aRNA, coaplete eds// 

I. Se-93 : 339 :85//Hs. 5247 :AF029750 

F-MAMMA 1 003044//Cyc I i n D2//1. 0: 234:61//Hs. 75586 :D1 3639 
F-MAMMAI003047//H. sapiens aRNA for F2SB3. 3 kinase like protein fro 
a C. elegans//1.0:209:60//Hs. 99491:712336 
F-MAMMA 1 003049//EST//0. 99:126: 67//Hs. 1 62634 : AA601 742 
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F-MAMMA1003055//ESTS//0. 0001 1:130: 70//Hs . 1 30539 : R6851 8 
F-MAMMA I 003056 

F-MAMMA 1003057//ESTs, Moderately siailar to hypothetical protein M 

D6 [M.ausculus]//!. 3e-88:334:97//Hi. 96500: A 1 2067ft 1 

F -MAMMA 1003 066//ESTs//0. 77:88: 71//Hs. 1 436 1 B : A 1 0226 1 8 

F-MAMMA 100 3 08 9//Hoao sapiens aRNA for KIAA063! protein, partial cd 

s//4. Se-51 : 329: 71//Hs. 751 54: AB01 453 1 

F-MAMMA 100309 9//Hoao sapiens set in-bind i ng protein hoaolog A8P-278 
aRNA, coaplete cds//8. 5e-44 : 288: 88//HS. 81008: AF043045 
F -MAMMA! 0031 04//H. sapiens aRNA for ASM- 1 ike phosphodiesterase 3a// 
1.0:213: 60//HS. 42945: Y081 36 

F-MAMMA 1 003 1 1 3//Hoao sapiens aRNA for hair keratin acidic 3-II//Q. 
99:200:64//Hs.32950:X82634 

F-MAMMA 1 003 1 27//Hoao sapiens brush border ayosin I (BBMI) aRNA, co 
aplete cds//5. 4e-27: 421 :66//Hs. 5394: AF105424 
F-MAMMA1 003 1 35//En vopl ak i n//0. 56:250: 62/ZHs . 25482 : U53786 
F-MAMMA 1003 140 

F-MAMMA 1 0031 46//Hoao sapiens aRNA for GalT3 prote i n//7. 2e-82:397: 9 
7//HS. 151 344: Y1 5062 

F-MAMMA 1 003 1S0//Hoao sapiens aRNA for K1AA0515 protein, partial cd 
s//0. 000 1 9 : 297 : 6 1 //Hs. 1 0894S : AB0 1 1 087 

F-MAMMA 1 003 166//G I y coprotein lb (platelet), beta po1ypeptide//1. 2 
e-31 : 487 :65//Hs. 3847 :U59632 

F-NT2RM1 00000 1//Huaan plectin (PLEC1) aRNA, coaplete cds//0. 16:24 
4:63//Hs. 79706:1153204 

F-NT2RM1 00001 8//Huaan aRNA for K1AA0066 gene, partial cds//1.5e-6 
6:385 : 92//Hs. 82510:031886 
F-NT2RM1 000032 

F-NT2RM) 00003 5//Huaan aRNA for KIAA0199 gene, partial cds//4.1e-11 
0 : 849 :8I//Hs. 78442:083782 

F-NT2RM) 00003 7//Hoao sapiens aRNA for KIAA0690 protein, partial cd 
s//3. Se-1 08: 542: 95//Hs. 60103 :AB014S90 

F-NT2RM1 00003 9//Huaan plectin (PLECI) aRNA, coaolete cds//0. 11 : 54 
5 :S7//Hs. 79706:053204 

F-MT2RM1000055//ESTs. Highly siailar to TIPI 20 [R. norvegicus]//3. 2 
e-69: 353: 96//Hs. 154980: AA94S067 

F-NT2RM1 000059/, /Hoao sapiens T ceil iaaune response cDNA7 (TIRC7) 
aRNA, coaplete cds//0, 029: 281 : S9//Hs. 46465: U4S28S 
F-NT2RM1 000062//ESTs//0. 30 : 368 : 59//Hs. 1 3 1 675: AA84321 0 
F-NT2RM1 000080/ /Hoao sapiens chroaosoae 9, PI clone 1 16S9//2.8e-IO 
2:493 :97//Hs. 3439:AC004472 

F-NT2RN1000086//Hoao sapiens aRNA for KIAA0661 protein, coaplete c 
ds//5. 8e-1 16: 550: 97//Hs. 65238: AB01 456 1 

F-NT2RMI000092//Murine leukeaia viral (bai-1) oncogene hoaolog//0. 
42: 190:63//Hs.43! : LI 3689 

F-NT2RM10001 1 8//Hoao sapiens clone 23763 unknown aRNA, partial cds 
//0. 00086 : 1 26 : 70//H* . 92693 : AF007 1 55 

F-NT2RM1 0001 1 9//Perox i soae receptor 1//0. 00055 : 458: 58//Hs. 158084 :Z 
48054 

F-NT2RM1000127 
F-NT2RM1 00013 1 

F-NT2RM1000132//Hoao sapiens NAOH: ubi qui none oxidoreductase NDUFS6 
subunit aRNA, nuclear gene encoding ai tochondri al protein, coaple 
te cds//3. 7e-92 : 448: 97//Hs. 49767 : AF044959 

F-NT 2 RM 1 000 1 5 3//Hoao sapiens aRNA for MTG8-related protein MTG16a. 

coaplete cds//1.0:546:58//Hs. 1 10099: AB0I0419 
FrNT2RM1000l86//Hoao sapiens clone 23763 unknown aRNA, partial ‘cds 
//0. 00081 : 1 26 : 70//H*. 92693 : AF0071 55 
F-NT2RM1 000 1 87//E$T*//3. 4e-79 : 400 : 96//Hs . 54971 : A 1 424382 
F-NT2RM1000199//Hoao sapiens aRNA for KIAA0722 protein, coaplete c 
ds//0. 87:454: 59//Hs. 47061 :AF045458 
F-MT2RM1000242 

F-NT2RM1000244//Hoao sapiens centrosoaal Nek2-associated protein I 
(C-NAP1) aRNA, coaplete cds//0. 97: I35:66//Hs. 27910: AF049105 
F-NT2RM1 000252//TR ICHOHYAl IM//0. 030 : 273 : 58//Hs. 82276 : L09 1 90 
F-NT2RM10002S6//Glutaaine-fructose-6-phosphate transaainase//) . 5e- 
1 3 : 248 : 69//Hs. I674M90516 

F-NT2RM1000257//ESTX, Highly siailar to siailar to aago nashi [H.s 
apiens]//2. 9e-98: 530:93//Hs. 104650 :AI 037879 

F-NT2RM1000260//Huaan aRNA for XIAA0130 gene, coaplete cds//2. 1e-5 
8 : 460 :80//Hs. 23106:050920 

F-NT2RM 1 000271 //EST*//0. 93:224: 60//Hs .91226: AA649047 
F-NT2RM1 000272 

F-NT2RM1000280//ESTs, Highly siailar to VACUOLAR ATP SYNTHASE SUB 
UNIT D [Bos taurus]//1.3e-2l : 308: 73//HS. 15071 :AA781 144 
F-NT2RM1 000300 

F-NT2RM1 00031 4//Huaan aRNA for KIAA0159 gene, coaplete cds//2.6e-1 
28: 708: 92//HS. 5719:063880 

F-NT2RM1 00031 8//Huaan aRNA for ribosoaal protein L39, coaplete cds 
//I . 8e-35; 182: 99//H*. 9837:079205 
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F-NT2RMI000341 //ESTs//2. 3e-72 : 38 1 : 9S//Hs. 23070 : AA63 1 976 
F-NT2RMIQ00354//EST//5. 2e-27 : 202 : 84//Hs. 151 186: All 25790 
F-NT2RMl0Q0355//ESTs, Veakly siailar to putative [M.ausculus]//7. 7 
e-75:3B7:95//Hs. 108619:128608 

F-NT2RM1000365//ESTs//1.7e-99:495:97//Hs. 103926:AA1 65691 
F-NT2RM10Q0377//ESTs, Veakly similar to protein-tyrosine-phosphata 
so [H. sapiens]//?. 4e-91 : 481 : 95//Hs. 163707: AA1 37181 
F-NT2RM100038B//65 KD TES-ASSOCI ATED PR0TEIN//O. 36 : 340: S7//Hs. 893 
9:180507 

F-NT2RM1 0003 94//H I STONE H3. 3//8. Se-91 : 474 :93//Hs. 118838:1111353 
F-NT 2 RM 1000399 
F-NT2RM1 000421 

F-NT2RM1000430//Hoao sapiens erythroblast macrophage protein EMP ■ 
RNA, complete cds//1. 2e-85: 418: 97//HS. 2081 S:AF084928 
F-NT2RM1000499//ESTs, Veakly similar to K1AA0167 protein [H.sapien 
s]//1 . 6e-38: 201 :97//Hs. 1 06262 : A 1 052382 
F-NT2RM1QD0S39//EST//0. 070: 145: 62//HS. 14971 1 :AI 284660 
F-NT2RM1000553//EST//2. 2e-48: 265:9S//Hs. 99230: AA449847 
F-NT2RM1 000S5S//ESTs//0. 82:193 : 61//Hs. 96944 : A 1 359957 
F-NT2RM1000563//Huaan plectin (PLEC1) a RNA. complete cds//l . 0: 336: 
58//HS. 79706 :U53204 

F~NT2RM1000623//Hoao sapiens aRNA for KIAA0287 gene, partial cds// 
0. 98 : 226 :61//Hs. 17931 :A8006625 

F-NT2RM1000648//ESTs, Veakly siailar to siailar to M. ausculus ICR 
5 and other AHPC/TSA proteins [C. elegans]//6. 2e-51 : 254:98//Hs. 1320 
96: AA3I4601 

F-NT2RM 1000661 //Homo sapiens translation initiation factor 4e oRN 
A. complete cds//8. 5e-SS: 276 : 97//HS. 1 91 22: AF038957 
F-NT2RM1Q00666//Hoao sapiens BA I 1 aRNA, complete cds//0.87:274:60 
//Hi. 1 1 3936 : A800S297 

F-NT2RM 1 000669//ESTX//5. 5e-63 : 48 1 : 8S//Hs. 90527 : A 1 1 88279 
F-NT2RM 1000672 

F-NT2RM1 000691 //Howa sapiens aRNA for HRIKFB206O, partial cds//7. 0 
e-121 : 582 : 9S//Hs. 146282: AB01 5348 

F-NT2RM1 000699//ESTs//1 . 1 e-89 : 435: 97//Hs. 28964 : AA71 51 01 
F-NT2RII1000702//ESTs//5. 4e-90:429:99//Hs. 151001 :AA564706 
F-NT 2 RM 1 0007 2 5/ /Hoao sapiens aRNA for neuropathy target esterase// 
1. 5e-66 :435: 85//Hs. 5038: AJ004832 

F-NT2RM 1 000741 //Homo sapiens aRNA for KIAA0S67 protein, partial cd 
s//2. 6e-1 27 : 690 : 92//Hs . 1 4794$: AB0 1 1 1 39 

F-NT2R1I1000742//Hoao sapiens AC133 antigen aRNA, complete cds//8. 2 
e-68 : 524: 83//Hs. 1 12360: AF027208 

F-NT2RN1 000746//ESTS//2. 6e-37 : 23 1 : 89//Hs. 94446 : AA845465 
F-NT2RM1Q00770//Hoao sapiens K1AA0425 aRNA. coaplete cdx//3. 3e-09: 
321 :63//Hs. 1 50390 :AB00788S 

F-NT2RM1000772//Eukaryot ic translation initiation factor 3 (elF-3) 
p36 suhunit//0. 053:271 :60//Hs. 1 39745:U39067 
F-NT2RH1000780//Huaan line-1 repeat aRNA with 2 open reading frame 
s//6. 9e-20: 128:94//Hs. 23094: Ml 9503 
F-NT2RM1 000781 //ESTs//4. 4e-60 : 346 : 92//HS. 35089: N50845 
F-NT2RM 1000800 
F-NT2RM1 000802 

F-NT2RMT 000811 //Hoao sapiens ACI33 antigen aRNA. coaplete cds//1.2 
e-64:490:84//Hs. 1 12360: AF027208 

F-NT2RM1 000826//ESTS//0. 82:193 : 61//Hs. 96944 : A 1 359957 
F-NT2RM1D00829//Mannose-binding lectin, soluble (opsonic defect)// 
0.92: 283: 58//HS. 2314: XI 5422 

F-NT2RM1000833//Hydroiysteroid (11-beta) dehydrogenase 2//0.022:17 
8:67//Hs. 1376:1126726 

F-NT2RM1000850//Huaan protein tyrosine kinase related aRNA sequenc 
e//3. 8e-06 : 384 : 59//Hs. 90314: L05 1 48 

F-NT2RM1000852//Hoao sapiens aRNA for ATP-dependent RNA hel lease, 
part ial//3. 0e-?49:726: 97//Hs. 99423:AJ010840 
F-NT2RM1000857//ESTs//0. 52:274 : 60//HS. 1 1 2095 : AA447643 
F-NT2RM1 00086 7//ESTs, Highly siailar to signal pep t idase: SUBUNIT// 
S. 3e-54 : 277 : 96//Hs. 1 1 1 25 : Al 01 561 9 

F-NT2RM1 000874//ESTS//0. 032 : 1 85 : 64//Hs. 97713: AA442239 
F-NT2RM1000882//Hoao sapiens chromosome 11, BAC CIT-HSP-31 1e8 (BC2 
69730) containing the hFENI gene//4.0e-l55:750:97//Hs. 132898:AC004 
770 

F-NT2RM1 Q00883//Hoao sapiens 1-1 receptor candidate protein aRNA. 

coaplete cds//8. 8e-l 58:762: 97//Hs. 26285:AF082Sl6 

F-NT2RM1 000885//Hoao sapiens aRNA for KIAA0661 protein, complete c 

ds//6.3e-l 9: 310: 67//Hs. 65238: AB01 4561 

F-NT2RV1 000894 

F-NT2RM 1 000898 

F-NT2 RM 1 000905//EST//4. 8e-07 : 77 : 84//Hs. 1 4801 7 : A I 26870 1 

F-N72RM1 000924//HOME080X PROTEIN H0X-A5//0. 00051 : 458: S9//Hs. 37034: 

M26679 

F-NT2RM1 000927//Hoao sapiens aRNA for KIAA0807 protein, partial cd 



s//0. 084: 386: 58//HS. 101 474 :ABQ1 8350 

F-NT2RN1 000962//Huaan aRNA for KIAA0252 gene, partial cds//0. 98:29 
9 :S9//Hs. 83419:087440 
F-NT2RM1 000978 

F-NT2RM1 001 003//Hoao sapiens ai pha-cateni n related protein (ACRP) 
aRNA. coaplete cds//l . 3e-l61 : 760: 98//Hs. S8488:U97067 
F-NT2RM1 00 1 008//ESTs//1 . 3e- 1 2 : 1 44 : 75//Hs. 1 33 1 22 : A 1 025200 
F-NT2RM1 001 043//EST//0. 24:117: 64//HS. 161536: N80395 
F-NT2RM1001044//ESTS. Veakly siailar toC43E1l.9 [C. elegans]//3.0 
e-98: 491 : 96//HS. 1 021 73: AA045270 

F-NT2RM1 OOlOS9//Huaan plectin (PLECl) aRNA, coaplete cds//0. 52:53 
3:57//Hs. 79706:US3204 

F-NT2RM1 001 066//ESTs//1 . 2e-l 1 4 : 538 : 99//Hs. 129020 : Ai 380703 
F-NT2RM1 001072//Huaan beige-like protein (BGL) aRNA. partial cds// 
0. 69: S86:56//Hs. 62354:1183822 

F-NT2RM1001074//Macrophage stimulating 1 (hepatocyte growth facto 
r-l ike)//0. 0019: 294: 64//Hs. 30223 : X90846 
F-NT2RM1001082//Archa in//3. 9e-37 : 290: 81//Hs. 33642: X81 198 
F-NT2RM1001085 

F-NT2RII1 00 1 092//Z i nc finger protein 43 (HTF6)//1 . 9e-57:770:68//Hs. 
74107:159244 

F-NT2RMJ 001 1 02//ESTs//1 . 2e-3S : 638 : 63//Hs. 131737 : A 1 343331 
F-NT2RM1001 105//1EE1-LIKE PROTEIN KINASE//Q. 0024: 246.63//H*. 751 88: 
U10564 

F-NT2RM1 00111 2//ESTs//8. 9e-82 : 437 : 93//Hs. 6330 : H38495 
F-NT2RM1001 1 IS 

F-NT2RM1 00 1 1 39/Aera t i n 9//1 . 5e-0S : 51 8 : 59//Hs. 2783 : 229074 
F-NT2RM2000006//ESTs//3 . 9e- 1 6 : 96 : 98//Ns .101117: AA576 1 1 3 
F-NT2RM200001 3//RNA polyaerase II polypeptide B (140 kD)//S. 3e-13: 
640: 59//Hs. 148027: X63563 
F-NT2RM2000030 

F-NT2RM2000032//ESTs//7. 1 e- 1 8 : 1 38 : 68//Hs. 114031: AA700958 
F-NT2RM2000D42//ESTs//0. 0091 : 241 :61//Hs. 147895:AI 286243 
F-NT2RM2000092 

F-NT2RM2000093//ESTs//2. 6e-40: 226: 94//Hs. 163521 :H42085 
F-NT2RM20001 01//ESTs//1 .0:235:61 //Hs . 48860: N27428 
F-NT2 RM2000 1 2 4//P r o t e i n kinase. cAKP-dependent, catalytic, alpha// 
5. 8e-46. 287 : 88//HS. 77271 : X07767 

F-NT2RM2000I 91//Hoao sapiens cGMP phosphodiesterase AI (P0E9A) aRN 
A. coaplete cds//3.0e-139:566:97//Hs. 18953:AF067223 
F-NT2RM2000192//EST//3. Se-07: 168:65//Hs. 1631 22: AA756999 
F-NT2RM2000239//ESTs. Veakly similar to K04G2. 6 (C.elegans]//3.6e- 
93:489: 9 5//H*. 1 43499: R72672 

F-nnnnnnnnnnnn//ESTs//t . 0e-70 : 269 : 97//Hs. 1 56 1 75 : A 1 334328 
F-NT2RM20D0250//Hoao sapiens aRNA for KIAA0590 protein, coaplete c 
ds//1 . 0e-l 29: 61 5: 98//Hs. 1 1 1862 : AB01 1 162 
F-NT2RM2000259//ESTs//6. 1e-30: 172:8S//Hs. 1 16406 :AA209520 
F-NT2RM2 00026 0//ESTs//2 . 5 e- 2 5 : 1 3 3 : 93//Hs .14169: AA203 500 
F-NT2RM2000287//ESTs//6. 2e- 1 3 : 97 : 83//Hs . 1 1 8523 : H98981 
F-NT2RM2000322// Interferon regulatory factor S//0. 84:208:61//Hs.$4 
434:U51 1 27 

F-NT2RM20Q0359//Hoao sapiens aRNA for KIAA0S60 protein, coaplete c 
ds//2. 8e-1 76 : 805: 99//Hs. 1 29952 : AB01 1 132 
F-NT2RM20Q0363//ESTs//1 . 2e-24: 1 39 : 96//Hs. 48818: N63543 
F-NT2RM2000368//Hoao sapiens protein kinase C-binding protein RACK 
7 aRNA. partial cds//3. 7e-96:599:86//Hs. 75871 :U48251 
F-NT2RM2000371 

F-NT2RM2000374//ESTS//3. 2e-13: 98 : 91//Hs. 65853: AI050866 
F-NT2RM2000395//Crowth arrest-specific 1//0. 80: 129:67//Hi. 65029: LI 
3698 

F-NT2RM2000402//Huaan p76 aRNA, coaplete cds//7. 2e-23: 7I4:59//Hs. 2 
8757 : US 1006 

F-NT2RM2000407//ESTs//9. 4e-92 : 458: 9S//Hs. 1 48873 : T33582 
F-NT2RM2D00420//EST//1 . 8e-61 :296: 99//Hs. 1 471 86 :AI 193053 
F-NT2RM2000422/ /So lute carrier family 6 (neurotransai tter transpor 
ter, serotonin), aeaber 4//1. 5e-06:260:61//Hs. 553:L05568 
F-NT2RM2000452//E5TS//1 .0:132: 62//Hs. 1 1 0004 : A 1 097379 
F-NT2RM2000469//ESTs//0. 34 : 249 : 60//Hs. 1 49575 : A 1 281807 
F-NT2RM2000490//Hoao sapiens aRNA for KIAA0747 protein, partial cd 
s//2. 4e- 1 6 : 386 : 63//Hs. 8309 : AB0 1 8290 

F-NT2RM2000502//Huaan nicotinaaide N-aethy I transferase (NNMT) aRN 
A, coaplete cds//0. 99: 272:6 1//Hs. 76669 :U0802 I 

F-NT2RM2000504//Hoao sapiens metal loprotease 1 (MP1) aRNA. coaplet 
e cds//l . 6e-172:824: 97//Hs. 4812: AF061 243 

F-NT2RM2000522/ /Hoao sapiens Nck-2 (NCK2) aRNA, coaplete cds//0. 1 
8: 313:60//Hs. I29725:AF047487 

F-NT2RM2000540//ESTs. Veakly siailar to C27F2.7 gene product [C.ei 
e«ans]//2. 7e-41 : 231 : 94//Hs. 7049: AI 141736 
F-NT2RM2000556//ESTS//3. 1 e-33 : 1 83 : 96//Hs. 1 36990 : AA769220 
F-NT2RB2000566//I ntegr in. alpha 7B//2. 0e-l 55 : 751 : 97//Hs. 74369: AF03 
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F-NT2RM2000S67//RYANQDIKE RECEPTOR. SKELETAL MUSCLE//6. 3e-09 : 689: 5 
9//Hs. 89631 :U48S0B 

F-NT2RM2OO0569//EST s//5. 4e-l 7 : 1 70: 77//HS. 1 58277 :H091 28 
F-NT2RM2000577//EST*. Highly siailar to I SOLEUCYL-TRNA SYNTHETAS 
E, MITOCHONDRIAL [Saicharoaycet cerevisiae]//1.4e-33:2U:92//Hs. 55 
609:137993 

F-NT2RM2000581//Hoao sapiens aRNA for KIAA02t4 protein, coaplete c 
ds//l . 8e- 1 75 : 820: 98//Hs. 3363 : 086987 

F-NT2RM2000588//ESTs//1 . 5e-33 : 1 83 : 97//Hs. 1 36990 : AA769220 
F-NT2RM2000594 

F-NT2RN200Q599//Hoao sapiens Mad4 hoaolog (Mad4) aRNA, coaplete cd 
s//0. 017:253: 6S//Hs . 1 02402 : AF040963 
F-NT 2 RM2000609//ESTs// 1.0:220:5 9//H s . 1 1 0 1 5 5 : AA007 3 1 3 
F-NT2RM200061 2//ESTS//0. 97 : 208: 59//HS. 7321 7: AAB46548 
F-NT2RD2000623//Hoao sapiens aRNA for KIAA052) protein, partial cd 
s//0. 024: 326: 59//Hs. 6150: AB011 093 

F-NT2RM2000624//ESTs//2. 3e-1 18: 557: 99//HS. 145904: AA203258 
F-NT2RM2000635//Hoao sapiens aRNA for KIAA0729 protein, partial cd 
s//2. Oe-143 : 664: 98//HS. 1 9542 : AB01 8272 

F-NT2RM2000636//Hoao sapiens aRNA for KIAA0658 protein, partial cd 

s//2. 4e-139: 664: 98//HS. 7278: AB014558 

F-NT2RM2000639//ESTs//0. 98 : 1 44: 65//Hs. 1 54364 : A 1 1 89702 

F-NT2RM2000649//Hoao sapiens aRNA for KIAA0676 protein, partial cd 

s//3.4e-169:5t8:99//Hs. 1 15763: ABO 14576 

F-NT2RM2000669//ESTs//1 . 3e-S6 : 283 : 98//Hs. 1 56342 : A 1 337371 

F-NT2RM2Q00691//Hoeo sapiens acti n-related protein Arp3 (ARP3) bRN 

A. coaplete cds//6. 7e-86: 746: 74//Hs. 5321 :AF006083 

F-NT2RM2Q007 1 4//Huaan aRNA for KIAA0231 gene, partial cds//2.2e-5 

0: 748 :64//Hs. 7938:086984 

F-NT2RN2000718//Hoaa sapiens aRNA for HRIHFB2436. partial cds//7. 6 
e-1 26 : 594: 98//Hs. 1 36058 :AB01 5342 

F-NT2RN2000735//Zinc finger protein 43 (HTF6)//2. 7e-1 12: 756: 82//H 
a. 74107:159244 

F-NT2RN2000740//ESTs. Highly siailar to HYPOTHETICAL 132.7 KD HEL 
ICASE IN ALC7-ENP1 INTERGEN 1C REGION [Saccharoayces cerevi siae]// 
4. 2e-8S:464: 91//Hs. 161551 :«24286 

F-NT2RM2000795//Hoao sapiens tapasin (NCS-17) aRNA, coaplete cds// 
1. Qe-82: 640: 81//Hs. 5247: AF0297S0 

F~NT2RM2000821//Huaan aRNA for KIAA0340 gene, partial cds//0. 32:67 
9:59//Hs. 105919: AB002338 

F-NT2RN2000837//ESTs//2. 3e- 1 05 : 50 1 : 98//Hs . 1 0 1 5 1 4 : A 1 34670 1 
F-NT2RM2000 951 //Hobo sapiens XYLB aRNA for xylulokinase, coaplete 
cds//2. 8e-185: 847 : 99//Hs. 1 37580 : AB0 1 5046 

F-NT2RM2000952//ESTs, feakly siailar to lethal (2)dentideless [D.a 
el anogas ter]//6. 2e-94:441 :99//Hs. 59075: AI023761 
F-NT2RN2000984//Huaan aRNA for KIAA0246 gene, partial cds//0. 94:35 
I :62//Hs. 84753:087433 

F-NT2RM20O1 004//ESTs//5. Oe-1 0 : 247 : 64//Hs. 36049 : AA43683 1 
F-NT2RM2001 035//ESTs. Highly siailar to POP2 PROTEIN (Saccharoayc 
es cerevisiae]//2.9e-48:282:93//Hs. !7035:AI08047l 
F-NT2RM200106S 

F-NT2RM2001 100//Hoao sapiens aRNA for serin protease aith ICF-bind 
ing aotif. coaplete cds//1 . 7e-08:449:62//Hs. 75111 :087258 
F-NT2RV200I 1 05//Hoao sapiens proline and glutaaic acid rich nuclei 
r protein isofora aRNA. partial cds//0. 00079:274: 59//Hs. 102732:U88 
153 

F-NT2RN200 1 1 31//TRICH0HYAI IN//2. 5e-20 : 684: 62//Hs. 82276 : L091 90 
F-NT2RM2001 141 

F-NT2RM2O01 1 52//EST s//0. 53:333: S8//Hs. 1 53087 :AA649042 
F-NT2RM2001 177 

F-NT2RM2Q01 l94//ESTs, Weakly siailar to T28H10.2 [C. el egans)//2. 4 
e-23: 149:93//Hs. 10618: AI288739 

F-NTZRM200I 1 96//ESTs//4. Oe-98 :486 : 97//Hs. 59628:191959 
F-NT2RM2001201//Huaan aRNA for KIAA0005 gene, coaplete cds//2.Be-4 
4:554: 69//Hs. 155291 :D1 3630 

F-NT2RM2001 221 //Hobo sapiens aRNA for KIAA0806 protein, coaplete c 
ds//0. 97:165: 64//Hs . 24279 : AB01 8349 

F-NT2RN2001 238//EST//6. 8e-67 : 420 : 89//HS. 1 30586 : A 1 004766 
F-NT2RM2001243//V-jun avian sarcoaa virus 17 oncogene hoaolog//0. 8 
7: l2S:64//Hs. 75889: U6 5928 

F-NT2RM2001 247//Hoao sapiens antigen NY-CO-16 aRNA. coaplete cds// 

0. 0066:321 :61//Hs. 1 32206: AF039694 

F-NT2RN20012S6 

F-NT2RM2001 291 //ESTS//1 . 1 e-86 : 459 : 93/ZHs. 1 0267 : 127845 

F-NT2 RM2 00 1 3 06/ /Hobo sapiens paraoxonase (P0N2) aRNA, coaplete cds 

//I.O: I82:65//Hs. 75221 :AF001601 

F-NT2RN200 1 3 1 2//ESTS//2 . 0e-35 : 3 38 : 70//Hs . 1 4 1 440 : N2 1 6 1 5 
F-NT2RN200I319//ESTS, Weakly siailar to No definition line found 
[C. el egans]//5. 2e-30 : 277 : 77//Hs . 25347 : A 1 1 38605 
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F-NT2RH2001 324//Hoao sapiens aRNA for bete-spec t r in III. coaplete 

cds//0. 031 : 245:62//Hs. 26915:AB008S67 

F-NT2RM2001 345//ESTs//9. 2e-91 : 428: 99//Hs. 151001 :AAS64706 

F-NT2RM2Q01 360//ESTs//0. 98:45: 80//HS. 1 33520 : AA878905 

F-NT2RK2001 370//Huaan transportin (TRN) aRNA. coaplete cds//0. 72:2 

24:61//Hs.82925:U70322 

F-NT2RM2001 393//Mannos idase, alpha 8. Iysosoaal//0.42:383:57//Hs. I 
08969:1168382 

F-NT2RM2001 420//EST//1 . 0: 287 : 62//H*. 125285 : AA830378 

F-NT2 RN200 1 424//Hoao sapiens aRNA for EIB-55kDa-associated protein 

//l. 3e-97:453:99//Hs. 1 55218:AJ007509 

F-NT2RW200 1 499/ /Ecot ropi c retroviral receptor//5.4e-47:589:68//Hs. 
2928: X57303 

F-NT2RM200IS04//Hoao sapiens agrin precursor aRNA, partial cds//0. 
25 : 328 : 60//Hs . 68900 : AF01 6 903 

F-NT2RM2001 S24//EST*//! . Oe-I 1 : 93 : 90//Hs. 33687 : R85969 
F-NT2HM20Q1 544//ESTs//l . 0e-25: 157:92//Hs. 137451 :AA3S1 459 
F-NT2RM2001 S47//ESTs//2. Oe-29: 168: 96//Hs. 116392 : AA936262 
F-NT2RM2001 575//S j ogren syndroae antigen A1 (52kD. r i bonuc leoprote 
in autoantigen SS-A/Ro)//S. 9e-28: 582: 64//Hs. 1042: H62800 
F-NT2RM2001 582//ESTs, Moderately siailar to red-1 [M. ausculus]//0. 
0032 : 57:89//Hs. 1 14722: AA448077 

F-NT2RM200I 5B8//Hoao sapiens KIAA0442 aRNA. partial cds//2. 3e-M : 2 
82:65//Hs. 321 68 : AB007902 

F-NT2RM2001 592//ESTs//4. 8e-73: 372 : 95//Hs. 1 63801 :AI391729 
F-NT2RM2001 605//Hoao sapiens clone 23592 aRNA sequence//7. 3e-87: 74 
9:75//Hs.76272:S66431 

F-NT2RM200161 3//ESTs. Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC61 ALPHA SUBUNIT [Canis faailiaris]//1 . 3e-l7: 181 : 75//HS. 13184 
0: At 0 1 6073 

F-NT2RM200 1 632//EST//8. 7e- 1 8 : 222 : 76//HS . 1 60402 : A 1 39391 8 
F-NT2RM2001 635//Hoao sapiens aRNA for KIAA0618 protein, coaplete c 
ds//3. Oe-I 54: 740:98//Hs. 15832: AB014518 
F-NT2RM200 1 637//ESTs//2. 2e-06 : 386 : 6 1 //Hs. 1451 98 : A 1 276952 
F-NT2RM2001 641//ESTs. Highly siailar to NADH-CYT0CHR0ME 85 REDUCT 
ASE [Bos taurus]//3. 5e-13:94:92//Hs. 22142: AA8I4725 
F-NT2RM2001 648//ESTs, Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC6I ALPHA SUBUNIT [Canis faailiar isj//1 . 3e-l 7: 181 : 75//H*. 13184 
0: Al 01 6073 

F-NT2RM2001 652//ESTs//2. 5e-06 : 82 :80//Hs. 1 28203: AA972301 
F-NT2RM2001 659//ESTs//2. 8e-l 5: 92 : 98//Hs. 123321 : AA81 0287 
F-NT2RM2001 664//Hoao sapiens IkappaB kinase coaplex associated pro 
tein (IKAP) aRNA, coaplete cds//1. 2e-l73:802: 99//Hs. 31 323:AF044195 
F-NT2RM2001668//ESTs, Weakly siailar to DNA Ml SMATSCH REPAIR PR0TE 
IN MSH6 [H. sapiens]//1. 1 e— 1 36 : S7 1 :97//Hs. 27721 :UI 7907 
F-NT2RM2001670//Hoao sapiens aRNA for KIAA0557 protein, partial cd 
s//1 . 1 e-25: 352: 70//Hs. 101414: AB01 1129 
F-NT2RM2001 671//ESTs//1 . 8e-08: 63 : 98//Hs. 1 58069: Al 365356 
F-NT2RM2001 675 

F-NT2RM2001 681//ESTs//0. 16: 197:63//Hs. 20585: RI0305 
F-NT2RM2001 688//ESTs//l . 8e-24: 130: 100//HS. 162504: AA6682 11 
F-NT2RM2001695//EST//5. 6e-51 : 1 89 : 89//Hs. 1621 97: AA53521 6 
F-NT2RM2001696//ESTs, Highly siailar to gene ERCCS protein [H. sapi 
ens]//5. 8e- 1 6 : 1 44 : 84//HS. 14671: T79937 
F-NT2RM2001 698//ESTs//0. 14:184; 63//HS . 1 48080 : A I 27741 5 
F-NT2RM2001 699//ESTs//6. 5e-1 4:136: 79//Hs. 1 27790 : A 1 00381 7 
F-NT2RM200! 700//Hoao sapiens putative seven pass tnnsaeabrane pro 
tein (TV7SF1) aRNA, coaplete cds//0. 95: 270: 61//HS. 1 5791 : AF027826 
F-NT2RM2001 706//ESTs//2. 8e-47 : 304 : 86//HS. 146811 : AA41 0788 
F-NT2RM2001 7 1 6//Seaenogel i n I//0. 98:153: 64//H s. 1 968 : M8 1 650 
F-NT2RM200I 718 

F-NT2RM2001723//Hoao sapiens clone 23770 aRNA sequence//4. 4e-28: 16 
3:95//Hs. I24S7 : AF052123 

F-NT2RM200I 727//Hoao sapiens aRNA for KIAA0462 protein, partial cd 
S//2. Oe-I 12:530: 98//Hs. I 29937: ABD0793I 

F-NT2RM200I 730//Hoao sapiens aRNA for KIAA0560 protein, coaplete c 
ds//0. 95: 269: S8//Hs. 1 29952 : ABOl 1 1 32 
F-NT2RM200I 743 

F-NT2RM200 1 753//Huean AF-6 aRNA, coaplete cds//0. 095: 350: 59//Hs. 10 
0469: AB01 1399 

F-NT2RM2001 760//ESTs, Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC61 ALPHA SUBUNIT [Canis f aai I iar is]//1 . 3e-l7: 1 81 : 75//Hs. 13184 
0 : A 1 0 1 6073 

F-NT2RM20OI 768//ESTs//0. 61:189: 62//Hs. 1 44847 : Al 222742 
F-NT2RM200I 771//Zi nc finger protein 10 (KOX 1)//1, 1e-66:669: 71//H 
s. 2479: X78933 

F-NT2 RM200 1 782//YY I transcription f ac to r//0. 094 : 1 49 : 65//Hs . 97496 : M 
77698 

F-NT2RM2001 784//ESTs//8. 2e-3l : 1 90: 92//Hs. 144587: Al 1 93595 
F-NT2RN2001 785//Hoao sapiens chroaosoae 11. BAC CIT-HSP-31 1 e8 (BC2 
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69730) containing the hFENt gene//1 . 6e-48: 476 : 74//Hs. 1 32898: AC0047 
70 

F-NT2RM200 1 797//Huaan aRNA for KIAA0065 gene, partial cds//6.1e-6 
6:481 :72//Hs. 70617:031763 

F-NT2RM2001 800//Huaan aRNA for transcriptional activator h5NF2b, c 
caplete cds//0. 49: 142:66//Hs. 78202:112917$ 

F-NT2RM2001 803//Hoao sapiens IkappaB kinase coaplex associated pro 
tein (IKAP) aRNA, coeplete cds//2. 7e-179:827: 99//HS. 31 323: AF0441 95 
F-NT2RM2001 80S//EST//1 .0:45: 80//Hs. 1 59007 : Al 381 341 
F-NT2RM200181 3//EST//0. 41 :268:S8//Hs. 150031 :AI 292068 
F-NT2RM20Q1823//H. sapiens eRNA for 218kD Mi-2 protein//9. 7e-21 :S5 
4: 60//HS. 74441 : X86691 

F-NT2RM200I839//Hoao sapiens caluaein (Calu) aRNA, coaplete cds // 

1 , 2e-l 32 :738 : 90//Hs. 7753 : AF01 3759 

F-NT2RM200 1 840/ /Hoao sapiens RTRIM (MEFV) aRNA. coaplete cds//5.8 
e-58: 329 :86//Hs. 11 3283: AF01 8080 

F-NT2RM200185S//ADP-r i bosyl at ion factor 5//1. 0:301 :60//Hs. 77541 : MS 
7567 

F-NT2RM20O1 867//ESTs, Veakl y s iai 1 ar to ZK792. 1 [C. elegans]//3.0e- 
28:421 :66//Hs. 8763:130741 

F-NT2RM2001879//ESTs//6. 3e-43: 234:94//Hs. 122546: AA1 86723 
F-NT2RM200 1 886/ /Hoao sapiens aRNA for KIAA07I0 protein, coaplete c 
ds//6 . 1 e- 1 89 : 866 : 97//Hs. 4 1 98 : ABO 1 46 1 0 

F-NT2RM2O01896//Hoao sapiens aRNA for JM23 protein, coaplete codin 
g sequence (clone IMAGE 34581 and IMAGE 45355 and LLNLcI 101 133Q7 
(R2PO Berl in))//3. 0e-l 3: 606 : 57//Hs. 231 70: AJ 005892 
F-NT2RMZ001 903//Hoao sapiens aRNA for XIAA0462 protein, partial cd 
s//9. 4e-l 78 : 859 : 97//Hs. 1 29937 : AB00793 1 

F-NT2RM2001 930//Hoao sapiens seaaphorin F hoaolog aRNA. coaplete c 
ds//4. 2e-08:48l : 59//Hs. 27621 :U52840 

F-NT2 RM200 1 93 5/ /EST s. Highly siailar to MULT I DRUG RESISTANCE PR0T 
El N H0M0L0G 50 [Orosophila ael anogas ter]//0. 37: 424:60//Hs. 1 1 8634 : U 
66688 

F-NT2RM200!936//Hoao sapiens clone 614 unknown aRNA. coaplete sequ 
ence//2. 2e-139:653: 9B//Hs. 21811 : AF091 080 
F-NT2RM20Q19SD//ESTs//0. 12:9! :76//Hs. 107295: 180392 
F-NT2RM200I 982 

F-NT2RM2001 983//Hoao sapiens Tax interaction protein 2 aRNA, parti 
a I cds//1 . 2e-21 : 123: 98//Hs. 64S4 : AF089816 

F-NT2 RM200 1 989/ /Hoao sapiens aRNA for DRIM protein//0. 71 :319: S9//H 
a. 104135:AJ006778 

F-NT2RM2001997//ESTs//1. 7e-25:135: 100//HS. 126894: AA932S38 
F-NT2RM200l998//ESTs, Veakly siailar to Mi-2 protein [H. sapi ens]// 
0. 99: 271 : 60//Hs. 63888 :AA203398 

F-NT2RM2002004//Hoao sapiens aRNA tor KIAA0731 protein, partial cd 
s//3. Se-37 : 509:65//Hs. 6214: AB01 8274 

F-NT2RH2002014//Hoao sapiens aRNA for CRM1 protein, coaplete cds// 
0. 79:429: 58//Hs. 79090:D89729 

F-NT2RM2D02030//G I u t aai ne- f rue tose-6-phospha t e t r ans aa i nase//9. Oe- 
89:822: 73//Hs. 1674:M90516 

F-NT2RM2002049//ESTs//0. 99: 109:7!//Hs. 1 9303: AA928427 
F-NT2RM2002055//ESTS//1 . 1 e-91 :453: 98//HS. 1 58370: Al 3821 54 
F-NT2RM2002088//ESTS//6. 1 e-75: 302 : 96//Hs. 153471 :AI 198377 
F-NT2RM2002091//RYANODINE RECEPTOR, SKELETAL MUSCLE//0. 69:293: S8// 
Hs. 89631 :U4850B 

F-NT2RM2002 1 00//Hoao sapiens aRNA for ATP-dependent RNA helicase. 
partial //2. 5e-1 65 : 775 : 98//Hs. 99423 : AJ01 0840 

F-NT2RM20021 09//Hoao sapiens (lioni aaplified on chroaosoae 1 prot 
ein (GAC1) aRNA. coaplete cds//7. 6e-145 : 684: 98//Hs. 2631 2 : AF030435 
F-NT2RM2002I 28 

F-NT2RM2002142//ESTs//0. 0031 : 1 83 :66//Hs. 144505: AA757274 
F-NT2RM2002 1 45/ /Hoao sapiens ery throb last aacrophage protein EMP a 
RNA. coaplete cds//1 . 4e-144: 800: 92//Hs. 20815:AF084928 
F-NT2RM20021 78//Hoao sapiens aRNA for KIAA0467 protein, partial cd 
s// 1 . 7e- 1 65 : 787 : 97//Hs .11147: AB007936 

F-NT2RM2002580//Keratin 10 (epideraolytic hyperkeratosis: keratosi 
s palaar is et plantaris)//D. 064:291 :6I//Hs. 99936:114487 
F-NT2RM4000024//RNA polyaerase II polypeptide B (140 k0)//8. 0e-10: 
610: 59//Hs. 1 48027: X63S63 

F-NT2RM4000027//ESTs//l . 6e-64: 352 : 94//HS. 21331: H93074 
F-NT2RM4000030//ESTS// 1.0:115: 63//HS. 1 3 1 055 : A 1 391 464 
F-NT2RM4000046//ESTs//2. 6e-09 : 207 : 65//HS. 1 43533 : A 1 094674 
F-NT2RM4000061//ESTS//0. 89: 207.60//HS. 98445: AI03851J 
F-NT2RV4000085//ESTs. Veakly siailar to The KIAA0134 gene product 
is related to huaan RNA helicase A. [H. sapiens]//!. 6e- 30: 369: 70//H 
s. 1 14623: Al 204280 
F-NT2RM400Q086 

F-NT2RM4000I04//Hoao sapiens chroaosoae 16 zinc finger protein ZNF 
210 (ZNF210) aRNA. coaplete cds//1.3e-24:345:69//Hs. 131 28:AF060865 
F-NT2RM40001 39 



F-NT2RM40Q01 55 

F-NT2RM40001 56//ESTS//5. 9e-73 : 345 : 1 00//Hs. 1 55958 : AA573632 
F-NT2RM40001 67//Hoao sapiens kinesin faaily aeaber protein KIF3A a 
RNA. coaplete cds//9. 8e-30: 676: 61//Hs. 159228: AF041 853 
F-NT2RM4000169//ESTs//2. 0e-103:483: 99//Hs. 43729: AA497044 
F-NT2RM40001 91//TRICH0HYALIN//0. 01 1 : 324: 60//HS. 82276 :L091 90 
F-NT2RM4000l97//ESTs//l. Se— 48 : 3 1 1 :88//Hs. 1 361 44: V27744 
F-NT2RM40001 99//ESTs, Veakly siailar to !!!! ALU SUBFAMILY J VARN1 
NG ENTRY !•!! [H. sapiens]//0. 13 : 322 :61//Hs. f 45088 : A 1 22 1 147 
F-NT2RM4000200 

F-NT2RM4000202//Hoao sapiens aRNA for KIAA0268 gene, coaplete cds/ 
/0. 0027 : 424 : 60//Hs .91400: AB006626 

F-NT2RM40002 1 0/ /Hoao sapiens aRNA for KIAA0712 protein, coaplete c 
ds//4. 4e- 1 84 ; 856 : 98//Hs. 1 1 1 1 38 : AB01 8255 

F-NT2RM400021S//SET translocation (ayeloid leukeaia-associated)// 
0. 001 3 : 358 : 60//Hs . 75055 : H93651 

F-NT2RM4000229//Hoao sapiens aRNA for KIAA0722 protein, coaplete c 
ds//0. 65 : 572 : 60//Hs . 4706 1 : AF04S458 
F-NT2RM4000233//E$Ts//2. 0e-37 : 269:85//Hs. 148873 : T33582 
F-NT2RM4000244//EST//0. 83:319: 57//Hs. 1 6241 2 : AA573439 
F-NT2RM4000251//ESTS. Veakly siailar to CUT1 PROTEIN [Schizosaccha 
roayces poabe]//l. 1e- 16: 112: 92//Hs. 93841 :AA442297 
F-NT2RM4000265//Hoao sapiens aRNA for alpha(1. 2) fucosy I transf eras 
e, coaplete cds//!. 8e-48: 229: 83//Hs. 46328:087942 
F-NT2RM4000290//Huaan transducin-l ike enhancer protein (TLE3) aRN 
A. coaplete cds//2. Se-154:609: 93//Hs. 31305:M99438 
F-NT2RM4000324//Hoao sapiens hCPE-R bRNA for CPE-receptor, coaplet 
e cds//0. 070 : 460 : 59//Hs. 5372 : AB00071 2 
F-NT2RM40003 27//ESTs//0. 019:269: 60//HS . 1 53697 : A 1 240707 
F-NT2RM4000344//EST s. Highly siailar to YVEI PROTEIN [Saccharoayc 
es cerev i s i ae]//2. 7e-83:432: 9S//Hs. 12796:127884 
F-NT2RM4000349//Huaan aRNA for KIAA0005 gene, coaplete cds//5.2e-5 
3:666:68//Hs. 155291:013630 

F-NT2RM40003S4//ESTs, Veakly siailar to lethal (2)denticleless [O.a 
elanogaster]//0. 0078: 55: 92//HS. 59075: AI02376I 
F-NT2RM40003 56//ESTs//1 .0:225: 60//H s . 1 6 1 1 75 : A 1 41 8425 
F-NT2RM4000366//Hoao sapiens aRNA for KIAA0642 protein, partial cd 
s//5. 3 e-135 : 628 : 99//Hs . 8 1 52 : ABO 1 4542 
F-NT2RM4O00368//ESTs//4. 9e-13: 323:63//Hs. 143695: AA66274S 
F-NT2RM4000386//Huaan 0NA sequence froa clone 1052M9 on chroaosoae 
Xq25. Contains the SH2D1A gene for SH2 doaain protein 1A, Duncan' 
s disease (lyaphoprol i ferat ive syndroae) (DSHP), part of a 60S Aci 
die Ribosoaal protein 1 (RPLP1) LIKE gene and part of a aouse D0C4 
LIKE gene. Contains ESTs and GSSs//2. 0e-72 : 843: 68//H1. 23796 :AL022 
718 

F-NT2RM4000395//Ni trie oxide synthase 2A (inducible, hepxtocy tes)/ 
/0. 63: 166:65//Hs. 946 :X7 3029 

F-NT2RM40004I4//Hoao sapiens XYLB aRNA for xy lulokinase. coaplete 
cds//4. 9e-1 7: 1 14: 94//H* . 1 37580 : AB01 5046 
F-NT2RM400042 I 

F-NT2RM4000425//Hoao sapiens aRNA for KIAA0594 protein, partial cd 
s//1. le-42:432: 74//Hs. 154872 : ABO 1 1166 

F-NT2RM4000433//Colony stiaulating factor 3 receptor (granulocyte) 

//0. 023 : 543 : 58//HS. 2 1 75 : M59820 

F-NT2RM4000457 

F-NT2RM4000471 //Huaan transcriptional corepressor hKAPI/TIFIB aRN 
A. coaplete cds//0. 060: 1 78:6 3//Hi. 66369:1195040 
F-NT2 RM4000486/ /ESTs//9. 2e-48 : 237: 99//Hs. 160685: A 1 280004 
F-NT2 RM4000496//ESTs//0. 069 : 252 : 6 1 //Hs . 1 55958 : AA573632 
F-NT2RM4000S1 1//EST//0. 92:191: 58//HS. 6 1 5 1 7 : AA0289 1 S 
F-NT2RM4000SI 4 

F-NT2RM400051 5//ESTs//7. 3e-93 : 450: 98//Hs. 1 20975: AA034409 
F-NT2RM4000520//ESTs//0. 1 3 : 1 83 : 65//Hs. 1 44828 : A I 22 1 305 
F-NT2RM4000531//ESTs, Highly siailar to ZINC FINGER PROTEIN MLZ-4 
[Mus auscul us]//1 . 8e- 1 53 : 756 : 96//Hs. 1 25870 : A 1 364967 
F-NT2RM4000532//ESTs//7. 7e-43 : 388 : 78//H* . 1 05665 : H78987 
F-NT2RM40 00534 
F-NT2RM4000585 

F-NT2RM4000590//Hoao sapiens aRNA for KIAA0469 protein, coaplete c 
ds//1 . 2e-1 9: 593 : 62//Hs. 7764: AB007938 

F-NT2RM4000595//ESTs, Highly siailar to HYPOTHETICAL 54.9 KD PROT 
EIN C02FS.7 IN CHROMOSOME III [Caenorhabdi t is elegans]//3. I e- 104: 5 
32: 96//Hs. 6092:T75227 

F-NT2RM4000603//Huain aRNA for KIAA0392 gene, partial cds//1.7e-l 
5: 30S: 68//HS. 40100: AB002390 

F-NT2RM400061 1//EST//0. 76: 268: S8//Hs. 150031 :AI 292068 

F-NT2RM4000616 

F-NT2RM4000674 

F-NT2RM4000689 

F-NT2RM4000698//Apol ipoprote i n E//1 .0:290: 59//H*. 76260 :M12529 
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F-NT2RM4000700 

F-NT2RM4000712//Hoao sapiens ubiquitin hydrolysing enzyae I (U8HI) 
■RNA. partial cds//3. 5e-91 :744: 77//Hs. 42400:AF022789 
F-NT2RM400Q717//EST*. Highly siailar to BONE MORPHOGENETIC PROTEI 
N I PRECURSOR [Hus auseulus]//2.6e-163:771 :97//Ht.S823:V1818l 
F-NT2RM4000733//PUTATIVE TACHYKININ RECEPT0R//0. 70: 2S7:60//Hs. 957: 
11846 OS 

F-NT2RM4000734//Hoao sapiens aRNA for KIAA0760 protein, partial cd 

s//l . 2e-159:743: 98//Hs. 137188: ABO 1 8303 

F-NT2RM400074I 

F-NT2RM4Q00751//ESTs. Highly siailar to ZINC FINGER PROTEIN MLZ-4 
[Mus ausculus]//1. le-7S: 388: 96//Hs. 1 12361 : R99396 
F-NT2RM4000764//E$Ts//3.8e-1 04: S39 :95//Hs, 24739: H6781S 
F-NT2RB4000778//ESTs//1 . Se-85 : 41 9: 97//Hs. 99838 : AA204731 
F-NT2RM4000779//Hoao sapiens aRNA for KIAA045I protein, coaplete c 
ds//1 . 8e-1 73: 81 0: 98//Hs. 18S86 : AB007920 
F-NT2RM4000787//EST//0. 011:1 82: 65//HS. 1 S9928: AA9691 86 
F-NT2RM4000790/ /Hoao sapiens chroaosoae 19. cosaid R27216//4. 5e-15 
6: 736: 98//HS. 25817AC005306 

F-NT2RM4000795//ESTs, Highly siailar to LIVER CARBOXYLESTERASE PR 
ECURSOR [Hoao sapi ens]//6. 7e-19: 160: 80//HS. 1 24902 :AI 337820 
F-NT2RM4000796//Huaan KF channel subunit gene, coaplete cds//0. 96: 
292 :62//Hs. 124212:1164676 

F-NT2RM4000798//ESTS//1 . 9e-34: 271 : 82//HS. 1 28203 : AA972301 
F-NT2RM400081 3//Hoao sapiens snRNA activating protein coaplei 190k 
D subunit (SNAP 190) aRNA, coaplete cds//0. 052: 238.64//H*. 1 1326S:AF 
032387 

F-NT2RM4000820//ESTs//0. 0S3 : 274 :61//Hs. 23748: HI 6568 
F-NT2RM4000833 

F-NT2RM4000848//Huaan aRNA for KIAA0324 gene, partial cds//0. 97:37 
4:61//Hs. 7841 :AB002322 

F-NT2RM40008S2//EST//1 . 0:222: 60//Hs . 1 20354 : AA7 1 8934 
F-NT2RM4000855//ESTs, Highly siailar to RAS- RELATED C3 BOTULINUM 
TOXIN SUBSTRATE 2 [Hoao sapi ens]//4. 4e-29: 164:95//Hs. 1 15095:AI3929 
43 

F-NT2RM4000887 

FH«T2R1M000895//Hoao sapiens HuUAPI aRNA for lA)P-N-acetylglucosaai 
ne pyrophosphory I ase, coaplete cds//6. 8e-22:407:64//Hs. 21293: AS0 1 1 
004 

F-NT2RM40009S0 

F-NT2RM400097I//ESTS//3. 6e-27: 142: 100//HS. 13091 2: Al 014546 
F-NT2RM4000979//Hoao sapiens KIAA0415 aRNA. coaplete cds//3. 7e-63: 
571 :77//Hs. 7289:AB007875 

F-NT2RM4000996/ /Z i nc finger protein 3 (A8-5D//8. 7e-34:381 :67//Hs. 
2481X78926 

F-NT2RM4001 002//Hoao sapiens aRNA for KIAA0729 protein, partial cd 
s//1. 6e-171 :803:98//Hs. I9542:AB018272 

F-NT2RM4001016//Hoao sapiens aRNA for KIAA0639 protein, partial cd 
s//1. 1e-126:584:99//Hs. 15711 :AB014539 

F-NT2RM4001 032//Hoao sapiens aRNA for KIAA0711 protein, coaplete c 
ds//4. 8e-0S : 469: 58//Hs. 5333: AB0I8254 

F-NT2 RM4001 047/ /ESTs , Moderately siailar to M025 PROTEIN [N.auscui 
us]//7. Oe-56 : 340 : 92//Hs. 8731 0: Al 247543 

F-NT2RM40010S4//HIGH AFFINITY IMMUN0GL08ULIN GAMMA FC RECEPTOR I " 

A FORM" PRECURSOR//0. 79: 142:69//Hs. 77424: 1163835 

F-NT2RM4001084 

F-NT2RM4001092//Huaan aRNA for KIAA0050 gene, coaplete cds//0. 045: 
235:62//Hs. 108947:030758 
F-NT2RM40Q1 1 16 

F-NT2RM4001 140//Huaan engrailed protein (EN2) gene, 5’ end//0. 0002 
9:225 : 61//HS. 134989: LI 2701 

F-NT2RM4001 15l//ESTs//1. 1e-07: 190: 6S//Hs. 151691 :AA443730 
F-NT2RM4001 1S5//ESTs//2. 2e-l 2: I81:74//Hs. 1 28826 : A 1 004) 45 
F-NT2RM4001 160//EST//0. 83: 166:61//Hs. 1 17051 :AA677351 
F-NT2RM4001 187 

F-NT2RM4001 1 91 //ESTs// 1 . 3e-42: 248: 93//Hs. 1 3475 : R1 8220 
F-NT2RM4001 200//2 i nc finger protein 10 (KOX 0//4. Oe-68: 799: 69//H 
s. 2479:178933 

F-NT2RM4001 203//Hoao sapiens rab3-GAP regulatory doaain aRNA, coop 
lete cds//1. 4e-1 S3: 707 :99//Hs. 14934: AF004828 

F-NT2RM4001 204//EST*. Moderately siailar to HYPOTHETICAL 59.1 KO 
PROTEIN ZK637. 1 IN CHROMOSOME 111 [Caenorhabdi t i s el egans]//0. 1 9: 2 
91 :62//Hs. 31582: AA877205 

F-NT2RM4001 21 7//Hoao sapiens nuclear aatrix protein NRP/B (NRPB) a 
RNA. coaplete cds//7. Oe-63 : 715: 70//HS. 1 04925: AF0596I I 
F-NT2RM4001256//EST*. Veakly siailar to probable CBP3 protein hoao 
log [C.elegans]//!. 1e-67: 208: 96//HS. 26676 :AA033997 
F-NT2RM400I258//Hoao sapiens aRNA for KIAA0481 protein, coaplete c 
ds//0. 001 9:435: 59//Hs. 6360: AB007950 

F-NT2RM40O1 309//Huaan Chroaosoae 16 BAC clone Cl T987SK-254P9//0. 01 
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9: 356: 59//HS. 26971 :AC003003 

F-NT2RM4001 31 3//H. sapiens aRNA for phosphat idy I inos i to I 3-kinase// 
8.0e-79: 474 :89//Hs. 32971 Z46973 

F-NT2RM4001316//ESTs//1. 2e-14: 126:84//Hs. 1 54344: AA25833S 
F-NT2RM400I320//Huaan aRNA for Neuroblastoaa, coaplete eds//3.6e-4 
3:642: 66//Ks .87435.089016 

F-NT2RM400 1 340//EST//0. 40:135: 70//Hs. 1 6 1 1 98 : A 1 41 8988 
F-NT2RM4001 344//ESTs. Highly siailar to HYPOTHETICAL CTP-B I NO INC 
PROTEIN IN PMI40-PAC2 INTERGENIC REGION [Saccharoayces cerevisiae] 
//0. 0096 : 284 : 58//Hs. 1 20997 : RS67 1 4 

F-NT2RM4001 347//ESTs, Veakly siailar to veakly siailar to AKK repo 
at region of Fovlpox virus BaaHI-orf7 protein [C. elegans]//3. 7e-5 
2 : 2S2: 100//Hs. 1 5301 : AA167818 

F-NT2RM400I 371//EST//0. 52 : 262 : 59//Hs. 145991 : Al 277656 
F-NT2RM400I382//Hoao sapiens RanBP7/iaportin 7 aRNA, coaplete cds/ 
/7. 2e- 169: 790: 98//Hs. 5151 :AF098799 
F-NT2RM400I 384 

F-NT2RM4001 41 0//ESTs//1 . 1 e-47 : 290 : 91 //Hs . 72447 : AA1 60575 
F-NT2RM4001 41 l//Hoao sapiens aRNA for APS, coaplete cds//2. 5e-23:4 
75: 64//Hs. 105052: ABD00520 
F-NT2RM4001 41 2 

F-NT2R14001 414//ESTs, Moderately siailar to F18547_1 [H. sapiens]// 
5. 2e-18 : 1 33: 87//Hs. 28209: Al 07381 7 

F-NT2RM4001437//Huaan aRNA for KIAA0118 gene, partial cds//2.5e-4 

2:611 :70//Hs. 154326:042087 

F-NT2RM4001444 

F-NT2RM400 1 454//EST s//3. 9e-3l : 169: 96//HS. 1 1 7982 : AA644658 
F-NT2RM4001455//ESTS//0. 0054: 48 : 1 0Q//Hs . 1 4920: AA91 091 4 
F-NT2RM4001 483//ESTs. Veakly siailar to ZINC FINGER PROTEIN ZFP-36 
[H. sapiens]//!, le-71 : 313: 99//HS. 163754: AA587784 
F-NT2RM400 1 489/ /Hoao sapiens aRNA for KIAA068S protein, coaplete c 
ds//3. 9e-l 57: 724: 99//HS. 153121 ABO 1 4585 
F-NT2RM4001519//ESTs//0. 66: 264: 59//Hs. 139891 :AAS53619 
F-NT2RM4001 522//ESTs, Veakly siailar to D9481.12 gene product [S. c 
erevis iae]//1 . 3e— 114: 536 : 99//Hs. 88820: AA456247 
F-NT2RM400ISS7 

F-NT 2 RM400 1 56 5//EST s// 1 . 7 e- 1 07 : 509 : 99//HS . 1 46 1 3 9 : AA7 3 1 487 
F-NT2RM400I 566//Huaan phosphat idyl i nos i tol 3-kinase catalytic subu 
nit pllOdelta aRNA. coaplete cds//1 . 0: 2S5:60//Hs. 14207:U86453 
F-NT2RM400 1 S69//ESTs//1 . 4e-86 : 41 7 : 98//HS . 1 53044 : A 1 1 98859 
F-NT2RM400I582 

F-NT2RM4001S92//EST//0. 61 : 142:64//Hs. 162900: AA664566 
F-NT2RM4001 594//Ho*o sapiens aRNA for KIAA0522 protein, partial cd 
s//0. 0072 : 484: 60//Hs. 1 29892 : AB01 1094 

F-NT2RM4001597//ESTs, Moderately siailar to red-1 [M, ausculu$]//2. 
3e-72 : 387 : 95//HS. 1 1 4722 : AA448077 

F-NT2RM400160S//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 
ds//1. 1 e— 163: 750:99//Hs. 232SS:AB018334 

F-NT2RM4001 61 1//ESTs, Veakly siailar to F25H9.6 [C. elegans]//8.6e- 
05:91 79//HS. 24647: VI 9739 

F-NT2RM4001 629//ESTs, Moderately siailar to 55 K0 ERYTHROCYTE MEM 
BRANE PROTEIN [Hoao sapiens]//0. 0042: 153:68//Ms. I 14832:AI 147946 
F-NT2RM4001 650//Huaan aRNA for KIAA034I gene, partial cds//0.95:32 
8: 60//HS. 101761 :AB002339 

F-NT2RM4001 662//Huaan aRNA for KIAA0322 gene, partial cds//8.3e-8 
3:449: 93//Hs. 153685: AB002320 

F-NT2RM4001 666//ESTs//2. ! e-1 1 : 78: 96//Hs. 152446: AA555323 
F-NT2RM4Q01 682//EST//0. 027 : 1 45 : 70//HS. 1 33253 : A 1 052638 
F-NT2RM4D0 1 7 1 0//ESTt//0. 098:140:6 2//Hs . 5 796 : AA767 384 
F-NT2RM4001 714//Huaan aRNA for KIAA0202 gene, partial cds//2. 2e-8 
6: 748: 74//Hs. 80712:D86957 

F-NT2RM4001 7 1 5//ESTs//l . 3e- 1 04 : 490 : 99//HS. 1 2 7336 : A 1 332905 
F-NT2RM40Q1 731//Huaan invoiucrin bRNA//0. 23: 432: 59//Hi. 157091 :MI39 
03 

F-NT2RM4001 741//Huaan aRNA for KIAA0320 gene, partial cds//6. 9e-8 
0:737:73//Hs. 150443:AB002318 

F-NT2RM40O1746//H. sapiens NF-H gene, exon 1 (and joined CDS)//2. 1 
e-07 :418:61//Hs. 75735:X15306 

F-NT2RM40017S4//ESTs, Veekly siailar to RETROVI RUS-RELATED POL POL 
YPR0TEIN [Mus buscu I us]//2. Oe-27 : 205: 83//Hs. 1 1 0601 : AA206719 
F-NT2RM4001758//H. sapiens aRNA for serine/threonine protein kinase 
EMK//2. 1e-86:729:75//Hs. 157199:X97630 

F-NT2RM4001 776//Hoao sapiens aRNA for KIAA0727 protein, partial cd 
s//7. 4e-l75:803: 99//Hs. 39871 :AB018270 

F-NT2RM4001783//ESTs. Veakly siailar to TI2D8. i [C. el egans]//3. le- 
71 : 376 : 95//Hs. 108396: AAI 60677 

F-NT2RM4001810//Hoao sapiens centrosoaal Nek2-assoc i ated protein 1 
(C-NAR1) aRNA, coaplete cds//0. 99: 446: 58//Hs. 27910: AF049I 05 
F-NT2RM4001 81 3//Hoao sapiens clone 24820 aRNA seauence//6. 6e-14: 24 
9: 70//Hs. 146312: AF070 547 
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F-NT2M8400181 9//Cel I division cycle 2-like 1 (PITSIRE proteins)// 

1 . 4e-35: 1 95: 95//Hs. 963 : M3 77 1 2 

F-NT2RM400I823//ESTS. Weakly siailar to ZINC FINGER PROTEIN 91 [H. 
sapiens]//?. 3e-40: 252: 90//Hs. 11 9294: A 1 379442 

F-NT2RM4001 82B//Z i nc finger protein 1S7 (HZF22)//1. 8e-75:688: 72//H 
s. 89897 U28687 

F-NT2RM4001 838/ /NUCLEOB I NO I N PRECURS0R//0. 0022: 588: 59//H*. 953:11968 

24 

F-NTZRM400184l//ESTs//0. 86 : 1 56: 67//Hs. 1 46276 : A 1 21 4204 
F-NT2RM400 1 842//ESTs//0. 20:191: 62//Hs. 1 07657 : AA 1 268 1 4 
F-NT2RM40018S6 

F-N?2RM400I658//Huaan putative cerebral cortex transcr ipt iona I reg 
ulator T-8rain-l (Tbr-1) aRNA. coaplete cds//8. Oe-1 0:244 :66//Hs. 22 
1 38:1149250 

F-NT2RN4001 865//Hoao sapiens aRNA for atopy related autoantigen CA 
LC//2. 3e-1 50: 704:98//Hs. 61628: Y1771 1 

F-NT2RM4001 876//Huaan aRNA for KIAA0231 gene, partial cds//9. le-4 

4:621 :S6//Hs. 7938:086984 

F-NT2RN4001880 

F-NT2RM4001905//E$Ts//7. Se— 1 1:137: 75//Hs. 86950 :AI 20421 2 
F-NT2RN400 1 922//ESTs//2. 5e-51 : 291 : 93//Hs. 26660 : A 1 3 1 263 3 
F-NT2RN4001930//Hoao sapiens aRNA for putative glucosy I transf eras 
e. partial cds//0.98:359:57//Hs. 155356: AJ224875 
F-NT2RH4001 938 

F-NT2RN4001 940//Hoao sapiens tiaeless hoaolog aRNA. coaplete cds// 
3. 6e-1 72 : 808 : 98//Hs. 118631: AF0981 62 

F-NT2RM400 1 953//Huaan aRNA for KIAA0118 gene, partial cds//5. Oe-5 
4:362:83//Hs. 154326:042087 

F-NT2RM4001965//E$Ts, Weakly siailar to KIAA0157 gene product is n 
ove I . [H. sap i ens]//1 . 8e-6S: 337 : 96//Hs. 130135: AA905493 
F-NT2RM4001 969//E$Ts//0. 00024 : 261 : 63//H*. 157579: Al 312862 
F-NT2RH4001979//Hoao sapiens aRNA for KIAA0798 protein, coaplete c 
ds//3. 2e-63 : 527 : 76//Hs. 1 59277 : ABO 1 834 1 
F-NT2RM4001 984//EST//7. le-05: 235: 61//Hs. 105444:AA508082 
F-NT2RM4001 987//Hoao sapiens aRNA for KIAA0467 protein, partial cd 
s//0. 73: 181:65//Hs. 1 1 147: AB007936 
F-NT2RN4002013//ESTs//0. 97: 185:63//Hs. 103345 :AI 302271 
F-NT2RN400201 8//ESTs//2. 5e-76 : 398 : 94//Hs. 1 19544 : T95601 
F-NT2RM4002034 

F-NT2RM4002044//ESTs//9. 6e-83 : 41 0 : 97//HS. 128162: AA81 5048 
F-NT2RM4002054//EST//8. 5e-12: 176:71//Hs. 137181:856912 
F-NT2RH40020SS//Hoao sapiens aRNA for KIAA0640 protein, partial cd 
s//3. 3e— 173 : 803: 98//Hs. 153026: AB0 14540 

F-NT2MI4002062//ESTs. ieakly siailar to ASPARTYL-TRNA SYNTHETASE 
[Theraus aquaticus theraophi lus]//7. 0e-94: 396: 94//Hs. 59346 :A1 12680 
2 

F-NT2RM4002063 

F-NT2RM4002066//Hoao sapiens OPA-containing protein aRNA. coaplete 
cds//1. 1e-74:889:69//Hs. 8531 3: AF071309 
F-NT2RM4002067//EST s//2. 3e- 34: 455 : 69//Hs. 1 18273 :AA626040 
F-NT2RM4002073// Insol in-l ike growth factor binding protein 2//3. 2 
e-10:470:61//Hs. 162:116302 

F-NT 2RM400207 5//Hoao sapiens act in binding protein NAYVEN aRNA. co 
aplete cds//2. 9e-24: 588: 61//Hs. 122967: AF059S69 
F-NT2RN4002093//Polypyriaidine tract binding protein (hnRNP I) (a I 
ternative products)//9. 2e-34: S32: 65//Hs. 146459:166975 
F-NT2RM4Q02I09//Hoao sapiens aitotic centroaere-associ ated kinesin 
aRNA, coaplete cds//0. 99:408 :62//Hs. 69360 :U63743 
F-NT2RB4002 1 28//Hoao sapiens aRNA for K1AA0642 protein, partial cd 
s//0. 93 : 202 : 63//Hs. 81 52 : AB014542 

F-NT2RM40021 40//Huaan p300 protein aRNA, coaplete cds//0. 99:320: 59 
//Hs. 25272:1101 877 

F-NT2RN40021 4 5//CARB0XY PEPTIDASE N 83 KD CHA IN//2. 7e-06 : 388: 59//H 
s. 73858:105158 

F-NT2RM4002l46//ESTs. Highly siailar to siailar to aago nashi [H. s 
apiens]//!. 6e-l35:646:97//Hs. 1 04650 :AI 037879 

F-NT2RN40021 6 t//Hoao sapiens laforin (EPH2A) aRNA, partial cds//l. 
4e- 150: 763 :95//Hs. 22464 :AF084535 
F-NT2RN40021 74 

F-NT2RM40021 89//Muc in 2. intest inai/trachea»//0. 087: 298: 61 //Hs. 31 
5:121998 

F-NT2RM4002194//Huaan seaaphorin III faaily hoaolog aRNA. coaplete 
cds//7. 3e-l 1 :454:60//Hs. 32981 :U38276 
F-NT2RM4002205//EST//2. 6e-21 : 270: 71//H*. 120013: AA707454 
F-NT2RN40022 1 3//Hoao sapiens aRNA for K1AA0610 protein, partial cd 
s//0.S2:3l3:61//Hs. 1 18087: AB01 1 182 

F-NT2RM4002226//ESTS, Highly siailar to GTPASE ACTIVATING PROTEIN 
ROTUND [Drosophila ael anogas ter]//8. 4e-125: S88:98//Hs. 23900 :U8298 

4 

F-NT2RN4002251//ESTS//1 . 0: 77: 74//Hs. 1551 35: AA91 0966 
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F-NT2RM4002256//ESTs//7. 5e-28:358:74//Hs. 13356: Al 205764 
F-NT2RH4002266//Huaan kinase Mytl (Nytl) aRNA. coaplete cds//0, 73: 
502: 57//Hs. 77783: AF0141 18 

F-NT2RN4002278//EST//0. 33: 138:63//Hs. 1 44096 :A 1032 180 
F-NT2RN4002281 

F-NT2RM4002287//ESTs//0. 00037: 55 : 98//Hs. 11134: T62979 
F-NT2RM4002294//Huaan aRNA for KIAA0281 gene, coaplete cds//6. 7e-5 
0: 51 1:72//Hs. 31463:087457 
F-NT2RM400230I 

F-NT2RM4002323//ESTS//3. 6e-09 : 105: 87//Hs. 131737 : Al 34333 1 
F-NT2RB4002339 

F-NT2RN4002344//EST//0. 16: 166 :64//Hs. 128600 :AA906454 
F-NT2RK4002373//Hoao sapiens aRNA for KIAA0649 protein, coaplete c 
ds//9. 1 *-151 : 708: 98//Hs. 26163 :AB01 4549 

F-NT2RH4002374//Hoao sapiens aRNA for KIAA0720 protein, partial cd 

s//0. 0040 : 303 : 63//HS. 23741 : AB01 8263 

F-NT2RN4002383//ESTS//8. Oe-16: 1 53 : 78//Hs. 1 55243 :N70293 

F-NT2RM4002390 

F-NT2RH4002398 

F-NT2RM4002409 

F-NT2RM4002438//ESTs. Weakly siailar to probable C8P3 protein hoao 
log [C. e I egans]//1 . 1 0-55:282 : 96//Hs. 26676: AA033997 
F-NT2RII4002446 //Hobo sapiens clone 24574 aRNA sequence//0. 59: 339:6 
0//Hs. 18686: AF0S21 51 
F-NT2RM40024S2 

F-NT2RM40Q24S7//Hoao sapiens aRNA for epiregulin, coaplete cds//3. 
2e-25:228:8l//Hs. 115263:030783 

F-NT2RM4002460//EST//1 .0:142: 65//H s . 1 4S370 : Al 252780 
F-NT2ffli4002479//Koao sapiens RNA hel icase-related protein aRNA, co 
aplete cds//8. 9e- 1 65 : 777 : 98//Hs . 8765 : AF0832SS 

F-NT2RM4002482//HOBO sapiens aRNA for KIAA0691 protein, coaplete c 

ds//7. 3e-95: 464 : 97//Hs. 94781 : ABO 1 4591 

F-NT2RM4002493 

F-NT2RM4002499//ESTs//1 . 3e-44: 653:67//Hs. 23790:N99347 
F-NT2RM4002504//Saal I inducible cytokine AS (RANTES)//4. 3e-30:225: 
83//HS. IS5464: AF088219 

F-NT2RN4002527//Huaan pre-B cell enhancing factor (P8EF) aRNA, coa 
pi et e cds//0. 99:290: 60//Hs . 1 54968:002020 

F-NT2RM4002532//Huaan aRNA for KIAA0238 gene, partial cds//1.0:23 
2: 61 //Hs. 82042:087075 

F-NT2RN4002534//Hoao sapiens angiotens in/vasopressin receptor All/ 
AVP aRNA. coaplete cds//1. 0: 100: 70//Hs. 159483 :AF054176 
F-NT2RM4002558//Hoao sapiens aaphiphysin II aRNA, coaplete cds//0. 
17:393:61//Hs.6619:U84004 

F-NT 2 RM4002 56 5/ /Hoao sapiens aRNA tor Asparaginyl tRNA Synthetase, 
coaplete cds//1 .0:226: 60//Hs. 84043 : 084273 
F-NT2MM002567//ESTs. Weakly siailar to C17G10. 1 CC. elegans]//3. 3 
e-88 : 484: 93//HS. 1 05837 : AA536054 

F-NT2RIM002571//ESTs, Weakly siailar to UOP-Ga I NAc: polypeptide N-a 
cety Iga I actosaainy I transferase [H. sapiens]//0. 059: 121 : 70//Hs. 15541 
3: AA429394 

F-NT2RM4002593//ESTs//1. 0a— 15: 103:9S//Hs. 1 08920 : W28 151 

F-NT 2 RM400 2 5 94/ /Hoao sapiens 26S proteasoae regulatory subunit (SU 

G2) aRNA. coaplete cds//l. 0e-06: 499 :59//Hs. 79357: D78275 

F-NT2RN4002623//ESTS//1. 2e-1 1 : 92 :92//Hs. 1 64046: T97402 

F-NT 2 RP1 00001 8//Hoao sapiens aRNA for KIAA0687 protein, partial cd 

s//2. 0e-102:746: 81 //Hi. 3628: ABO 1 4587 

F-NT2RP1000035//Hoao sapiens aRNA for NSI-binding protein (NS1-BP) 

//3. 7e-155: 747 : 96//Hs. 159597: AJ012449 

F-NT2RP1 000040//ESTs//l . 3e-58 : 338 : 92//Hs . 1 7534 : HI 6907 

F-NT2RP1 00006 3//£STs//fl. 0013:72: 83//Hs. 108196: W81 647 

F-NT2RP1 000086//Hunan aRNA for XIAA0360 gene, partial cds//S.4e-18 

5: 548: 91//HI. 79971:198834 

F-NT2RP 1000 101 //Hoao sapiens hook2 protein (HO0K2) aRNA. coaplete 

cds//0. 33 : 247 : 61//Hs. 30792 : AF044924 

F-NT2RP10Q0111 

F-NT2RP 10001 12//TTK protein kinase//3.2e-40:324:81//Hs. 20S2M86699 
F-NT2RP1 0001 24//ESTs//2. 4e-42 : 268 : 89//Hs. 1 46078 : A 1 084025 
F-NT2RP10001 30//ESTs, Moderately siailar to HEPATOMA-OERI VEO GROWT 
H FACTOR [H. sapiens]//!. 4e-71 : 382:94//Hs. 1 27842 :W38901 
F-NT2RP1000163//Hoao sapiens cell cycle progression 2 protein (CPR 
2) aRNA. coaplete cds//2. 1 e-06 : 77 : 90//HS. 3760:AF01 1792 
F-NT2RP1 0001 70//EST//0. 68:130: 63//Hs. 1 46994 : A 1 1 84430 
F-NT2 RP 10001 74//Hoao sapiens clone 24432 aRNA sequence//8. 3e-140:6 
79 : 97//HS .78019: AF070535 

F-NT2RP1 0001 91 //ESTs//» . 3e-71 : 405 : 93//HS. 24054 : N46499 
F-NT2RPI0002QZ//H. sapiens aRNA for cytokine inducible nuclear prot 
e i n//2. 0e-05 : 591 : S8//Hs. 74019: 183703 
F-NT2RPt000243 
F-NT2RP1 000259 
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F-NT2RP1000272//Hoao sapiens TLS-assoc i ated protein TASR-2 bRNA, c 
oaplete cds//5. 4e-103: S28:97//Hi. 4214:AF067730 
F-NT2RP1 000324//ESTs//3. 4e-98 : 499 : 96//Hs. 42530 : N4 1 66 1 
F-NT2RPI 000326//Hoao sapiens aetaiin 2 (HTX2) aRNA, nuclear gene e 
ncoding ai tochondrial protein, coaplete cds//1.3e-148:693:98//Hs. 3 
1 584: AF05355I 

F-NT2RP1000333//Hoao sapiens aonocy te/aacrophage Ig-related recept 
or MIR-10 (MIR cl-10) aRNA. coaplete cds//0. 28: 328:60//Hs. 2240S: AF 
004231 

F-NT2RP1000348//Huaan plectin (PLECI) aRNA, coaplete cds//0. 018: 33 

7:62//Hs.79706:US3204 

F-NT2RPI 000357 

F-NT2RP1 0Q035B//DYNA1IIN-1//0. 96: 273: 59//Hs. 126:L07807 

F-NT2RPI 000363//Hoao sapiens aRNA for KIAA0638 protein, partial . cd 

s//3. 2e- 1 26 : 497 :86//Hs. 77864: AB0 14538 

F-NT2RP1 000376//Hoao sapiens ca I ciua- independent phospholipase A2 
aRNA. coaplete cds//5. 9e-178:877:96//Hs. 1 20360 :AF064594 
F -NT2RP 1 000409//EST s//5. 4e-59 : 41 5 : 83//HS. 1 40578 : AA82803 1 
F-NT2RP10004I3//Hoao sapiens aRNA for KIAA0587 protein, coaplete c 
ds//3.0e-179:710:98//Hs. 21 862 : AB0 1 1 159 

F-NT2RP1 00041 6//ESTS. Highly siailar to BONE MORPHOGENETIC PROTEI 
N 1 PRECURSOR [Mus auscul us]//7. 3c-»77:8S7: 97//Hs. 6823:818181 
F-NT2RP1 00041 8//Hoao sapiens calciua-activated potassiua channel 
(KCNN3) aRNA, coaplete cds//0. 46: 222: 6Q//H*. 89230: AF031 815 
F-NT2RP1 00043 9//EST//Q. 98 : 339 : 56//Hs . I 37377 : AA1 01 603 
F-NT2RP1Q00443//Huaan SLP-76 associated protein aRNA, coaplete cds 
//1 . 0 : 356 : S9//Hs. 58435 : AFQ01 862 
F-NT2RP1 000460 

F-NT2RP1 000470//Huaan ONA froa chroaosoae 19-specific cosaid R2709 
0, genoaic sequence//3. 7e-l34:665:96//Hs. 143187: AC002985 
F-NT2RP1 000478/ Aluaan beta-tubulin class III isotype (beta-3) aRN 
A. coaplete cds//6. 2e-57:440:80//Hs. 1 591 54:U47634 
F-NT2RP1 000481 //ESTS//4. 8e-21 : 1 S4 : 87//H*. 1 7392 : AA535 1 02 
F-NT2RPI 000493 

F-NT2RPI 00051 3//ESTs//2. 2e-71 :409:9I//Hs. 12I029:AA480977 
F-NT2RP1 OOOS22//Hoao sapiens clone 0T1P1A11 aRNA, CAG repeat regio 
n//0. 21 : 255: 62//Hs. 98834 :U92992 

F-NT2RP1000547//H. sapiens aRNA for transaeabrane protein rnp24//1. 
9e-06 : 337 : 63//Hs .75914: X92098 

F-NT2RP 100057 4/ /Hoao sapiens hoaeobox protein MEIS2 (NEIS2) aRNA. 
partial cds//l.4e-82:295:92//Hs. 104105: AF017418 
F-NT2RP1 000577//Huaan sialoprotein aRNA, coaplete cds//0. 014:235:6 
5//Hs. 121552: J05213 

F-NT2RP1 000581 //VON WIUE8RAND FACTOR PRECURSOR//! . 6e-33:223:89//H 
s. 110802:104385 

F-NT2RP 100060 9//Hoao sapiens chroaosoae 11. BAC CIT-HSP-3t 1 e8 (BC2 
69730) containing the hFENl gene//2. 2e-49: 506: 73//Hs. 132898:AC0047 
70 

F-NT2RP1 000629//Huaan clathrin asseably protein 50 (AP50) aRNA, co 
aplete cds//3. 6e-19: 556: 62//Hs. 152936: D63475 
F-NT2RP1 000630 

F-NT2RP1 000677//Huaan breast tuaor autoantigen aRNA. coaplete sequ 
ence//2. 4e-05: 389: 59//Hs. 3844.U24576 

F-NT2RP1000688//ESTs, Weakly siailar to T06E6. d [C.elegans]//2.5e- 
43:232:95//Hs. 3487: AA42S5S3 

F-NT2RP1000695//ESTs. Weakly siailar to C27F2.7 gene product [C. el 
egans]//9. 2e-S3 : 31 2 : 90//Hs. 7049: Ai 1 41 736 

F-NT2RP1000701//Nyogenic factor 3//0. 81 : 186 :63//Ms. 2834 : AF027148 
F-NT2RP 1000721 //Hoao sapiens aRNA for repressor protein, partial c 
ds//4. Oe-33 : 278: 78//Hs. 58167 : 030612 

F-NT 2 RP 1 000 7 30/ /EST s. Weakly siailar to putative p150 [H. sapiens]/ 
/6. 2e-40 : 297 : 84//Hs . 1 81 22 : A 1 338045 

F-NT2RP1000733//GI to S phase transition l//1.4e-3l :286:78//Hs. 270 
7: XI 7644 

F-NT2RP1000738//Hoao sapiens Wotf-Hi rschhorn syndroae candidate 2 
protein (WHSC2) aRNA, coaplete cds//2. 6e-1 23: 604: 95//Hs. 21771 :AF10 
1434 

F-NT2RP1 000746 
F-NT2RP1 000767 

F-NT2RP1Q0Q782//Huaan globin gene//3. 6e-21 : 140:91//Hs. 1 00090: M6902 
3 

F-NT2RP1000796//H. sapiens aRNA for R0X protei n//0. 17:404: S7//Hs. 25 
497 :X 96401 

F-NT2RP100082S//Huaan ONA sequence froa PAC I27B20 on chroaosoae 2 
2q)1.2-qter, contains gene for GTPase-activating protein siailar t 
0 rhoGAP protein, ribosoaai protein L6 pseudogene. ESTs and CA rep 
eat//2. 7e-23:l47:9l//Hs. 102336:283838 

F-NT2RP1 00083 3//Hoao sapiens cGMP phosphodiesterase AI (POE9A) aRN 
A, coaplete cds//5. 4e-143:424:96//Hs. I89S3: AF067223 
F-NT2RP1 000834//ESTs//0. 18:280: 60//Hs. 1 5721 5 : AI 332903 
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F-NT2RP1 000836//EST//0. 60:103: G6//Hs. 145708 : A 1 267990 
F-NT2RP1 000846//EST//1 . 2e-l 5: 322: 65//HS. 149925: AI 288838 
F-NT2RP1 000851 //ESTs//6. le-96:4S9:98//Ms. 121586 :AA42 3875 
F-NT2RP1 000856//Huaan globin gene//6. 7e-22: I40:9l//Hs. 100090:M6902 
3 

F-NT2RP1000860//Hoao sapiens KL04P aRNA, coaplete cds//2. 2e-107: 55 
1 :95//Hs. 125156:AF064094 

F-NT2RP 1 000902//EST//1 . 8e-28 : 2 1 8 : 8S//Hs. 1 45258 : A 1 2 1 8683 
F-NT2RP1 00091 S//ESTs//8. 8e-l 1 : 102:81//Hs. 163740: AI 248847 
F-NT2RP1000916//ESTs, Weakly siailar to coded for by C. elegans cD 
NA ca04e9 [C. el egans]//2. 2e-27: 159: 94//Hs. 1 221 53: AA780270 
F-NT2RP1 000943//Huaan hSIAH2 aRNA, coaplete cds//0. 45: 1 30: 68//Hs. 2 
0191: U76248 

F-NT2RP1 000944//EST//0- 99:116: 63//HS. 1 1 6633 : AA66840O 
F-NT2RP1000947//Huaan E2 ubiquitin conjugating enzyae UbcHSB (UBCH 
SB) aRNA, coaplete cds//2. 7e-26: 185:87//Hs. 108332:U39317 
F-NT 2 RP 10009 54 //Hobo sapiens BACH1 aRNA. coaplete cds//0.81 :329:56 
//Hs. 1 54276 :AB002803 

F-NT2RP IOO0958//ESTs// 1 . 3e-20 : 1 29 : 92//Hs. 1 63740 : A 1248847 

F-NT2RP 1 00095 9//R i bosoaa I protein, large, PO//O. 36: 76: 73//Hs. 7374 

2:M17885 

F-NT2RP 1 000966//NUCLEOL I N//1 . 2e-72 : 353 : 98//Hs .79110: N60858 
F-NT2RP1000980//ESTs//l . 6e-1 09 : 555 : 96//Hs. 84429 : N28866 
F-NT2RP1 000988//Huaan chroaosoae 3p2t.f gene sequence//2.6e-73:66 
5 :80//Hs. 82837:113435 
F-NT2RP100101 1 

F-NT2RP1 00101 3//ESTs//3. 4e-40: 393 : 74//Hs. 1 20206 : A 1 0891 63 
F-NT2RP1001014 

F-NT2RP1001 033//Tubul i n, gaaaa polypept ide//0. 00041 :3I3:59//Hs. 150 
785:1161 764 

F-NT2RP1001 073//GI ucocor t i coid receptor//1 . 0: 204: 61//HS. 75772 :M1 09 
01 

F-NT2RP 1 0O1 079//ESTS//1 .0:174: 62//HS . 1 58209 : A 1 36053 1 

F-NT2RP1 OOl 080// Hoao sapiens forkhead protein (FKHRL1) aRNA, coapl 

ete cds//0. 57: 21 5:64//Hs. 14845: AF032886 

F-NT2RP10O1 1 1 3//EST*. Weakly siailar to coded for by C. elegans cO 
NA CEESB82F [C. elegans]//!. 4e-6S: 293: 95//Hs. 3275! :H38087 
F-NT2RP10O1 173 

F-NT2RP1001 177/Atoao sapiens histone aacroH2A1.2 aRNA, coaplete cd 
s//6. 1 e-26 : 259 : 74//Hs. 75258 : AF0S41 74 
F-NT2RP10O1 1 85//EST//1 . 4e-27 : 266 : 77//Hs. 1 22245: AA781 524 
F-NT2RP 1001 1 99//ESTs//0. 97:75: 73//Hs. 1 3 1 498 : A 1 022 1 50 
F-NT2RP1001247//Huaan endoaetrial bleeding associated factor aRNA. 
coaplete cds//!.6e-19:120:95//Hs.2S195:U81S23 
F-NT2RP1 001 248//ESTs//3. Oe-21 : 143 : 93//Hs. 1 57243 : A 1 337094 
F-NT2 RP 1 001 2S3//PUTAT I VE CLUC0SAMINE-6-PH0SPHATE I SOME RASE// 1 . 2e-8 
9:344:93//Hs. 3090 :AJ 002231 

F-NT2RP100I286//H. sapiens aRNA for adenosine tr iphosphatase, calci 
ua//0. 026 : 392 : S7//Hs. 5541:71 5724 
F-NT2RP1001 294 
F-NT2RP 100 1302 

F-NT2RP100I 3l0//Hoao sapiens creatine transporter aRNA. coaplete c 

ds//3. 6e-07: 379: 61//HS. 154503 :U36341 

F-NT2RP1001 31 1//ESTs//9. 5e-73:403: 93//Hs. 24739: H6781 5 

F-NT2RP100! 31 3//Hoao sapiens chroaosoae 11, BAC C IT-HSP-31 1e8 (BC2 

69730) containing the hFENl gene//3. le-87: 437: 97//Hs. 1 32898 :AC0047 

70 

F-NT2RP1 001 361 //ESTs. Highly siailar to NADH-UB I QU I NONE OXIOOREDU 
CTASE SUBUNIT B14. SB [Bos taurus]//6. 8e-10l : 480: 94//HS. 7501 7: AA166 
853 

F-NT2RP1001385//EST//0.86: 1 27:65//Hs. 1 56304: AI 336859 
F-NT2RP100I395//Hoao sapiens stannin aRNA, coaplete cds//0. 75: 355: 
58//HS. 76691 :AF0706 73 

F-NT2RP1001 4IO//Throaboxane A2 re ceptor//1. 0: 1S7:63//Hs. 89887:0380 
81 

F-NT2RP 1 001 424//ESTs//5. 3e-20: 118: 95//HS. 159792: R60 700 

F-NT2RP1 001 432//ESTS//5. 3e-20: 118: 95//Hs. 1 59792 : R60700 

F-NT2 RP 1 00 1 449/ /Hobo sapiens clone 24733 sRNA sequence//5. 7e-S6: 42 

2:97//Hs. 21970: AF052 149 

F-NT2RP100I457//H. sapiens OAP-kinase aRNA//0. 40:231 :61//Hs. 153924: 
X76104 

F-NT2RP 100 1466 

F-NT2RP1001475//ESTs//1 . 2e-98: 495: 97//HS. 14347 : AA287742 

F-NT2RP1001482 

F-NT2RP 100 1494 

F-NT2RP100l543//ESTs//1. 2e-38:207:98//Hs. 1 3 1 063 : A 1 0 1 6400 
F-NT2RP1001546//Hoao sapiens aRNA for DAP-1 beta, coaplete cds//0. 
00077 : 254 : 64//HS. 7581 4 : AB000277 
F-NT2RP1001569 

F-NT2RP1001616//Hoao sapiens Tax interaction protein 1 aRNA, parti 
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a I cds//2. 5e-41 :496:74//Hs. 12956:119091 3 
F-NTZRP1 001 665//E$Ts//9. 4e-5B : 311 : 96//H*. 127391: AA9S4420 
F-NT2RP2000001//Hoao sapiens clone 617 unknown aRNA, complete sequ 
ence//4. 7e-137:68S:96//Hs. 93677 :AF09 1081 

F-NT2RP2000006//EST s , leakly siailar to B0035.14 [C.elegans]//8. 2 
e-47 : 300: 89//HS. 6473 :AA8S395S 

F-NT2RP2000007//Huaan aRNA for KIAA0392 gene, partial cds//l.le-1 
5:241 :68//Hs. 401 00: AB002390 

F-NT2RP2000008//Huaan aRNA for KIAA0065 gene, partial cds//1.5e-2 
9:526:66//Hs. 70617:031763 

F-NT2RP2Q00027//ESTs, Highly siailar to LINE-1 REVERSE TRANSCRIPT 
ASE HOMOLOG [Hobo sapiens]//?. Oe-26: 214: 82//Hs. 1 4038S: AA773359 
F-NT2RP2000032//ESTs//0. 91 : 368 : 57//Hs .131209 : AI038867 
F-NT2RP200004Q//Hoao sapiens aRNA for KIAA0747 protein, partial cd 
s//6. 1 e-78 : 383 : 97//Hs . B309 : AB0 1 8290 

F-NT2RP200Q045//Hoao sapiens tuaorous iaaginal discs protein TidS6 
hoaolog (T I D 1 ) aRNA. coaplete cds//7. 8e-97:467:97//Hs. 6216:AFQ617 
49 

F-NT2RP2QOOQ54//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//1 . 0: 1 10:70//Hs. 
7409S: L20433 

F-NT?RP?000056//Huaan HPTP epsilon aRNA for protein tyrosine phosp 
hatase eps i lon//1 . 2e-27: 146:1 OOZ/Hs. 1 55991 : X54I 34 
F-NT2RP2000067//Huaan DNA sequence froa clone 1052M9 on chroaosoae 
Xq2S. Contains the SH201A gene for SH2 doaain protein 1A, Duncan' 
s disease (lyaphoprol i ferat i ve syndroae) (DSHP), part of a 60S Aci 
die Ribosoaal protein 1 (RPLP1) LIKE gene and part of a aouse D0C4 
LIKE gene. Contains ESTs and GSSs//B. 1e-41 : 767: 61//Hs. 23796 :AL022 
718 

F-NT2RP2000070//Hoao sapiens chroaosoae 5, BAC clone 203ot3 (LBNL 
HI 55) . coaplete sequence//6. 5e-08:344: 58//HS. 1 59402 :AC005609 
F-NT2RP2000076//H. sapiens aRNA for TFI IA//0. 00023: 356: 62//HS. 12I6B 
6:014887 

F-NT2RP200Q077//Ho«o sapiens growth arrest specific 11 (CASH) aRN 

A. coaplete cds//6. 8e-79: 278: 97//Hs. 54877 :AF050078 

F-«T2RP20Q0079//ESTs//1 . 2e-36 : 202 : 94//HS. 1 7606 : A 1 279879 

F -NT 2 R P 2 000Q88//Hcao sapiens aRNA for KIAA0795 protein, partial cd 

s//7. 1e-160:752:98//Hs. 22926 :AB01 8338 

F-NT2RP2000091 

F-NT2RP200C097 

F-NT2RP2000098//ESTs//0. 086 : 92 : 69//HS. 1 S9389 : Al 371 963 
F-NT2RP2000108//Huaan aRNA for KIAA0392 gene, partial cds//1.4e-1 
8 : 200: 77//Hs. 40100: AB002390 

F-NT2RP20001 14//Hoao sapiens aRNA for CM3 synthase, coaplete cds// 
1 . 6e-1 15: 551 : 97//Hs. 1 7706:AB018356 

F-NT2RP2000120//ESTs. leakly siailar to HYPOTHETICAL 68.7 KO PR0TE 
IN ZK7S7. 1 IN CHROMOSOME III [C. e»egans)//0. 019: 72 : 81//Hs. 5268:122 
670 

F-NT2RP2000126//Hoao sapiens chroaodoaain-hel icase-DNA- binding pro 
tein aRNA. coaplete cds//1. 4e- 120: 607 :96//Hs. 159273 :AF0541 77 
F-NT2RP20001 33//Neurona I pentraxin, 1 1//0. 00014:401 :61//Hs. 3281 :U29 
195 

F-NT2RP2000I47//Huaan clathrin asseably protein 50 (AP50) aRNA. co 
aplete cds//2. 2e-l8: 559: 60//Hs. 152936:D63475 

F-NT2RP20001 53//Hoao sapiens splicing factor (CC1.3) aRNA. coaplet 

e cds//0. 33:85: 70//Hs. 2S6:L10910 

F-NT2RP20001 57//ESTS//0. 53 : 75: 81//Hs. 24885 : R4929I 

F-NT2RP20001 61//ESTS//2. 6e-06 : 89: 84//Hs. 21 738 : Al 1 88190 

F-NT2RP20001 73 

F-NT2RP20Q01 75 

F-NT2RP20001 83/ /Hoao sapiens aRNA for dihydropyr iaidi nase related 
protein 4. coaplete cds//0. 0018:324:58//Hs. I00058:AB006713 
F-NT2RP20001 95//ESTs, leakly siai lar toC37E2.2 [C. el egans]//3. 6e- 
37 : 233 : 90//Hs. 56750 : A 1 1 4876 1 

F-NT2RP2000205//ESTS//5. 6e-58: 317 : 93//Hs. 49559: AA401 050 
F-NT2RP2000208 

F-NT2RP2000224//Hoao sapiens hLRpt05 aRNA for LDL receptor related 
protein 105. coaplete cds//0. 0071 : 243: 61//Hs. 143641 :AB009462 
F-NT2RP2000232//EST//0. 0087 : 1 87 : 62//Hs .151024: Z39990 
F-NT2RP2000233//Hoao sapiens Notch3 (N0TCH3) aRNA, coaplete cds// 
0. 17:342:S9//Hs.8S46:U97669 

F-NT2RP2000239//Huaan aRNA for KIAA0380 gene, coaplete cds//1.0:22 
7:60//Hs. 47822: AB002378 

F-NT2RP2000248//EST//0. 49:117: 70//Hs. 61016: AA01 97 1 9 
F-NT2RP20002S7//Macrophage stiaulating 1 (hepatocyte growth facto 
r- 1 ike)//0. $1 : 227 : 60//Hs. 30223 : X90846 
F-NT2RP2000258//ESTs//3. 1 e-48: 261 : 94//Hs. 128230: AA972691 
F-NT2RP2000270//ESTS//2. 9e-38: 357 : 75//Hs. 140329: AA7140M 
F-NT2RP2000274//EST s//1 . 1 e- 1 06 : 508 : 98//HS . 47646 : AA307599 
F-NT2RP2000283//EST//1. 0: 1 39:63//Hs. 128256: AA972910 
F-NT2RP2000288 
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F-NT2RP2000289 

F-NT2RP2000297//Huaan repressor transcriptional factor (ZNF85) aRN 
A. coaplete cds//4. 2e-60:744: 70//Hs. 371 38:U35376 
F-NT2RP2O0O298//ESTs//6. 1 e-46: 322: 85//Hs. 1 59490: Al 123467 
F-NT2RP2000310//Huaan proline dehydrogenase/proline oxidase (PROD 
H) aRNA. coaplete cds//4. 3e-13: 140:80//Hs. S8218:U82381 
F-NT2RP2000327//ESTs//4. 3e-1 8 : 1 08 : 98//Hs. 1 262 1 2 : Al 41 7006 
F-NT2RPZ000328//ESTs//6. 3e-88 : 437: 96//Hs. 1 27336: Al 332905 
F-NT2RP2000329//CTP : AMP PHOSPHOTRANSFERASE Ml T0CH0N0R I AL//6. 6e-41 : 
607 : 66//Hs. 101 642:160673 

F-NT2RP2000337//Hoao sapiens neurocan (CSPC3) aRNA, coaplete cds// 
0. 96:126:69//Hs. 1 53706 :AF026547 

F-NT2RP2000346//Hoao sapiens apoptosis associated protein (GADD34) 
aRNA, coaplete cds//1 . 2e-1 30: 627: 97//HS. 76556:U83981 
F-NT2RP2000369//Hoao sapiens aRNA for KIAA0630 protein, partial cd 
s//0. 56 : 464 : S7//Hs. 1 2259 : AB01 4530 
F-NT2RP200041 2//ESTs//1 .0:214: 60//Hs. 91226: AA649047 
F-NT 2 RP200041 4//Hoao sapiens HnRNP F protein aRNA, coaplete cds// 

1 . 6e-67: 375: 93//Hs. 808 : L28010 

F-NT2RP2000420//ESTs, Moderately siailar to zinc finger protein [ 
H. sapi ens]//3. 9e-75:413:92//Hs. 36779:AA626790 
F-NT2RP2 00042 2//Hoao sapiens N-acetylglucosaaine-phosphate autase 
aRNA. coaplete cds//6. 7e-128:609:96//Hs. 5819:AF102265 
F-NT2RP2000438//ESTS//1 . 3e-0S : 50 : 98//HS. 1 56532 : AA91 3381 
F-NT2RP2000448//EST//1. I e-24: 1 36 : 98//Hs. 160402:AI393918 
F-NT2RP2000459//H. sapiens aRNA for iaogen 38//1. 9e-22: 1 58:87//Hs. 1 
54655:268747 

F-NT2RP2000498//EST s// 1 . Oe-17 : 181 : 79//Hs. 1 55243 : N70293 
F-NT2RP2000503//ESTS//4. 5e-41 : 205: 100//Hs. 62751 :AA765702 
F-NT2RP2000S10 
F-NT2RP2000516 

F-NT2RP2000523//ESTs. Highly siailar to APOL I POPROTE I N B MRNA EDI 
TING PROTEIN [Rattus norvegicus]//3. 2e-IS: 167: 75//Hs. 10984: AA80676 
8 

F-NT2RP2000603//Hoao sapiens aRNA for KIAA0572 protein, partial cd 
s//S. 6e-38 : 1 96 : 98//Hs. 1 4409 : A801 1 144 

F-NT2RP20006 1 7//Myos i n, heavy polypeptide 6. cardiac auscle. alpha 
(cardi oayopathy. hypertrophic 1 )//I.O: 242 : 57//Hs. 1 14001 : 220656 
F-NT2RP2000634//Hoao sapiens aRNA for KIAA0614 protein, partial cd 
s//4. 2e-151 :732:97//Hs. 7314: A8014SI4 
F-NT2RP2000644//EST s//0. 03S : 276 : 60//Hs. 43660 : N331 74 
F-NT2RP2000856 

F-NT2RP2000658//ESTs//0. 032 : 281 : 59//Hs. 1 24853 : AA420602 
F-NT2RP2000668 

F-NT2RP2000678//ESTs//2. 9e-16 : 310: 65//Hs. 126867:AI093453 

F-NT2RP2000704//ESTs. Highly siailar to PUTATIVE SER I NE/THREON I N 

E-PROTEIN KINASE C41C4.4 IN CHROMOSOME II PRECURSOR [Caenorhabdi ti 

s elegans]//2. 4e-31 :Z33:78//Hs. 1 14905: AA088442 

F-NT2RP2000710 

F-NT2RP2000715 

F-NT2RP2000731 

F-NT2RP2000758//EST//1 . 0e-14: 199:71//Hs. 162409: AA573242 
F-NT2RP2000764//EST*, leakly siailar to NIFS-LIKE 54.5 KD PROTEIN 
[Saccharoayces cerevisiie]//1. 6e~74:44S:89//Hs. 21421 :AA911739 
F-NT2RP2000809//ESTs//1 . 2e-36 : 235: 89//Hs. 1 54580 : N341 01 
F-NT2RP200081 2//Hoao sapiens pendrin (PDS) aRNA. coaplete cds//0. 2 
2:351: S8//Hs. 1 59275 : AF030880 
F-NT2RP2000814 

F-NT2RP20008 1 6//Hoao sapiens aRNA for KIAA0610 protein, partial cd 

S//1.0: 31 1:61//Hs.1 18087: AB011182 

F-NT2RP2000819 

F-NT2RP2000S41//Huaan aRNA for KIAA0294 gene, coaplete cds//3.4e-2 
8:390: 70//Hs. 20695 : AB002292 

F-NT2RP2000842//Huaan I ysophosphat idic acid receptor hoaolog aRNA, 
coaplete cds//9. 5e-29: 167: 94//Hs. 75794: U808 11 
F-NT2RP2000845//ESTI//1 . Oe-83 : 403: 98//Hs. 1 56828 :AI 336850 
F-NT2RP2000863//ESTS. Highly siailar to HYPOTHETICAL 36.7 KD PR0T 
EIN C2F7.02C IN CHROMOSOME I [Schizosaccharooyces ponbe]//6. 4e-34: 
207 : 92//Hs. 1 35235: Al 081 880 

F-NT2RP2000880//Hoao sapiens aRNA for KIAA0741 protein, coaplete c 
ds//7. 7e- 1 42: 732: 94//Hs. 361 5: AB018284 

F-NT2RP2000892//EST$. leakly siailar to ai togen-act i vated kinase k 
inase kinase 5 (H. sapiens]//0. 50: 189:65//Hs. 46146: AA4 18097 
F-NT2RP2000931//MATRIN 3//1 . 1 e-l 30: 610: 98//Hs. 78825: AB0I8266 
F-NT2RP2000932//Hoao sapiens BAC clone CS166A23 froa 7p2l//5. 5e-6 
6 : 326: 97//Hs. 1 5144: AC0050I4 

F-NT2RP2000938//ESTS//1 . 8e-28 : 296 : 75//Hs . 22822 : H06408 
F-NT?RP2000943//Hoao sapiens aRNA for KIAA0755 protein, coaplete c 
ds//l.9e-l 1 3: 533: 98//Hs. 19822 :AB018298 
F-NT2RP2000965//ESTS//5. 3e-59 : 328 : 94//Hs. 35575 : R96494 
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F-NT2RP2000970 

F-NT2RP20009SS//ESTs. Weakly siailar to HYPOTHETICAL 9S. 8 XD PROTE 
IN IN SIS2-NTDI INTERGENIC RECION [Saccharoayces cerevisiae]//7. 3 
e-76 : 385 : 96//H* . 2 1 875 : AA243700 

F-NT2RP2000987//ESTs//5. 6«-l 1:177: 72//H*. 15776 : T91 944 
F-NT2RP200l036//ESTs//2. Oa-55: 352: 88//H*. 1221 31 :AA789292 
F-NT2RP200I044//EST//0. 069: 267: 60//Hs. I02808:N671 17 
F-NT2RP2D010S6 //Hobo sapiens aRNA, chroaosoae 1 specific transcrip 
t K I AA0488// 1 . Oe- 1 45 : 696 : 97//Hs .67619: A8007 957 
F-NT2RP2001065 

F-NT2RP2Q01070//Huaan aRNA for KIAA03t5 gene, partial cds//1.0:3l 

0:60//Hs. 3989 : AB002313 

F-NT2RPZ001081 

F-NT2RP2001094//ESTs//0. 0071 :262:64//Hs. 1281 15:41356560 
F-NT2RP2001 1 1 9// Sail I inducible cytokine AS <RANTES)//2. 2e-34: 31 1 : 
78//Hs. 1 55464: AF088219 

F-NT2RP2Q01 1 27//Huaan aRNA for KIAA0234 gene, coaplete cds//3. Se-3 
3: 519: 63//Hs. 80358:1152191 

F-NT2RP2001 1 37//ESTs, Highly siailar to RAB GOP DISSOCIATION INHI 
BITOR ALPHA [Bos taurus]//6. 4e-34: 201 : 91//HS. 1 18470:AI 336362 
F-NT2RP2001 1 49//EST//3. 9e-27 : 244 : 78//Hs. 1 62236 : AA55I582 
F-NT2RP2001 1 68//E5Ts//0. 0023: 21 6:62//Hs. 1 34938: Al 091 361 
F-NT2RP2001 1 73//Hoao sapiens aRNA for KIAA0480 protein, coaplete c 
ds//7. 4e-1 14 : 567 : 96//Hs . 26247 : AB007949 

F-NT2RP2001174//H. sapiens ZNF81 gene//0. 2! : 256: 59//HS. 104020: X6801 
1 

F-NT2RP2001196 

F-NT2RP2001218//ESTs//1 . 1 e-65: 337:96//Hs. 11 5710: AA524S98 
F-NT2RP2001 226//Guany late cyclase 1. soluble, alpha 2//0. 030: 395:5 
9//Hs. 2685:250053 

F-NT2RP2001233//Zinc finger protein 136 (clone pHZ-20)//4. 4e-58:65 
6 :70//Hs. 69740:009367 

F-NT2RP200 1 245//EST//0. 018:228: 62//HS. 1 1 6798: AA6338 1 3 

F-NT2RP200 1 268//Hoao sapiens aRNA for KIAA0810 protein, partial cd 

s//8. le-108: S14:97//Hs. 7531 :AB018353 

F-NT2RP2001 277//EST//0. 42: 1 27: 66//HS. 42834: N20277 

F-NT2RP2001 290//Hoao sapiens alpha SNAP aRNA, coaplete cds//1.8e-6 

2:527:76//Hs. 75848:1139412 

F-NT2RP2001295//ESTs//3.4e-29:90:!00//Hs. 123321 :AA8 10287 
F-NT2RP2001312//ESTs//1.0: 121 :61//Hs. 160261 :A1 146387 
F-NT2RP2001 327//Huaan B12 protein aRNA. coaplete cds//1. 9e-30: 359: 
7 1//Hs. 76090:880783 

F-NT2RP2001 328//ESTs//5. 2e-1 03 : 532: 94//Hs. 69476: AA628522 
F-NT2RP2001347//ESTS//4. 3e-28:217:82//Hs. 31775:H41883 
F-NT2RP2001 366//ESTs, Weakly siailar to ZK10S8.5 (C. e lagans]//!. 8 
e-72:418:91//Ms. 107039:»27244 
F-NT2RP2001378 

F-NT2RP200138l//ESTs//0. 59: 23S:62//Hs. 1 18569: Al 377558 
F-NT2RP2001392//Hoao sapiens chroaosoae 5, BAC clone 2Q3o13 (LBNL 
H1S5). coaplete seouence//0. 28: 225: 62//Hs. 159402 :AC005609 
F-NT2RP200 1 394//ESTs//8. 3e*22 : 1 33 : 78//Hs. 1 09655 : A 1 1 89767 
F-NT2RP200 1 397//ESTs//0. 090:265: 6O//H1 . 1 52775 : AA633088 
F-NT2RP2001420 

F-NT2RP200l423//ESTs. Weakly siailar to hypothetical protein [H. sa 
p i ens]//0. 030 : 443 : 59//Hs. 1 40506 : AA30801 8 
F-NT2RP2001427//EST//1 . 9e-19: 174:79//Hs. 1 32635: AI032875 
F-NT2RP2001436//EST//0. 16 : 132: 66//H1. 128265 :AA972966 
F-NT2RP200I440//Tyrosine 3-aonooxygenase/ tryptophan 5-aonooxygenas 
e activation protein, eta polypeptide//9. 8e-56:603: 72//H*. 7SS44:Z8 
2248 

F-NT2RP2001 445//ESTs//2. 2e-26 : 1 93 : 86//HS. 128610: AA5042 1 8 

F-NT2RP2001449 

F-NT2RP2001 450 

F-NT2RP2001467 

F-NT2RP2001506 

F-NT2RP2001 51 !//ESTs, Veakly siailar to F48F7. 1 [C.elegans]//3.2e- 
83 : 409 : 98//Hs. 156 161: Al 333779 

F-NT2RP2001S20//Hoao sapiens aRNA for aitochondr ial carrier protei 

n ARALAR1//6. 4e-1 38 : 657 : 97//Hs. 4277 : Y14494 

F-NT2RP200 1 52 6//EST// 1.0:180:61 //Hs . 1 36 3 1 1 : AA437 1 34 

F-NT2RP2001 536//Hoao sapiens X-ray repair cross-coapl eaent ing prot 

etn 3 (XRCC3) aRNA. coaplete cds//5. 2e-105: 384:94//Hs. 99742:AF0355 

86 

F-NT2RP200I560 

F-NT2RP2001S69//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t K I AA0488//1 . 4e-124 : 590 : 96//Hs. 67619: AB0O7957 
F-NT2RP2001576//Ery throcy te neabrane protein band 4.9 (deaatin)// 
0. 046 : 52 1 : 60//HS. 75936 : U28389 

F-NT2RP2001 581//EST//1 . 0: 28: 96//Hs. 148002 : Al 264876 
F-NT2RP2001597//Casein kinase 2, alpha priae polypept ide//0. 069: 16 
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5: 65//HS. 82201 M55268 

F-NT2RP2001 601 //Hobo sapiens aRNA for KIAA0797 protein, partial cd 

s//2. 3e- 1 38 : 647 : 98//Hs .27197: AB01 8340 

F-NT2RP2001613 

F-NT2RP2001628//ESTs//4. 9e-45:238: 96//Hs. 1 3S222:AI 082229 
F-NT2 RP200 1 634//Hoao sapiens al pha-caten in related protein (ACRP) 
aRNA, coaplete cds//4. 9e-l 24: 604: 96//Hs. 58488:1197067 
F-NT2RP20Q1660//Hoao sapiens putative 13 S Golgi transport coaples 
90kD subunit brain-specific isofora aRNA, coaplete cds//1. 3e-14S: 
687:97//Hs. 1 59558: AF058718 

F-NT2RP2001 663//Enolase 1, (alpha)//4. 2e-38: 372:74//Hs. 675:1114328 
F-NT2RP2001 675//X-L1NKED HEL I CASE 1 1//0. 040: 454: 5B//HS. 96264:U7293 
6 

F-NT2RP200I 677//Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s//0. 028 : 285 : 63//HS. 6 1 62 : AB01 83 1 4 

F-NT2RP2001678//Hoao sapiens seaaphorin F hoaolog aRNA, coaplete c 
ds//l. 7e-34:328: 76//Hs. 27621 :U52840 
F-NT2RP2001 699//EST//0. 029 : 94 : 68//Hs . 125936 : AA88909I 
F-NT2RP2001720//ESTs, Highly siailar to Rap2 interacting protein 8 
[M. auscul us]//1 . 0: 173:62//Hs. 107361 :AM 97870 
F-NT2RP2001 721 

F-NT2RP2001 740//Hoao sapiens Rigui (R I GUI ) aRNA, coaplete cds//0. 5 
8:403 : 57//H*. 81 14: AF022991 

F-NT2RP2001748//Farnesy I diphosphate synthase (farnesyl pyrophosph 
ate synthetase, diaethy ial lyl transtransferase, geranyl transtransfe 
rase)//!. 2e-19: 151 :86//Hs. 77393:014697 

F-NT2RP2QQ1 762//Hoao sapiens eionuclease la (EXOIa) aRNA. coaplete 
cds//5. 2e-34: 1 91 : 96//Hs. 47S04: AF091 754 
F-NT2RP2001 81 3//EST//0. 46:183: 57//Hs . 1 44096 : A 1 0321 80 
F-NT2RP200I839//EST//2. 5e-1 2 : 86 : 94//Hs. 1 33226 : A 1 0522S0 
F-NT2RP2001 861 //Hoao sapiens aRNA for parapi egin//0. 068 : 146: 71 //H 
s. 78497:716610 

F-NT2RP2001869//Hoao sapiens ZNF202 alpha (ZNF202) aRNA. coaplete 
cds//0. 001 3 : 1 74 : 62//Hs. 9443 : AF02721 9 

F-NT2RP2001876//AI lograf t inflaaaatory factor 1//2. 2e-08: 162:67//H 

s. 76364:714768 

F-NT2RP2001883 

F-NT2RP2001898//75 KD INOSITOL-1.4. 5-TRISPHOSPKATE 5-PHOSPHATASE P 

RECURS0R//3. 0e-1 !3:633:90//Hs. 1421 89:11741 61 

F-NT2RP200 1 900//EST// 1 . 9e- 1 4 : 1 32 : 84//Hs . 1 30049 : AA9026S0 

F-NT2RP2001907//ESTs, Weakly siailar to ankyrin 3. long fora [H. sa 

p i ens]//0. 37 : 263 : 62//Hs . 1 06377 : H29757 

F-NT2RP2001 926//ESTs//1 . 1 e-87 : 430: 97//Hs. 1 33487 :A 1 393754 

F-NT2RP2001936 

F-NT2RP2001943 

F-NT2RP200 1 946//ESTs//l .0:110: 69//Hs. 7941 : AA894797 
F-NT2RP2001 947 

F-NT2RP2001 969//ESTs//3. 3e-93:433:93//Hs. 9622:844489 
F-NT2RP2001 976//Hoao sapiens K1AA0432 aRNA, coaplete cds//0. 20:23 
8:63//Hs. 1 55174: AB007B92 

F-NT2RP2001 98S//Hoao sapiens aRNA for KIAA0545 protein, partial cd 

s//7. 4e-05:235:62//Hs. 1 29943: AB01 1117 

F-NT2RP200 1 99 1 //EST//0. 0027 : 1 63 : 68//Hs . 1 62458 : AA579 1 96 

F-NT2RP2002025//Hoao sapiens aRNA for KIAA0756 protein, partial cd 

s//3. 2e-62 : 31 4: 97//Hs. 1 16604: ABO 1 8299 

F-NT2RP2002032 

F-NT2RP2002033//EST//1 . 2e-1 6 : 224 : 74//HS. 1 50409 : Al 003543 
F-NT2RP200204 1 //EST//0. 022 : 1 39 : 69//Hs. 127219: AA9393 36 
F-NT2RP2002046//ESTS//1 . le-35: 21 8: 92//HS. 1 30678 : RSI 509 
F-NT2RP2002047//ESTS//0. 43: 131 :64//Hs.1 53939 :AI 2841 98 
F-NT2RP2002058//Hoao sapiens aRNA for KIAA0741 protein, coaplete c 
ds//0. 96:137: 71//Hs. 361 5: ABO 1 8284 

F-NT2RP2002066//Hoao sapiens transaeabrane receptor UNCSC (UNC5C) 
aRNA. coaplete cds//3. 1 e-36: 509: 66//HS. 44553 :AF055634 
F-NT2RP2002070//ESTS//0. 00027 : 1 07 : 72//Hs. 4852 : R84241 
F-NT2RP2002076//Hoao sapient clone 24804 aRNA sequence//3. 4e-1 29: 6 
43 :96//Hs. 11039: AFOS2I83 

F-NT2RP2002078//EST//1 .0:83: 65//Hs. 1 1 5996 : AA60901 4 
F-NT2RP2002079//ESTS//6. 2e-06 : 326: 60//HS. 1 34202 : AI31 31 56 
F-NT2RP2002099//Hoao sapiens aRNA for E1B-55k0a-assoc i ated protein 
//3. 2e-1 12 >533: 97//HS. 1 552 1 8: AJ007509 

F-NT2RP2002 1 05//Hoao sapiens serine threonine kinase 11 (STK11) aR 
NA, coaplete cds//6. 1e-07: 408: 60//Hs. 122755 :AF032986 
F-NT2RP2002124//ESTS//1. 3e-90: 459: 96//HS. 142053 :AA224286 
F-NT2RP2002137//ATPase, Ca++ transport ing, plasaa aeabrane 4//0. 00 
32:319: 59//Hs. 995: MB 336 3 

F-NT2RP2002154//Hoao sapiens aRNA for C17orf1 protein//! . 0: 149:65/ 
/Hi. 10027 7: AJ0081 1 2 

F-NT2RP2002 1 72//EST//4. 4e-1 4: 276 : 67//Hs. 1 48392 : Al 0853 1 4 
F-NT2RP2002 1 85//ESTs, Weakly siailar to ubiquitin SG < 1 ) [O.aelanog 
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sster)//6. Be-61 : 354: 91 //H*. I09966:C060S7 

F-NT2RP20021 92//Huaan 75-kD autoantigen (PM-Scl) aRNA, coaplete cd 
s//3. 7e-37: 194 97//H*. 91728:1158460 

F-NT2RP2002193//Hoao sapiens protein inhibitor of activated STAT p 
rotein PIASi-alpha aRNA, complete cds//6. 8e-IS: 228:67//Hs. 1 1 1323 : A 
F0779S4 
F-NT2RP2002208 

F-NT2RP20022l9//ESTs//0. 0059: 247 :61//Hs. 36495: AA1 51628 
F-NT2RP2002231//ESTs//0. 29: 167:63//Hs. 1 1 201 3: Al 39431 8 
F-NT2RP200223S//H. sapiens aRNA for PHAPI2b pro tein//0. 86:67: 82//H 
s. 84264 .U70439 

F-NT2RP2002252//Hoao sapiens aRNA for KIAA0527 protein, partial cd 
s//0. 79:264: S9//Hs . 1 29748 : AB0 1 1 099 

F-NT2RP20022S6//Hoao sapiens retinoic acid hydroxylase aRNA, coapl 
ete cds//2. le-SI :315:89//Hs. 1 50595: AF00541 8 

F-NT2RP2002259//Huaan l -aye protein gene, coaplete eds//1 . 2e-26: 34 
3:7l//Hs. 921 37: Ml 9720 

F-NT2RP2002270//ESTS. Veakly siailar to AF-9 PROTEIN (H. sapiens]// 
1. 3e-31 : 206: 88//Hs. 4029: Z78373 

F-NT2RP20022 92//ESTs//1 . 3e-07 : 1 S3 : 67//Hs. 13533: H23079 
F-NT2RP2Q02312//Hoao sapiens COP-diacylglycerol synthase 2 (C0S2) 
aRNA. partial cds//5. 0e-9S: 467: 96//Hs. 2481 2: AF069S32 
F-NT2RP2002316//ESTs//0. 95: 194:63//Hs. 1 57214: AA805445 
F-NT2RP200232S//Hoao sapiens peroxtsoaal biogenesis factor (PEX1I 
a) aRNA, coaplete cds//1 . 3e-1 24:640:9S//Hs. 31034: AB01S594 
F-NT2RP2002333//Protein- tyrosine kinase tyk2 (non-receptor) //I. 0: 2 
57 :60//Hs. 75516:154637 
F-NT2RP2002373 

F-NT2RP200238S//Hoao sapiens synaptic glycoprotein SC2 spliced var 
• ant aRNA, coaplete cds//3. 1e- 139: 673: 97//Hs. 109051 AF0389S8 
F-NT2RP2002394//Huaan clone 23695 aRNA seouence//0. 16:4S6:S9//Hs. 9 
0798:1179289 

F-NT2RP2002408//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//0. 00069: 265: 65/ 
/Hs. 74095: 120433 

F-NT2RP2002426//EST//4. 3e-33: 271 :79//Ms. 145743 :AI 269098 
F-NT2RP2002439//EST s//0. 0041 : 129: 68//Hs. 146064: AA7 1 4326 
F-NT2RP2002442//EST s , Veakly siailar to siailar to aolybdoterin bi 
osynthesis NGEB proteins (C. elegans]//5. 6e-26: 169:89//Hs. 2S198:AA9 
04265 

F-NT2RP2002457//ESTs//0. 00031 : 121 :71//Hs. 1 34860:AI091436 
F-NT2RP2002464//Huaan aRNA for KIAA00B6 gene, coaplete cds//0.001 
3 : 207 :63//Hs. 1560:042045 

F-NT2RP2002475//ESTs//1 .0:85: 75//Hs. 1 55371 : All 39929 
F-NT2RP2002479//Hoao sapiens aRNA for ABC transporter 7 protein, c 
oaplete cds//7. 6e-125:607:96//Hs. 1 25856 ABOO 5289 
F-NT2RP2002498 

F-NT2RP2002503//Huaan zinc finger protein (FDZF2) aRNA, coaplete c 
ds//2. 2e-89: 314: 87//Hs. 102681 .U95044 

F-NT2RP2002S04//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 
ds//3. 8e- 159:761: 97//Hs. 232S5 : AB01 8334 

F-NT2RP2002S20//RA86. aeaber RAS oncogene faai I y//0. 99: 216: 59//Hs. 

107563:828212 

F-NT2RP2002S37 

F-NT2RP2002546//EST//0. 81 : 161 : 65//Hs. I20562:AA741096 
F-NT2RPZ002549//ESTS//0. 76:228:61 //Hs . 1 463 1 3 : AAS94979 
F-NT2RP2002591//Hoao sapiens aRNA for KIAA0798 protein, coaplete c 
ds//2. 9e-33: 285 : 78//HS. 1 S9277 : AB01 8341 

F-NT2RP2002595//Adeny late cyclase 8 (brain)//0. 39: 377 : 59//Hs. 2522: 
235309 

F-NT2RP2002(06//Huaan Line-1 repeat aRNA vith 2 open reading fraae 
s//6. 4e-24: 144: 95//Hs. 23094: Ml 9503 

F-NT2RP2002609//Huaan guanine nucleotide regulatory protein ( t i aal ) 
aRNA, coaplete cds//1.0:120:68//Hs. 334:U02082 

F-NT2RP2002618//H. sapiens aRNA for arginine aethyltransferase, spl 
ice variant. 1262 bp//4. 3e-28: 460: 63//Hs. 20521 :Y1 0805 
F-NT2RP2002621 

F-NT2RP2002643//Huaan p300/CBP-assoc i a ted factor (P/CAF) aRNA, coa 
Plate cds//0. 0022 : 21 0:64//Hs. 155302:U57317 
F-NT2RP2002672//ESTs//7. 4e-30: 226: 84//Hs. 94694: V52493 
F-NT2RP200270l//ESTs. Highly siailar to HYPOTHETICAL 68.7 KD PR0T 
EIN ZK757. 1 IN CHROMOSOME III [Caenorhabdi tis el egans]//8. 3e-S6: 27 
8: 97//Hs. 109857: AA088385 

F-NT 2 RP 200 2 706//CEREBE LL I N 1 PRECURS0R//0. 00042 : 367 :61//Hs. 662:858 
583 

F-NT2RP200271 0//Hoao sapiens aRNA for KIAA0672 protein, coaplete c 

ds//8. 0e-42 631 : 6S//Hs. 6336: AB014572 

F-NT2RP2002727 

F-NT2RP2002736//EST s//3. 2e-67 : 336 : 97//Hs. 86583 : AA761 2 1 7 
F-NT2RP2002740//EST//1 . 0e-70: 352 : 97//HJ. 1451 68: AM 50297 
F-NT2RP2002741//Huaan aRNA for Neuroblastoai. coaplete cds//2. 4e-3 



0: 628: 62//Hs. 87435:089016 

F-NT2RP2002750//Huaan aRNA for KIAA0331 gene, coaplete cds//2. 1e-2 
9: 285: 75//Hs. 146395 :AB002329 

F-NT2RP20027S2//EST//2. 2e-06 : 1 26 : 74//HS. 1 5991 3 : AA862709 
F-NT2RP20027$3//ESTs//4. 3e-14: 137: 81//Hs. I33478:T79705 
F-NT2RP2002769//Huaan plectin (PLEC1) aRNA. coaplete cds//0. 017: SO 
7: 57//Hs. 79706:1153204 

F-NT2RP2002778//EST//1 . 6e-57; 31 9: 93//Hs. 1 4751 9 : Al 21 6407 
F-NT2RP2002800 

F-NT2RP200283 9//ESTs//0. 075:177: 62//HS . 1 3 2445 : AA921 763 
F-NTZRP2002B57//ESTs//0. 99:88: 69//Hs .132104 : Al 382 142 
F-NT2RP2002862 
F-NT2RP2002880 

F-NT2RP2002 891 //Hobo sapiens aRNA for KIAA0673 protein, partial cd 
s//l. 0: 237 :62//Hs. 1 06487 :AB0l 4573 
F-NT2RP2002925//ESTs//1.6e-33:318:77//Hs. 16808:122606 
F-NT2RP2002928//Hoao sapiens pre-aRNA splicing factor (PRP17) aRN 
A, coaplote cds//3. 9e-l36:623:99//Hs. 1 16674:AF038392 
F-NT2RP2002929//Hoao sapiens ataxin-7 (SCA7) aRNA, coaplete cds// 
0. 24: tS8:6S//Hs. 1 08447: AJ00051 7 
F-NT2RP2002939 
F-NT2RP2002954 

F-NT2RP20029S9//Huaan E2 ubiqoitin conjugating enzyae UbcHSB (UBCH 
SB) aRNA. coaplete cds//6.4e-21 : 135: 91//Hs. 108332:039317 
F-NT2RP2002979 
F-NT2RP2002980 

F-NT2RP2002986/ /Hobo sapiens actin binding protein MAYVEN aRNA. co 
aplete cds//7. 8e-11 : 272:6I//Hs. 1 22967 :AF059569 
F-NT2RP2002987//E$Ts//8. 2e-20: 99: 82//Hs. 1 38965 :AI 004740 
F-NT2RP2002993 

F-NT2RP2003000//Saa 1 1 inducible cytokine AS (RANTES)//2. 1e-46: 353: 
81//Hs. 155464: AF0882 19 

F-NT2RP2003034//EST s//1 . 6e-08 : 263 : 66//H s. 164048 : AA81 1 741 
F-NT2RP2003073//Huaan clone 230971 defective aariner transposon Hs 
aar2 aRNA sequence//4. 6e-43:38l :78//Hs. 1 591 76 : U9201 9 
F-NT2RP2003099//TR ICHOHYAL IN//0. 98:183: 62//Hs. 82276 : L091 90 
F-NT2RP2003108//H. sapiens nek2 aRNA for protein k inase//0. 025: 185: 
67//HS. 1 53704 :U1 1050 

F-NT2RP20031 1 7//ESTs//7. 6e-30: 21 9: 88//Hs. 1 53408: AA41 6633 
F-NT2RP20031 21//ESTs//l. 9e-1 3:158: 73//Hs. 129998: AI29I379 
F-NT2RP20031 25//Serua response factor (c-fos serua response eleaen 
t-binding transcription factor)//4. Se-06 : 556 :57//Hs. 155321 J03161 
F-NT2RP20031 29//ESTs//0. 095:218: 63//HS. 70836:AA121544 
F-NT2RP20031 37 

F-NT2RP2003157//Hoao sapiens aRNA for KIAA0620 protein, partial cd 
s//0. 40:227:61//Hs. 10S958:AB014520 

F-NT2RP20031S8//Hoao sapiens aRNA for proteasoae subunit p58, coap 

I ete cds//5.7e-1 13:581 :93//Hs. 9736:067025 

F-NT2RP2003 1 61 //ESTs//0. 0095 : 1 20 : 65//Hs. 1 63532 : A 14241 70 

F-NT2RP2003164//EST//0. 11:179 :63//Hs. 163299: AA853944 

F-NT2RP20031 6S//Huaan aRNA for KIAA0355 gene, coaplete cds//1.0e-3 

9:342:79//Hs. 153014: AB002353 

F-NT2RP20031 77//ESTs//3. 6e-80:414:96//Hs. 4767 :N91 1 23 
F-NT2RP2003 1 94//ESTs//5. 4e-20 : 11 9 : 9S//Hs. 1 49531 : A 1 393223 
F-NT2RP2003206//EST//0. 095 : 1 82 : 60//H s . 88461 : AA278594 
F-NT2RP2003228//CDC21 H0M0L0G//9. 3e-l 38: 726: 93//Hs. I54443:X74794 
F-NT2RP2003230//ESTs//3. 0e-1 0:239: 62//Hs. 163720: AA526947 
F-NT2RP2003237//Huaan 53K isofora of Type II phosphat idy I i nos i tol - 
4-phosphate 5-kinsse (PIPK) aRNA. coaplete cds//1. 3e-62: 543:77//H 
s. 108966:U48696 

F-NT2RP2003243//Hoao sapi ens prol ine and glutiaic acid rich nuclea 
r protein isofora aRNA, partial cds//0. 52: 200: 62//Hs. 102732:1188153 
F-NT2RP2003265 

F-NT2RP20O3272//ESTs. Veakly siailar to ubiquitin S6(1) [D.aelanog 
aster] //5. 8e-S7 : 31 3 : 93//H s . 109966 : C06057 

F-NT2RP2Q03277//Hoao sapiens aRNA for KIAA062S protein, partial cd 

s//4.9e-147:714:96//Hs. 1 54919: AB014S2S 

F-NT2RP2003280 

F-NT2RP2003286//Hoao sapiens aRNA for KIAA0587 protein, coaplete c 
ds//0. 0097: 243 :65//Hs. 21862:AB01 1159 
F-NT2RP2003293//EST s//5. Se-28 : 4 1 8 : 70//H*. 1 46227 : A 1 269334 
F-NT2RP200329S//Hoao sapiens RNP aRNA for RPB5 aeidating protein, 
coap I e t o cds//2. 0e-86 : 41 6 : 97//Hs. 7943 : AB006S72 
F-NT2RP2003297//EST//0. 99:240: 60//H* . 1 33228 : A 1 0523 1 2 
F-NT2RP2003307//EST s//5. 6e- 1 5 : 1 37 : 8 1 //Hs. 90020 : AA442752 
F-NT2RP2003308 

F-NT2RP2003329//ESTs. Highly siailar to HYPOTHETICAL 54. 9 KD PR0T 
EIN C02F5.7 IN CHROMOSONE III [Caenorhabdi tis el egans]//l . 8e-102: 5 
32:95//Hs. 6092:T75227 

F-NT2RP20033 39//ESTs//0. 13:166: 63//Hs. 1 49649 : A 1 346765 
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F-NT2RP2003347//ESTs//0. 96:165: 59//H* . 1 25003 : H85963 

F-NT2RP2003367//Huaan HsLIMl 5 aRNA for HsLialS. complete eds//0. 9 

9: 243:60//H*. 37181:064108 

F-NT2RP200339I 

F-WT2RP2003393 

F-MT2RP2003394//Hooo sapiens Ran-GTP binding protein aRNA, partial 
eds//0. 86:416: S7//Hs. 4976 : AF039023 
F-NT2RP2003401 

F-NT2RP2003433//EST*. Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC61 ALPHA SUBUNIT [Canis faai liari*]//3. 7e-33: 303:77//H$. 14038: 
R06800 

F-NT2RP200344S//EST//1. 7e-06: 154:6S//Hs. 142843: R36893 
F-NT2RP2003446//Pros taglandin recaptor, epl iubtype//0. 81 : 273: 61// 
H*. 159360:122647 

F-NT2RP2003456//EST//0. 17:95: 65//Hs. 1 471 90: AM 93320 
F-NT2RP2003466//Hoao sapiens chroaosoae 11, BAC C1T-HSP-31 Ie8 (BC2 
69730) containing the ItFENl gene//4. 3e-S3: 339: 78//Hs. 1 32874: ACQ047 
70 

F-NT2RP2003480//Ca Ipai n, sail I polypeptide//!. 1e-06: 154: 66//Hs. 744 
51X04106 

F-NT2RP2003499//Hom sapiens del ta-catenin aRNA, coaplete cds//3. 1 

e-10: 481 :60//Hs. 80220: U961 36 

F-NT2RP2003506 

F-NT2RP2003511//Spectrin, beta, non-erythrocytic 1//0. 76: 189 : 62//H 
a. 107164:896803 

F-NT2RP2003513//Hunan aRNA for KIAA0270 gene, partial cds//8.3e-7 
8:403: 94//H*. 78482 : T 1 6270 

F-NT2RP2003517//Platelet-deri ved growth factor beta polypeptide (s 
iaian sarcoaa viral (v-$is) oncogene hoao!og)//1 . 3e-24: 151 : 95//H*. 
1976:1112783 

F-NT2RP2003522//Z i nc finger protein 148 (pHZ-S2)//1 . 1e-l7:512:60// 
H*. 1 1 2180: AF0390I9 

F-NT2RP2003533//EST«//1 . 8e-76 : 373 : 98//Hs . 1 40402 : A 1 1 38765 
F-NT2RP2003543//ESTs//9. 3e-65 : 363 : 92//H*. 70643 : AA03001 0 
F-NT2RP2003559//ESTs//0. 00037 : 93 : 77//Hs. 1 57564 : A I 356513 
F-NT2RP2003564//Sjogren syndroae antigen Al (52kO, ribonucl eoprote 
in autoantigen SS-A/Ro)//2. 9e-28: 664: 63//Hs. 1042:1162800 
F-NT2RP2003567//Hoao sapiens «RNA for KIAA0462 protein, partial cd 
s//1.3e-H4:541 :98//Hs. 1 29937 :AB0079 31 
F-NT2RP2003S8I//EST//I . 0: 59: 76//H*. 1 58575 : Al 368947 
F-NT2RP2003596//ESTs. Veakly siailir to No definition lino found 
[C. e I egans]//1 . 3e-63 : 224 : 95//H s. 34627 : AA1 26463 
F-NT2RP2003604//Hoao sapiens alpha-catenin related protein (ACRP) 
aRNA, coaplete cds//1. 7e-124:58S:98//Hs. 58488:U97067 
F-NT2RP2003629//ESTs//2. 0e-103 :53S:95//Hs. 1 05633 : AA4791 66 
F-NT2RP2003643//K* 1 laann syndroae 1 sequence//0. 85: 2I6:6!//Hs. 8959 
1:1197252 

F-NT2RP2003668//Ho«o sapiens haeaopoietic progenitor hoaeoboi HPX4 
2B (HPX42B) aRNA, coaplete cds//9. 4e-47: 371 :80//Hs. 125231 :AF068006 
F-NT2RP2003687//EST//2. 9e-14: 1 34: 80//Hs. 1 32635 : Al 032875 
F-NT2RP200369l//ESTs//8. 2e-47: 296 : 83//Hs. 1 38852 : AA284247 
F-NT2RP2003702//DNA POLYMERASE EPSILON, CATALYTIC SUBUNIT A//0.85: 
190: 61 //Hs. 18366: L09561 

F-NT2RP20037D4//ESTs, Veakly siailir to putative p)50 [H. sapiens]/ 
/5. 1 e-44: 269: 91//HS. 1 39757 :N95271 

F-NT2RP2003706//Hoao sapiens aRNA for KIAA0525 protein, partial cd 

s//8. 3e- 1 1 0 : 5 1 8 : 98//Hs . 78494 : ABO 11 097 

F-NT2RP20037I3 

F-NT2RP200371 4//Hoao sapiens heaatopoietic cell derived zinc finge 

r protein aRNA. coaplete cds//2. 7e-S6: 252: 83//Hs. 86371 :AF0S41 80 

F-NT2RP2003727//EST//0. 52: 277: 59//Hs. 69507 :AA1 11879 

F-NT2RP2003737//Huaan E2 ubiquitin conjugating enzyae UbcHSC (UBCH 

50 aRNA. coaplete cds//4. Oe-55: 584: 71//HS. 1 1 87 97 : U393 1 8 

F-NT2RP2003751 

F-NT2RP2003760 

F-NT2RP2003764 

F-NT2RP2003769 

F-NT2RP2003770//RETINOBLASTOMA BINDING PROTEIN 3//0. 58:247 :59//Hs. 

96055 :U47677 

F-NT2RP2003777 

F-NT2RP20O3781//ESTs. leakly siailar to C47D12.3 [C. el egans]//3. 7 
e-63: 3S6:92//Hs. 1 61 31 : AA568689 

F-NT2RP2003793//ESTS//4. 8e-68: 392: 92//HS. 93949: AA7829S5 
F-NT2RP2003825//EST s//7. 6e-79:232:98//Hs. 14347: AA287742 
F-NT2RP2003840//DNAJ PROTEIN HOMOLOG HSJI//0. 95 : 300: 59//Hs. 77768 :X 
63368 

F-NT2RP2003857//EST//1 .0:112: 62//Hs. 1 392t 6 : AA244425 
F-NT2RP2003859 

F-NT2RP20Q3871//ESTs// 2. 5e-44:222: 99//H*. 146295 :AA935780 
F-NT2RP20O3885 
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F-NT2RP20039I2//EST*. Meakty siailar to G2-SPECIFIC PROTEIN KINASE 
NINA [Eaericella nidulans]//2. 2e-l 13:632:92//Hs. 50072:AI 378221 
F-NT2RP20039S2//EST s. Moderately siailar to 60S R I BOSOMAL PROTEIN 
L32 [H. sapiens]//!. 0: 146:67//Hs. IS6920:AA489296 
F-NT2RP2003968//Hoao sapiens hUBP aRNA for ubiquitin specific prot 
ease, coaplete cds//6. 8e-30: 16S: 96//Hs. 35086: ABO 1 4458 
F-NT2RP2003976//Hoao sapiens aRNA for KIAA0447 protein, complete c 
ds//7. 9e-1 16:610: 94//Hs. 7302 : AB00791 6 

F-NT2RP200398 l//Hoao sapiens aRNA for KIAA0804 protein, partial cd 

s//3. 2e-16l : 783: 9S//Hs. 7316 :A8018347 

F-NT2RP2003984 

F-NT2RP2O03986//ESTS//1 . 3e-39: 296 : 83//HS. 1 52482: Al 050036 
F-NT2RP2003988//Th i opur tne S-ae thy 1 1 rans f erase//7. 1 e-44: 532 : 70//H 
s. 5f 1 24: AF019369 

F-NT2RP2Q0401 3//ESTs, Highly siailar to TRANSCRIPTION FACTOR BTF3 
[Homo sap i erts]//7. 0e-!04: 556:93//Hs. 111081 : A 1 380378 
F-NT2RP2004014 

F-NT2RP2004041//Hoao sapiens chroaosoae 19, cosaid F17I 27//6. Oe-1 

I : 120:80//Hs. 1011 6: AC004780 

F-NT2RP2004042 

F-NT2 RP 200406 6//Homo sapiens zinc finger protein (ZnF20) aRNA, coa 
Plate cds//0. 80:292:6I//Hs. 1147 :AF01 1573 
F-NT2RP2004081//ESTs//5.7e-87:427:96//Hs. 102296:AI21 7942 
F-NT2RP2004098/ /Hoao sapiens leucine-rich repeat protein SHOC-2 (S 
H0C-2) aRNA. coaplete cds//0. 15: 199: 60//Hs. 104315: AF0S4828 
F-NT2RP20041 24//Hoao sapiens aRNA for ephr in-A2//0. 98: 233 : 59//Hs. 1 
58306: AJ007292 
F-NT2RP2004142 

F-NT2RP20041 52//ESTs//5. 7e-3S: 187: 96//Hs. 98977: AA625872 
F-NT2RP2004165//Hoao sapiens serine kinase SRPK2 aRNA. coaplete cd 
s//0. 69 : 1 76 : 63/ZHs. 78353 :U88666 

F-NT 2RP2004 1 70//EST s//3. 9e-05 : 380 : 6 1 //Hs . 143748 : A 1 41 996 6 
F-NT2RP20041 72//ESTs//5. 8e-l 8: 104 : 99//Hs. 1 57031 :AI 343501 
F-NT2RP2004187//ESTs, Moderately siailar to zinc finger protein [ 

H. sapiens]//!. 7e-16: 276:67//Hs. 36779.AA626790 

F-NT2RP2004I94//Huaan p300/C8P-assoc i *ted factor (P/CAF) aRNA, coa 
Plate cds//1 . 0: 124:69//Hs. 1 55302 : U5731 7 
F-NT2RP20041 96 

F-NT2RP2004207//ESTs//3. 8e-1 1 :92:88//Hs. 22678 :AA604756 
F-NT2RP2004226//ESTs. Veakly siailar to teg292 protein [M. ausculu 
s]//l. 8e-80: 386 : 98//Hs. 68791 : AA527270 

F-NT2RP2004232//Protein kinase C, au//3. 9e-36 :448: S7//Hs. 2891 : X757 
56 

F-NT2RP2004239//ESTS//0. 12:196: 6 l//Hs. 1 27209 : AA976680 
F-NT2RP2004240//EST//1 .0:134: 63//Hs. 1 04466 : AA282536 
F-NT2RP2004242//HOOO sapiens Nck-2 (NCK2) aRNA. coaplete cds//0. 2 
7: 313:59//Hs. 1 29725: AF047487 

F-NT2RP2004245//ESTs. leakly siailar to No def ini t ion line found 
[C. el egans]//B. 2e-Sl :474:74//Hs. 1 08990 : N25951 

F-NT2RP2004270//MUELLERIAN INHIBITING FACTOR PRECURSOR//! . 6e-06: 49 
0:60//Hs. 1 12432: AC005263 

F-NT2RP20O430O//1-PHOSPHATIDYLINOSI TOL-4, 5-BISPHOSPHATE PH0SPH0DIE 
STERASE BETA 3//0. 35: 157: 67//Hs. 37121 :Z37544 

F-NT 2 RP20043 1 6//Hoao sapiens EXT-like protein 2 (EXTL2) aRNA. coap 
lete cds//1. 5e-151 :735:97//Hs. 611 52 :AF000416 
F-NT2RP2004321 //ESTs//2. 6e-64 : 385 : 88//Hs. 133128: V27735 
F-NT2RP2004339//ESTs//3. 3e-46 : 338 : 83//H s. 1 45091 : AA81 45 1 0 
F-NT2RP2004347//ESTs//l. 0: 184: 61//HS. 1 34469: AA731 632 
F-NT2RP2004364//ESTs//2. 9e-70 : 366 : 95//Hs. 1 4928 : AA256202 
F-NT2RP200436S 

F-NT2RP2004366//Hoao sapiens aRNA for DFFRY protein, abundant tran 

scr ipt//0. 60: 295: 57//Hs. 391 63: AF000986 

F-NT2RP2004373 

F-NT2RP2004389//ESTS, Highly siailar to HYPOTHETICAL 70.7 KD PROT 
EIN F09C8. 3 IN CHROMOSOME III [Caenorhabdi t is elegans]//3. 3e-97:47 
7 : 98//Hs. 30490: AAI 4691 6 

F-NT2RP2004392//ESTs//2. 6e-61 : 305 : 98//HS. 431 00 : AAI 86588 
F-NT2RP2004396//Hoao sapiens BAC clone RGI35C18 froa 7q21//l. 4e-17 
4:B75:95//Hs. 152759: AC005I64 

F-NT2RP2004399//EST*. Veakly siailar toK0IH12.1 [C. elegans]//!. 2 * 

e-92:519:91//Hs. 1 3275: Al 341 468 

F-NT2RP2004400//EST//0. 0 1 8 : 1 50 : 65//Hs . 1 58739 : A 1 375367 
F-NT2RP200441 2 

F-NT2RP2004425//EST//0. 049: 145:64//Hs. 1S0759: R36944 
F-NT2RP2004463//ESTs//l . 5e-40 : 207 : 9B//Hs. 98057 : Cl 5687 
F-NT2RP2004476//Hoao sapiens TVIK-related acid-sensitive K+ channe 
I (TASK) aRNA. coaplete cds//0. 45: 208 :61//Hs. 24040 :AF006823 
F-NT2RP2004490 

F-NT2RP2004512//ESTs//0. 0012: 330:6t//Hs. 70258: Al 091 203 
F-NT2RP2004523//Huaan high-affinity copper uptake protein (hCTRI) 



114 0 



tBH# 2002-3046778 




#2000—118776 



[iS 5 7 2] 

nRNA, coop I e te - cds// 1 . 3e-29: 270 : 79//Hs. 73614 : U83460 

F-NT 2 RP2 004 S 38//Hoao sapiens aRNA for KIAA059I protein, part ill cd 

s//4. 6e-139:687: 96//Hs. 129908: AB01 1 163 

F-NT2RP20Q45S1//ESTs//0. 0075: 285: 62//H*. 149442:AI34689l 

F-NT 2 RP2004 56 8/ /Hoao sapiens antigen NY-CO-16 aRNA, coaplete cds // 

8. 8e-Q6 : 291 : 61//Hs. 1 32206: AF039694 

F-NT2RP2004580//Saai I inducible cytokine AS <RANTES)//1 . 2e-45: 334 : 
82//Hs. 155464: AF0882 19 

F-PfT2RP20D4S87//Hoeo sapiens aRNA for KIAA0766 protein, coaplete c 
ds//0. 98: I 36:64//Hs. 28020: ABO 18309 

F-NT2RP2004594//EST*, Highly siaitar to MKR2 PROTEIN [Hus auscutu 
s]//1 . 0 : 104 : 68//Hs. 1 25729 : N99898 

F-NT2RP2004600//Hoao sapiens aRNA for Hrs, coaplete cds//0. 20:260: 
60//HS. 24756 :U43895 

F-NT2RP2004602//ESTs, Veakly siailar to !!!! ALU SUBFAMILY J IARNI 
NG ENTRY !!!! [H. sap i ens]//3. Oe-59: 273 : 93//H*. 12845: N28835 
F-NT 2 RP2 0046 1 4//EST//0. 99:103: 68//H*. 1 48738 : At 224908 
F-NT2RP2004655//Hoao sapiens aRNA for leucine rich protei n//8. 4e-1 
04:496: 98//HS. 5 198: AJ006291 

F-NT2RP2004664//Hoao sapiens aRNA for KIAA0460 protein, partial cd 
s//5. 2e-1 55 : 728 : 98//Hs. 29956 : AB007929 
F-NT2RP2004675//EST//0. 65:151 :62//Hs. 1 30504: A 1 003839 
F-NT2RP2 004681 

F-NT2RP2004689//Hoao sapiens aRNA tor KIAA0625 protein, partial cd 
s//4. Ie-6I :327:94//Hs. 1 5491 9: ABO 14525 
F-NT2RP2004709//ESTs//2.2e-05:98:77//Hs. 161898:AA286942 
F-NT2RP200471 0//ESTs//0. 0035 : 76: 82//Hs . 1 08470 : R93780 
F-NT2RP2004736//Hoao sapiens aRNA for KIAA0478 protein, coaplete c 
d*//2. 1 e-1 1 8: 582 : 96//Hs. 4236 : AB007947 
F-NT 2RP 200474 3//EST//0. 11:170: 64//H*. 1 1 2670 : AA609242 
F-NT2RP2004767//EST//1. 5e-09:303:6S//Hs. 1 48374 :AA9481 83 
F-NT2RP2004768//ESTS. Highly siailar to SERINE/THREONINE-PROTEIN 
KINASE PAK [Rattus nor*egicus]//3. 7e-1 10: 548: 96//Hs. 8S768 :» 16504 
F-NT2RP2004775//Hoao sapiens transcriptional regulatory protein p5 
4 aRNA. coaplete cds//0. 025: 547: S7//Hs. 107474: AFD4S451 
F-NT2RP2004791 //Huaan endosoae-assoc iated protein (EEA1) aRNA, coa 
pi ete cds//0. 99: 1 21 : 64//Hs. 2864: L401 57 

F-NT2RP2004799//Hoao sapiens ATP-specific succinyl-CoA synthetase 
beta subunit (SCS) aRNA. partial cds//4. 9e-1 18:594: 95//H*. 40820: AF 
058953 

F-NT2RP2004802//ESTS//5. 6e-1 6: 116: 9!//Hs. 1 53841 : N36043 

F-NT 2RP20048 1 6/ /Hoao sapiens H beta S8 hoao log aRNA. coaplete cds/ 

/6. Be-103:49S:97//Hs. 67052: AF054 179 

F-NT2RP2 004841 //Huaan t ransposon-l ike eleaent aRNA//3. 0e-70:519:83 
//Hs. 84775: H23 161 

F-NT2RP2004861//ESTS//6. 7e-89: 427: 98//Hs. 132980: AI2902S8 

F-NT2RP2004897//ESTs//6. 4e-81 : 431 : 94//Hs. 1 30961 :M791 1 1 

F-NT2RP2004933//Hoao sapiens aRNA for ZIP-kinase. coaplete cds//6. 

5e-84:418:95//Hs. 2561 9: AB007144 

F-NT2RP2004936 

F-NT2RP2004959 

F-NT2RP2004961 //Huaan aRNA for KIAA0O65 gene, partial cds//7.2e-2 
6 : 456 : 66//HS. 7061 7 : 03 1 763 

F-NT2RP2004962//EST//2. 8e-15 : 242 : 69//Hs. 1 46794 : A! 1 49478 
F-NT2RP2DO4967//ESTs//0. 0022 : 218: 63//Hs. 131 987:AI 239735 
F-NT2RP2004978//Hoao sapiens aRNA for KIAA0458 protein, coaplete c 
ds//l . 0: 21 8: 61//Hs. 7414 : AB007927 

F-NT2RP2004982//Huaan kinesin-like spindle protein HKSP (W(SP) aRN 
A. coaplete cds//0. 13: 260: 60//HS. 4 1723: U37426 

F-NT2RP2004985/ /Huaan aRNA for KIAA0144 gene, coaplete cds//4. 8e-2 

2:431 :6S//Hs. 8127:063478 

F-NT2RP2004999 

F-NT2RP2005000//Hoao sapiens hyperpolarization-activated channel 1 
( I HI ) aRNA, partial cds//0. 99: 269: $8//Hs. 124161 :AF0651 64 
F-NT2RP200S001//Hoao sapiens aRNA for KIAA06I5 protein, coaplete c 
ds//l. 9e-160:782:97//Hs. 1 55972 : ABO 145 15 

F-NT2RP2005003//H. sapiens StafSO aRHA//9. 9e-44:430: 75//HS. 68054: XB 
2200 

F-NT2RP2005012//Hoao sapiens SEC63 (SEC63) aRNA. coaplete cds//4. 5 
e-1 00: 501 : 96//Hs. 31575: AFl 001 41 

F-NT2RP200S018//Arachi donate S-l ipoxygenase//! . 0: 232:58//Hs. 89499: 
J03600 

F-NT2RP2005020//ESTs//l. 2e-06: 61 : 100//Hs. 106160: AAS27433 
F-NT2RP200S022//Eukaryot ic translation initiation factor 3 (elF-3) 
p36 subuni t//0. 095: 271 :60//Hs. I39745:U39067 

F-NT2RP 2005031 //Hoao sapiens aRNA for SCP-1. coaplete cds//0.99:33 
8:61//Hs. 112743:067035 

F-NT2RP2005037//Hoao sapiens aRNA for repressor protein, partial c 
ds//0. 098:217: 60//Hs . 581 67 : 030612 

F-NT2RP2005038//Hoao sapiens protease-activated receptor 4 aRNA, c 
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oaplete cds//0. 22:498:59//Hs. 1 37574: AF055917 
F-NT2RP20Q51 08//EST s//0. 74:145 : 63//Hs. 1 16557 : AA657638 
F-NT2RP200S1 16//Hoao sapiens aRNA for KIAA0664 protein, partial cd 
s//6. 4e- 105:495: 98//Hs . 226 1 6 : AB0 1 4564 

F-NT2RP2005126//H. sapiens aRNA for RNA helicase (Myc-regulated dea 
d box protein)//9.2e-29:IS7:98//Hs. 100555:198743 
F-NT2RP2005139//ESTs//2. 6e-91 : 479: 95//Hs. 1 25037:142803 
F-NT2RP200Sl40//ESTs//0. 81 :308:59//Hs. 27308: AA534947 
F-NT2RP200S144//Koao sapiens tubby like protein 3 (TULP3) aRNA, co 
aplete cds//8. 3e-91 :447: 96//Hs. 1 32226: AF045583 
F-NT2RP2005147 

F-NT2RP20051 S9//ESTs//1 . 5e-44 : 242 : 94//Hs. 1 098 1 9 : A 1 357582 
F-NT2RP20051 62/ /ESTs, Veakly siailar to Y53C12A.3 [C. elegans]//0. 9 
7:80: 73//Hs. 107747 :AI 357868 

F-NT2RP2005168//Hoao sapiens aRNA for E1B-55kDa-associ ated protein 
//4. 4e- 127:633: 96//HS. 155218: AJ007509 

F-NT2RP20052Q4//H. sapiens 5T4 gene for 5T4 Oncofetal antigen//0. 00 
34:187: 66//HS. 82128: AJ 01 2159 

F-NT2RP2005227//Hoao sapiens PAC clone DJ0905J0B froa 7p12-pl4//l. 
3e-66 : 340 : 95//Hs .8173: AC005 1 89 

F-NT2RP200S239//EST//1 . 3e-05 : 21 5 : 66//Hs. 1 29528: AA994783 
F-NT2RP2005254//H. sapiens aRNA for PHAPI2b protei n//1. 0: 101 : 7I//H 
s. 84264 :U70439 

F-NT2RP2005270//Hoao sapiens creatine transporter aRNA, coaplete c 
ds//0. 56:114: 68//Hs. 1 54503 : U36341 

F-NT2RP2005276//Hoao sapiens acyl-CoA synthetase 4 (AC54) aRNA, co 
apl ete cds//1 . 2e-40 : 594: 65//Hs. 81 452 : AF030555 
F-NT2RP2005287//ESTS//8. 2e-07 : 1 75 : 70//Hs. 1 1 7 1 34 : A 1 383932 
F-NT2RP200S288//Hoao sapiens RCCI-like G exchanging factor RLG aRN 
A. coaplete cds//2. 3e-123: 604: 96//Hs. 27007: AF0602I 9 
F-NT2RP200S289//Hoao sapiens aRNA for XPR2 protein//1 . 3e-141 :670: 9 
8//Hs. 44766 :AJ007S90 

F-NT2RP2005293//EST//1 . 9e-50 : 254 : 98//Hs. 1 6201 7: AA505833 
F-NT2RP200531 5//Hoao sapiens aRNA for KIAA0676 protein, partial cd 
s//3. 6e-97 : 483 : 96//Hs. 1 1 5763 : AB01 4S76 

F-NT2RP20053?5//Huaan LIM-hoaeobox doaain protein (hLH-2) aRNA, co 
aplete cds//2. 6e-23: 166: 90//Hs. 1569:UH70l 

F-NT2RP2005336//Hoao sapiens snRNA activating protein coaplex 190k 
D subunit { SNAP 1 90) aRNA, coaplete cds//0.016:353:62//Hs. 113265:AF 
032387 

F-NT2RP2005344//Hoao sapiens aRNA for KIAA0S66 protein, partial cd 
s//2. 8e-30 : 456 : 66//Hs. 44697 : AB0 1 11 38 
F-NT2RP2005354//ESTS//0. 71:192: 60//Hs. 39063 : AA708958 
F-NT2RP2005358//Hoao sapiens aethyl-CpG binding protein MB03 (MBO 
3) aRNA, coaplete cds//1 . 4e-100:489: 96//Hs. 107254: AC005943 
F-NT2RP2005360//ESTs//8. 2e-35:190:95//Hs. 163038: AA7001 22 
F-NT2RP2005393//Hoao sapiens CTG26 alternate open reading fraae aR 
NA. coaplete cds//0. 87: 244: S9//Hs. 1 1 32S2:U80761 
F-NT2RP2005407 

F-NT2RP2005436//Hoao sapiens aRNA for KIAA0S61 protein, partial cd 
s//0. 28: 338: S7//Hs. 6189: AB01 1133 

F-NT2RP2005441//ESTS//3. 3e-45: 238: 96//HS. S209:AA780068 
F-NT2RP2005453//ESTS//2. 1 e-20 : 1 1 5 : 99//Hs. 1 3 3087 : A 1 09 1 1 64 
F-NT2RP2005457//ESTs. Highly siailar to NAOH-UB I QU I NONE OXIOOREOU 
CTASE SUBUNIT B14. 5B [Bos taurus]//8. 5e-48: 295:90//Hs. 750I7:AA1668 
S3 

F-NT2RP2005464//ESTS//2. Oe-99 : 495 : 96/ZHs. 3530 : AA808243 
F-NT2RP2005465//V-crk avian sarcoaa virus CT10 oncogene hoaolog// 

0. 032 : 176: 64//Hs. 16:010656 

F-NT2RP2005472//ESTS//1 . 4e-34: 1 80 : 98//Hs. 1 58892: Al 37841 2 
F-NT2RP2005476//Hoao sapiens aRNA for KIAA0772 protein, coaplete c 
ds//9. 9e-48:432:77//Hs. 1 551 9: AB01 831 5 
F-NT2RP2005490//E$Ts//4. 5e- 1 9 : 1 65 : 84//Hs. 1 34382 : AA083573 
F-NT2RP2005491 

F-NT2RP200S495//ESTs//S. 6e-96 : 452 : 99//Hs. 14541 7 : A 1 0841 64 
F-NT2RP2005496//Huaan aRNA for KIAA0326 gene, partial cds//4. 4e-4 
8:621 :68//Hs. 6833: AB002324 

F-NT2RP2005498//Huaan protein phosphatase 2A beta subunit aRNA. co 
aplete cds//1. 6e-63: 503:78//Hs. 7688:N64930 

F-NT2RP200SS01//Hoao sapiens Notch3 (N0TCH3) aRNA, coaplete cds// - 
0. 56 : 1 39 : 66//Hs. 8546 : U97669 

F-NT2RP200S509//Glutaaa te-cysteine 1 igase (gaaaa-glutaay Icysteine 
synthetase), regulatory (30. 8k0)//t. 0: 291 : S9//Hz. 89709 :L3$546 
F-NT2RP200S520//Hoao sapiens chroaosoae-associated protein-E (hCA 
P-E) aRNA. coaplete cds//1. 2e-82:444:92//Hs. 1 1 9023 : AF092563 
F-NT2RP2005S2S//Hoao sapiens aRNA for KIAA0764 protein, coaplete c 
ds//2. 2e-1 9: 1l2:99//Hs. 6232:AB0t8307 

F-NT2RP2005531//ESTs, Veakly siailar to erythrocyte aeabrane prote 
in 4.1 [H. sapi ens]//3. Se-50: 366 :83//Hs. 61833: AA036735 
F-NT2RP2005539//Hoao sapiens aRNA for NSI-binding protein (MS 1 —BP) 
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//9. 4*- 1 55:747 : 97//Hs. 1 59597 : AJOI 2449 

F-NT2RP20Q5S4Q//Hoao sapiens aRNA for KIAA0494 protein, coaplete c 
ds//l. 9e-131 :6I8:98//Hs. 62515:AB007963 

F-NT2RP200S549//E$Ts. Reikly siailar to HYPOTHETICAL 32.0 KD PROTE 
IN C16C10. 10 IN CHROMOSOME III [C. elegans}//2. Se-51 : 292: 93//Hs. 105 
684.H24407 

F-NT2RP2005555//EST//0. 04$: 308: 57//H*. 145962 :AI 276822 
F-NT2RP2005557//EST s//4. 6e-48 : 382 : 79//Hs. 1 2501 4 : A 1 422839 
F-NT2RP2005581 //EST*//6. 3e-28 : 1 66 : 93//HS. 87803 : AA034436 
F-NT2RP200S6Q0//ESTs//l. 6e-40:228: 93//HS. 1 60085: Al 21 8627 
F-«T2RP2005605//ESTs//S. 7e-1 3 : 11 5 : 86//H*. 37718 :H60071 
F-N72RP200S620//Hoao sapiens epsin 2b aRNA, coaplete cds//3. 1e-92: 
447: 97//Hs. 22396: AF06 2085 

F-NT2RP2005622//EST s//0. 16 : 242: 63//Hs. 1 36395: AA523702 
F-NT2RP2005635 

F-NT2RP2005637//ESTs//0. 055 : 96 : 69//HS. 1 05998 : R9090S 
F-NT2RP2005640//ESTs//4. 5e-l6 : 1 07 : 92//HS. 1 50823: Al 292145 
F-NT2RP2005645//ESTS//2. 7e*29 : 1 81 : 90//H*. 1 21 653 : Al 375440 
F-NT2RP200565l//0xysterol binding protei n//0. 0001 1 : 1 22:69//Hs. 1430 
65:1186917 

F-NT2RP200S654//Hoao sapiens aRNA for KIAA02B8 gene, coaplete cds/ 
/I. Se-08:351 :62//Hs. 91400: AB006626 
F-NT2RP2005669//ESTs//0. 016:185: 64//H*. 9771 3 : AA442239 
F-NT2RP2005675//Hoao sapiens growth suppressor related (D0C-1R) aR 
NA, coaplete cds//7. 7e-96:462 : 98//Hs. 25664:AF089814 
F-NT2RP20Q5683//ESTs//0. 83 : 242 : 62//Hs. 1 36395 : AA523702 
F-NT2RP2005690//PYRR0L I NE-5-CARB0IYLATE REOOCTASE//2. 5e- 1 1 : 328 : 61/ 
/Hs. 79217:1177836 
F-NT2RP200S694 

F-NT2RP200570I//Hoao sapiens protein phosphatase 2A B56-epsilon (P 
P2A) aRNA, coaplete cds//0. 1S:496:55//Hs. 79326 :L76703 
F-NT2RP2 00571 2//Hoao sapiens aRNA for KIAA0799 protein, partial cd 
s//5. le-126: 599: 97//HS. 61638: A801 8342 
F-NT2RP2005719//ESTS//0. 58: 326: 60//Ms. 157209:N57527 
F-NT2RP2005722//Zinc finger protein 136 (done pH2-20)//8. 2e-46:41 
S:77//Hs. 69740:1109367 

F-NT2RP2005723//ESTs//l . 0e-l 5: 141 : 81//HS. 1 63747 :AA1 74017 
F-NT2RP2005726//EST//3. 4e-1 5: 96 : 95//HS. 1 56170: Al 334191 
F-NT2RP2005732//ESTS//0. 99:162: 62//Hs. 154914: AA72 1 086 
F-NT2RP200S741//Hoao sapiens chondroadher in gene. S' flanking regio 
n and//0. 80: 362: 58//Hs. 97220: U96769 

F-NT2RP2005748//H. sapiens ZNF33B gene//0. 47: 99 :6S//Hs. 72991 :X68688 
F-NT2RP200S752//Hoao sapiens TNFR-related death receptor-6 (OR6) a 
RNA, coaplete cds//2. Se-23: 134:96//Hs. 1596S1 : AF068868 
F-NT2RP2005753//Hoao sapiens 1-1 receptor candidate protein aRNA, 
coaplete cds//4. 0e-102: 486 : 98//Hs. 26285: AF082516 
F-NT2RP200S763//EIKARY0TIC INITIATION FACTOR 4A-LIKE NUK-34//2. 3e- 
05 : 425 :56//Hs. 79768 :D21 853 

F-NT2RP2005767//Hoaolog 2 of Orosophila large discs//0. 085: 262:61/ 
/Hs. 23205:182895 

F-NT2RP2005773//PYRR0LINE-5-CARB0XYLATE REDUCTASE// 2. Oe-t 6: 153:82/ 
/Hs. 79217:M7783$ 

F-NT2RP200577S//Huaan thiaet ol igopept idase (TH0P1) aRNA, coaplete 
cds//1 . 7e-42 : 645 : 64//HS. 78769 : Z50 1 1 5 
F-NT2RP2005781//ESTS//1. 1e-19: 132: 90//Hs. 1 3550 :AI 378556 
F-NT2RP2005784//lnhibitor of DNA binding 4, doainant negative heli 
x- 1 oop-he I is protei n//2. 9e-06 : 201 : 67//Hs. 34853 : U2836B 
F-NT2RP2005804//EST s//1 . 2e-07 : 62 : 93//Hs. 1 25509 : AA883820 
F-NT2RP200S8I2 

F-NT2RP200581 5//EST s//1 . 9e-32 : 1 73 : 97//Hs. 144587 : A 1 1 93595 
F-NT2RP200SB35 

F-NT2 RP2 00584 1//Hoao sapiens retinal rod Na-Ca+K exchanger (NCKXI) 
aRNA, coaplete cds//0. 94: 148:65//Hs. 59829: AB01 4602 
F-NT2RP2005853 

F-NT2RP200SB57//Hoao sapiens chroaosoae-associated protein-C (hCA 
P-C) aRNA, partial cds//5.4e-176:829:98//Hs.50758:AF092564 
F-NT2RP2005859//ESTs//2. le-97:537:92//Hs. 131915:122567 
F-NT2RP2005868 

F-NT2RP2G05886//Huaan putative M phase phosphoprotein I (MPPI) aRN 
A. partial cds//0. 26:728: 57//Hs. 240:L16782 
F-NT2RP2005890//ESTs//2.0e-97:453: 100//HS. 88671 :AA279943 
F-NT2RP2005901 //ESTs//0. 99:188: 64//Hs . 28639 : R78360 
F-NT2RP2005908//ESTS//2. 5e-43: 325: 82//HS. 152340:AA521399 
F-NT2RP2005933//ESTs, Highly siailar to nucleoporin p54 [R.norvegi 
cus]//7. 9e-90:326 : 98//Hs. 1 56882 AA2921 86 

F-NT2RP2005942//H. sapiens PAP aRNA//5. 1e-48: 618 :67//Hs. 49007:17677 
0 

F-NT2RP2005980//ESTs//2. 8e-22 : 358 : 68//Hs. 1 25446 : AA883339 
F-NT2RP2006023 

F-NT2RP2006038//EST s//8. 0e-37: 351 : 74//Hs. 1 28787 : AA418382 



F-NT2RP2006043//Huaan novel hoaeobox aRNA for a 0NA binding protei 
n//0. 51 : 271 :59//Hs. 37035: U07664 

F-NT2RP2006052//ESTS//4. 0e-05 : 233 : 63//Hs . 1 24864 : AA663093 
F-NT2RP2006069//Huaan aRNA for KIAA0279 gene, partial cds//0. 0082: 
770: 58//Hs. 57652: D87469 . 

F-NT2RP2006071//EST s//2. 1 e-24 : 396 : 6S//Hs . 1 04404 : A 1 33741 6 
F-NT2RP2006098/ /EST s//0. 97 : 1 25: 67//Hs. 97996 : AA405970 
F-NT2RP2006100 

F-NT2RP2006103//ES7s//5. 2e-1 1 : 102: 83//Hs. 125656: AA883 135 
F-NT2RP2006106//ESTs//1 . 6e-78 : 456: 90//Hs. 1 33496 : AA31 5349 
F-NT2RP2006I41//ESTS//1 . 7e-20: 262: 72//Hs. 1 28677 : AA649240 
F-NT2RP2006166 

F-NT2RP2006184//H, sapiens p63 aRNA for transaeabrane protein//! . 0: 
94 :73//Hs. 74368:169910 

F-NT2RP20Q6186//Hoao sapiens aRNA for KIAA0654 protein, partial cd 
s//2.5e-114:567:96//Hs. 109299:AB014554 

F-NT2RP2006I 96//Hoao sapiens aRNA for KIAA0772 protein, coaplete c 

ds//2. Oe-23: 187:85//Hs. 15519: AB01831 5 

F-NT2RP2006200//ESTs//1 .0:224: 62//Hs. 144 1 00 : A 1 205503 

F-NT2RP2006219//H. sapiens aRNA for DCCR 6 protei n//4. 4e-J 18:618: 93/ 

/Hs. 153910:196484 

F-NT2RP2006237 

F-NT2RP2006238 

F-NT2RP2006258//ESTs//0. 0034: 1 43 : 69//H s. 1 45798: A 1 269970 
F-NT2RP2006261//H. sapiens aRNA for serine/threonine protein kinase 
EMK//0. 019:111 :71//Hs. 1 57199:197630 
F-NT2RP200627S//Hoao sapiens aRNA for serin protease with ICT-bind 
ingaotif, coaplete cds//2. 4e-0S: 388 : 60//HS. 751 1 1 :087258 
F-NT2RP2006312//Hoao sapiens BAF57 (BAF57) gene, coaplete cds//2. 1 
e— 121 : 598: 97//Hs. 3404: AF035262 

F-NT2RP2006320//EST s. Moderately siailar to asternal transcript Na 
id [M. au sc ulus] //1 . 9e-29: 1S1 : 100/ZHs. 36794: Al 038407 
F-NT2RP200632 1 //ESTs//7. 0e-1 5 : 1 41 : 82//Hs. 71241: H09371 
F-NT2RP2006323//Hoao sapiens aRNA for NBPhox. coaplete cds//4. 7e-0 
6: 170: 70//Hs. 87202:082344 

F-NT2RP2006333//Hoao sapiens TRRAP protein (TRRAP) aRNA, coaplete 
cds//0. 11:43: 100/ZHs . 6892: AF076974 

F-NT2RP2006334//Hoao sapiens aRNA for KIAA0602 protein, partial cd 
s//3. 1 e-OS: 233: 6 S//H 1 . 37656: AB01 1 174 
F-NT2RP200636S//ESTs//8. 9e-46 : 268: 93//Hs. 58403: AA058 501 
F-NT2RP2Q06393//ESTs//1 . 2e-20: 1 59 : 86//Hs. 146018: AA280341 
F-NT2RP2006436//Huaan hoaeodoaa in-containing protein (HANF) aRNA, 
coaplete cds//0. 59: 1 33: 64//Hs. 95838: AF059734 
F-NT2RPZ006441//ESTs//1 . 6e-B2: 400: 98//Hs, 143S14:AI 221934 
F-NT2 RP2005454//EST//5. 2e-07 : 1 72 : 68//Hs. 1 57742 : A 1 360509 
F-NT2RPZ005456 

F-NT2RP2006464//Hoao sapiens aRNA for AND-1 protein//! . Ie-I49: 545: 

98//Hs. 72160: AJ006266 

F-NT2RP2006467 

F-NT2RP2006472 

F-NT2RP2OO6534//ESTs//5.6e-05: 192:66//Hs. I3S750:AA!60048 
F-NT2RP2006554//EST//0. 60: 1 16:65//Hs. 1 601 1 0: AA9221 34 
F-NT2RP2006565//Hoao sapiens secretory carrier-associated aeabrane 
protein (SCAMP) aRNA, coaplete cds//2. 1e-1 1 5:669 :90//Hs. 31218:AF0 
38966 

F-NT2RP2006571//Cytochroae P450, subfaai ly 1 1 A (phenobarbi ta I- i ndu 
cible), polypeptide 6//2. 1 e-24: 476 :64//Hs. 73864:U22029 
F-NT2RP2006573 

F-NT2RPZ00$598//ESTs//1. 3e-l6: 137:85//Hs. 131350: AA805223 
F-NT2 RP3000002/ /EST s//3. 6e-32 : 21 5 : 86//Hs. 1 55446 : AA1 88180 
F-NT2RP3000031//Hoao sapiens aRNA for histone deacetylase-l ike pro 
tein (JM20//1. 9e-137:637:98//Hs. 6764: AJ01 1 972 

F-N72RP3000046//Hoao sapiens 77F-I interacting peptide 20 aRNA, pa 

r t i a I cds//9. 1 e-07 : 568 : 6 1 //Hs. 79S3I : AF000560 

F-NT2RP3000047 

F-NT2RP30000S0//Huaan repressor transcriptional factor (ZNF85) aRN 
A. coaplete cds//1 . 2e-58:633:69//Hs. 37138:U3S376 
F-NT2RP3000055//ESTS//1 . 2 e-07 : 200: $6//Hs. 127362 : AA95496I 
F-NT2RP3000068 

F-NT2RP3000072//EST//0. 99:199: 63//H s. 8469 : T40769 
F-NTZRP3000080//Lands tei ner-Vi ener blood group gl ycoprotei n//4. 8 a- 
41 : 353: 78//Hs. 108287 : L27670 

F-NT2RP300D085//Propiony I -coA carboxylase alpha chai n//7. 9e-30:66 
5:60//Hs. 80741: 114608 

F-NT2RP3000092//EST//2. 0e-1 5 : 94 : 97//Hs. 1 45389 : A 1 2531 40 
F-NT2RP30Q01Q9//ESTs//6. 8e-1 1:77: 96//Ms. 153931 :AI 243595 
F-NT2RP30001 34 //Hobo sapiens PAC clone DJ0905J08 froa 7p12-p14//S. 
Oe-94 : 438 : 1 Q0//Hs .8173: AC005 1 89 

F-NTZRP30001 42//Hoao sapiens aRNA tor K1AA0592 protein, partial cd 
s//2. 9e-l 82 : 849 : 98//Hs. 1 3273 : AB01 1 1 64 
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F-NT2RP3000149//Huaan Line-1 repeat aRNA aith 2 open reading fraae 
s//4. 1 e-20 : 1 33 : 94//Hs . 23094 HI 9503 

F-NT2RP3000186//Hoao sapiens aRNA, chroaosoae 1 specific trinscrip 
t KIAA0492//6. 6e-08: 152:71//Hs. 1 27338 :AB007961 
F-NT2RP3000l97//ESTs//1. I a—58 : 301 :96//Hs. 87461 :AA292779 
F-NT2RP3000207 
F-NT2RP3000220 

F-NT2RP3000233//Hoao sapiens actin binding protein HAYVEN aRNA, co 
ap I e t e cd s//6. 6e-20 : 509 : 58//Hs. 1 229S7 : AF0S9569 
F-NT2RP300023S//ESTs//l . 7e-06 : 220: 62//Hs. 42771 :N26740 
F-NT2RP3000247//Huaan aRNA for KIAA0218 gene, coaplete cds//6.7e-l 
1 1 :69l : S6//Hs. 75863:086972 

F-NT2RP3000251//ESTs//6. 7e-48 : 245 : 97//Hs. 28249 : AA203733 

F-NT2RP3000252 

F-NT2RP3000255 

F-NT2RP3000267//ESTs//0. 14:53: 92//HS. 1 51 586:845568 

F-NT2RP 30002 99//Hoao sapiens enhancer of f i laeentat ion (HEF1) aRN 

A. coaplete cds//l. 7e-1 3:214: 67//Hs. 80261 :L43821 

F-NT2RP30003 1 2//ESTs//2. 6 e- SO : 255 : 97//HS . 1 46263 : AA255863 

F-NT2RP3000320//Hoao sapiens pro line and glutaaic acid rich nuclei 

r protein isofora aRNA, partial cds//0. 0088: 236 :63//Hs. 102732:11881 

S3 

F-NT2RP3000324//ESTs//3. 8e-10: 102:83//Hs. 55495: A 1 091 242 
F-NT2RP3000333//ESTs, Weakly siailar to ai togen-ict ivated kinase k 
inase kinase 5 [H. sap tens] //0. 57: 1 89:6 5//Hs. 46146: AA4 18097 
F-NT2RP3000341//Huaan aRNA for KIAA0392 gene, partial cds//1.1e-4 
9:442:7 8//Hs . 40 1 00 : AB002 390 
F-NT2RP 3000348 

F-NT2RP3000350//H. sapiens aRNA for GTP-binding protein//0. 93: 164:5 
9//HS. 78582:180754 

F-NT2RP30003S9//GTP: AMP PHOSPHOTRANSFERASE MITOCHONDRIAlY/l. 8e-43: 
649 : 66//Hs. 101642:360673 

F-NT2RP30Q0361//E$Ts//2. 6e-l 1 2 : 531 : 98//Hs . 1 7672 : AA30S921 
F-NT2RP3000366//ESTS. Highly siailar to RAS-RELATED PROTEIN RAB-1 
8A [Lyanaea stagnal is)//4. 0e-1 16:596: 95//Hs. 21094: AI337016 
F-NT2RP3000393//ESTs//2. 6e- 1 8: 1 37 : 89//Hs. 1 1 5600 : AA3S1 639 
F-NT2RP3000397//E$Ts//8. 7e-44: 355:73//Hs. 121961 :AA777873 
F-NT2RP30004D3//Hoao sapiens forain binding protein 21 aRNA. coapl 
ete cds//l. 6e-l7S:841:97//Hs. 28307: AF071 185 

F-NT2RP300041 8//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//2. 7e-33:610:6S//Hs. 23094:819503 

F-NT2RP3000433//ESTS// 1 . 5e-32 : 246 : 69//Hs. 120892: AA724948 
F-NT2RP3000439//Adenos ine A2b receptor//0. 44: 210:62//Hs. 4S743: X684 

87 

F-NT2RP300044I 

F-NT2RP3000449//ESTs//0. 60: 177:64//Hs. 132605:AI051562 
F-NT2RP3000451 //Receptor protein-tyrosine kinase EOORI//0. 95: 315: 5 
8//HS. 75562 :U48705 

F-NT2RP3000456//ESTs//7. 5e-23: 140:92//Hs. 5209: AA780068 
F-NT2RP3000484//EST//2. Se-06: 166: 67/ZHs. 149950: AI 289822 
F-NT2RP3000487//ESTs//l . 2e-63 : 31 1 : 98//Hs. 1 43304: A 1 084058 
F-NT2RP30005 1 2//Hoaeo boa B3//3. 1e-18:109:97//Hs. 49931 : XI 6667 
F-NT2RP3000526//ESTS//3. 7e-74: 424: 93//Hs. 42991 :N21 379 
F-NT2RP3000S27//Huaan aRNA for KIAA021I gene, coaplete cds//8.0e-3 
6: 706: 63//Hs. 79347:086966 

F-NT2RP3000S3l//ESTs//9. 6e-75: 392: 95//Hs. 144148:H08308 
F-NT2RP3000542//ESTS//3. 2e-88: 448: 96//HS. 30622: AA48641 2 
F-NT2RP3000561//EST//0. 88: 92:64//Hs. I48290:AA908404 
F-NT2RP3000S62//ESTs//1 . 1 e- 1 1 2 : 522 : 99//H s. 125153: AA453723 
F-NT2RP3000578 

F-NT2RP3000582//ESTs//2. le-82:413:97//Hs. 1 1 8544 :R1 7277 
F-NT2RP3000584 

F-NT2RP3000590//EST s//1 .0:134: 64//Hs. 12969: N56904 
F-NT2RP3000592//Pai red basic aaino acid cleaving systea 4//3. 4e-0 
5: 502: 57//Hs. 77234: AflOOl 914 

F-NT2RP3000596//ESTs//6. 8e-7l : 361 : 95//Hs. 1 1 8741 : AA17981 1 
F-NT2RP3000599//ESTs, Weakly siailar to T19B10.6 [C. elegans]//9. 3 
e-61: 355 :92//Hs. 114622: AA693492 

F-NT2RP3000603//Huaan aRNA for KIAA0227 gene, partial cds//6. 3e-l 
0 : 553 :59//Hs. 791 70: 086980 

F-NT2RP3000605//ESTS//5 . 8e-5 1 : 283 : 94//Hs . 1 271 52 : AI 42 1 203 
F-NT2RP3000622//ESTS//1 . 7e- 1 0 : 72 : 98//Hs. 1 55360 : AA984683 
F-NT2RP3000624//64 KD AUT0ANTICEN D1//0. 99 : 194:6l//Hs. 79386 : XS4162 
F-NT2RP3000628//ESTs//0. 96:221 :61//Hs. 1 31 161 :AI0I 7333 
F-NT2RP3000632//ESTs//4. 4e-53 : 244 : 77//Hs .143010: AA767904 
F-NT2RP3000644//Saa1 I induci ble cytokine AS (RANTES) //3. Oe-49 : 343 : 
84//HS.1 55464. AF0882 19 
F-NT2RP3000661 

F-NT2RP3000665//Hoao sapiens putative transcription factor CA150 a 
RNA. coaplete cds//0. 62: 305: S9//Hs. 13063 :AF0I7789 

[0 8 7 6] 



F-NT2RP30006B5 

F-NT2RP3000690//EST//1 .0:149: 64//HS. 1 40263: AA709001 
F-NT2RP3000736//ESTs//5.3e-26: 146: 97//Hs. 98613:083884 
F-NT2RP3000739//ESTs//0. 0046 : 66 : 87//Hs. 6880 : W26854 
F-NT2RP3000742//ESTs//5. Se-08: 31 1 :6l//Hs. 1 52224: AI 369426 
F-NT2RP3000753//ESTS//2. 6e-63 : 3 1 8 : 97//Hs. 1 53000 : AA777765 
F-NT2RP3000759//Hoao sapiens aRNA for fol I i sta i n-rel ated protein 
(FRP), coaplete cds//l . 6e-38 :245: 91//Hs. 2427:089937 
F-NT2RP300081 5 

F-NT2RP3 00082 5//EST//1 . 0: 220 : 6I//Hs. 1 35944:N451 32 
F-NT2RP3000826//Hoao sapiens del tea (Dx) aRNA, coaplete cds//0.000 
40: 263:6$//Hs. 1 24024: AF053700 

F-NT2RP3000836//ESTS, Highly siailar to CLATHRIN COAT ASSEMBLY PRO 
TEIN AP47 H0M0L0G 2 [H. sapi ens]//1 . 1e-71 : 363 : 96//Hs. 23803: AAI 26476 
F-NT2RP3000841//EST//0. 36 : 224:60//Hs. 162094 :AA524012 
F-MT2RP3000845//H. sapiens aRNA for ser ine/threonine protein kinase 
EHK//6. Se-48 : S93 : 68//HS. 157199: X97630 
F-NT2RP3000847//ESTs//0. 0028 : 56 : 92//Hs. 1 1 6406 : AA209520 
F-NT2RP3000850//Saal I inducible cytokine AS (RANTES) //2. Oe-49: 323 : 
86//HS. 155464 :AF0882 19 
F-NT2RP3000852 

F-NT2RP3000859//ESTs//0. 39: 1 69: 62//Hs. 148948 :AA69991 8 
F-NT2RP3000865//EST//0. 15:236 : 62//HS. 1 23366 : AA81 1 476 
F-NT2RP3000868//Huaan ovarian cancer dovnregul ated ayosin heavy ch 
ain homo log (Doc 1 ) aRNA, coaplete cds//6. 4e-31 : 766: 60//Hs. 1 5432 :U5 
3445 

F-NT2RP3Q00869//Huaan plectin (PLECt) aRNA, coaplete cds//l . le-13: 

701 :60//Hs. 79706 :U53204 

F-NT2RP300087S 

F-NT2RP3000901//ESTS//8. 2e-26: 1 91 :87//Hs. 18793: R99IQ1 
F-NT2RP3000904//EST//2. 4e-49 : 240: 100//HS. I60842:AI348374 
F-NT2RP300091 7 

F-NT2 RP 30009 19//MAP KINASE PHOSPHATASE- 1//0. 1 9: 340: 60//Hs. 109895:X 
68277 

F-NT2RP3000968//40S RIB0S0MAL PROTEIN S15A//7. 7e-44:351 :83//Hs. 295 
3:184407 

F-NT2 RP3000980//ESTS//6 . 5e- 1 0 : 1 02 : 8 1 //Hs . 88950 : A 1 2042 1 2 
F-NT2RP3000994/ /EST s// 4 . 1 e- 1 20 : 571 : 98//HS. 127295: AA91 841 1 
F-NT2RP3001 Q04//ESTs//1 . I e-76: 438: 88//Hs. 1 44554 :N921 98 
F-NT2RP3001 007 

F-NT2RP30QI055//ESTs, Weakly siailar to weak siailarity to procolt 
agen alpha chain I (V) chain [C. elegans]//2.9e-121:588:98//Hs. 12878 
I : AAI 60707 

F-NT2RP3001057//ESTS, Highly siailar to ZINC FINffiR PROTEIN 45 [H 
oao sap i ens]//9. 8e-54 : 282 : 97//Hs. 30303 : A 1 244662 

F-NT2RP300108l//Hoao sapiens RCCl-like G exchanging factor RLC aRN 
A. coaplete cds//2. 7e-51 : 534: 74//Hs. 27007: AF060219 
F-NT2RP300I084//Hoao sapiens aRNA for KIAA0782 protein, partial cd 
s//3. 7e-16 : 474: 60//Hs. 21264: AB01 8325 

F-NT2RP300IQ96//Hoao sapiens aRNA for cartilage-associated protein 
(CASPJ//4. 4e-1 6: 428 : 60//Hs. 155481 :AJ006470 
F-NT2RP3001 107//Huaan aRNA for KIAA02I5 gene, coaplete cds//2.8e-3 
4:712: G4//Hs. 82292 : 086969 

F-NT2RP3001 1Q9//ESTs//l . 2e-67 : 323 : 99//Hs. 134734:AI337050 
F-NT2RP3001 1 1 1 

F-NT2RP300 1 1 1 3//EST//1 . 1 e- 33 : 1 73 : 99//Hs . 1 1 2640 : AA609088 
F-NT2RP3001 1 1 5//EST//1 . 3e-22 : 1 22 : 1 00//Hs. 1 62990 : AA688023 
F-NT2RP3001 1 1 6//ESTs//l . le-l S : 93 : 98//Hs. 58412: W74779 
F-NT2RP3001 1 19//Hoao sapiens BC-2 protein aRNA, coaplete cds//0. 9 
6: 2S8:61//Hs. 12!07:AF042384 

F-NT2RP3001 120//Zinc finger protein 136 (clone pHZ-20)//2. 4e-77 : 68 
7 : 75//Hs . 69740 : U09367 

F-NT2RP3001 I26//Hobo sapiens aRNA for KIAA0775 protein, coaplete c 
ds//D. 00018:341: 60//HS. 94790 : AB01 831 8 

F-NT2RP30Q1 133//Hoaeo box A4//Q. 0001 1 : 484: S9//H*. 77637 :M74297 
F-NT2RP3001 I40//Hoao sapiens aRNA for KIAA0762 protein, partial cd 
s//1. le-l 80: 851 : 98//Hs. 5378 : ABOI8305 
F-NT2RP3001 147 

F-NT2RP3001 1 50//PUTAT I VE TACHYKININ RECEPTOR//0. 97: 257 : S9//Hs. 957: 
M84605 

F-NT2RP3001 155//Hoao sapiens aRNA for AND-1 protein//1 . 7e— 1 9 1 :891 : 
98//Hs. 721 60: AJ006266 
F-NT2RP3001 1 76 

F-NT2RP300 1 2 1 4//EST//0. 88:218: 60//Hs . 1 6 1 1 47 : A 1 41 7859 
F-NT2RP3001 21 6//ESTS//1 . 5e-66 : 340 : 96//Hs. 105994 : W1 9981 
F-NT2 RP300 1221/ /ESTs, Weakly siailar to M05D6. 7 [C.elegans]//1.7e- 
97 : 51 2: 95//Hs. 103816 : AAI 30866 

F-NT2RP300 1 23 2//EST//0. 0016:116:71 //Hs. 1 36498 : AA5940 1 0 
F-NT2RP3001 236//ESTS//3. 7e-97 : 455 : 99//Hs. 1 57488 : A 1 362756 
F-NT2RP3001239//MI CR0TUBULE-ASS0C I ATED PROTEIN 1B//I. 7e-20:50l :62/ 
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/Hs. 103042: L06237 

F-NT2RP3001 245//ESTs//7. 1 e-80: 434: 93//H*. 22587 ; AA7431 32 
F-NT2RP300)253//Huaan preproaul t iaer in aRNA, coaplete cds//0. 99:29 
3 : 60//H*. 32934 : U27 1 09 

F-NT2RP30Q126Q//Hoao sapiens aRNA for KIAA0726 protein, coaplete c 
ds//1 . 2e-48 : 761 : 64//Hs . 1 07809 : AB01 8269 

F-NT2RP3Q01268//Zinc finger protein 45 (a Kruppe I -associated box 
(KRAB) doaain polypeptide)//!. 2e-42: 454: 72//Hs. 41 728 : L75847 
F-KT2RP3001 272//ESTs//5. 0e-2l : 162: 87//Hs. 69149: AA1 02566 
F-NT2RP3001 274 

F-NT2RP300128l//ESTs//2. le-39: 186: 73//Hs. 161662: AA83681 1 
F-MT2RP3001 297//Huaan bRNA for KIAA0281 gene, complete cds//2.4e-4 
8 : 544 : 69//Hs. 31463 : D87457 

F-NT2RP3001 307//Huaan hoaeodoaain protein (Pros 1) bRNA. complete 
cds//0. 72: 151 :68//Hs. 159437:1)44060 

F-NT2RP3001 318//Aaylo-1, 6-glucos idase. 4-a Ipha-gl ucanot ransferase 
(glycogen debranching enzyae. glycogen storage disease type III)// 
0. 012: 522: 56//Hs. 904: U84010 

F-NT2RP3001 325//ESTs//2. 9e-80: 396: 97//Hs. 99838: AA204731 
F-NT2RP3001 338//Huaan bRNA for KIAA0211 gene, complete cds//1.6e-3 
0:345: 73//H s. 79347:086966 

F-NT2RP3001339//Hoao sapiens aRNA for KIAA0451 protein, complete c 
ds//6. 3e-67:S59:80//Hs. 18586:AB007920 

F-NT2RP3001 340//Homo sapiens hyperpolarization-activated channel I 
( I HI ) aRNA. partial cds//0. 00019:473:61//Hs. 124161 :AF065164 
F-NT2RP3001 35S//EST s, Veakly similar to ADR. ATP CARRIER PROTEIN. L 
I VER ISOFORM T2 [H. sapiens]//!. le-Bl : 421 :96//Hs. 32S08.H29831 
F-NT2RP3001 356//Hoao sapiens Nck-2 (NCX2) aRNA. complete cds//0. t 
5:313: 60//Hs. 1 29725 :AF047487 

F-NT2RP3001 374//ESTs//0. 98 : 269 : 59//HS. 1 25303 : AA873022 
F-NT2RP3Q01 383//Hoao sapiens aRNA for Sck, partial cds//0. 73: 173:6 
5//Hs. 30965: AB001 451 

F-NT2RP3001 384//Homa sapiens aRNA for HRI1^B2018, partial cds//2. 1 
e-1 58: 743: 98//Hs. 146214:AB015332 

F-NT2RP3001 392//ESTs//0. 01 3:246: 63//Hs. 951 1 1 : AA51 4595 
F-NT2RP3Q01396//ESTS//5. 6e-16: 141 : 85//Hs. 97664: HI 0783 
F-NT2RP30Q1398//Zinc finger protein 45 (a Kruppel -associated box 
(KRAB) doaain potypept ide)//1 . 0e-05: 189:66//Hs. 41 728: L75847 
F-NT2RP3001 399 / /Hobo sapiens aitochondr ial citrate transport prote 
in (CTP) aRNA, 3‘ end//0. 77: 1 32:66//Hs. 111024: 177567 
F-NT2RP3001 407//E5T//0. 015:167: 6S//Hs. 42217: H96658 
F-NT2RP3001 420//ESTs//1 . 0: 214:60//Hs. 91226: AA649047 
F-NT2RP3001426 
F-NT2RP3001427 

F-NT2RP3001428//Neurotrophic tyrosine kinase, receptor, type 1//1. 
8e- 7 3 : 43 1 : 9 1 //Hs . 85844 : X66 397 

F-NT2RP3001432//ESTs. Moderately siailar to !!!! ALU SUBFAMILY SI 
VARN INC ENTRY ! ! ! ! [H. sapi ens]//6. 9e-05: 1 95: 65//Hs. 1 15868: AA568393 
F-NT2RP3001447 

F-NT2RP3001 449//RYAN0D I NE RECEPTOR. SKELETAL MUSCLE//0. 00033: 187.6 
8//Hs. 89631 :U48 508 

F-NT2RP3001453//ESTs//0. 020: 260: 60//Hs. 97882 :AA20321 2 
F-NT2RP3001457//ESTs//9. 4e-29: 165: 94//Hs. 71749: AA988323 
F-NT2RP30014S9 

F-NT2RP3001472//Hoao sapiens Sox-like transcr ipt ional factor aRNA, 
coaplete cds//4. 2e-10: 1 68: 70//Hs. 323I7:AF072836 
F-NT2RP300149D//ESTs//3. 1e-35:198:94//Hs. 163665: AA250877 
F-NT2RP3001 495//ESTs//2. 5e-47 : 239 : 98//HS. 1 28045 : AA97023 1 
F-NT2RP3001497//Hoao sapiens aultiple aeabrane spanning receptor T 
RC8 (TRCB) bRNA. coaplete cds//2. 8e-172:804:98//Hs. 28285: AF06480I 
F-NT2RP3001S27//Huaan lymphoid-specific SP100 homo log (LYSP100-B) 
aRNA. coaplete cds//9. 4e-l39:743:91//Hs. 85283:U36500 
F-NT2RP3001 529//ESTs, Moderately siailar to topoi soaerase I C-tera 
inal fragment [H. sapiens]//0. 28: 224:65//Hs. 1 0591 2 : AI431 328 
F-NT2RP3001 $38//ESTs//4. le-05: 1 39: 71//Hs. 148425: A 1 1 98074 
F-NT2RP3001$54//Microtubule-associated protein 1A//9. 8e- 16: 327:64/ 
/Hs. 147918: U3829 1 

F-NT2RP3001580//I ns u I in-l ike growth factor binding protein 2//1.9 
e-06:426:59//Hs. 162:116302 

F-NT2RP3001587//Guanine nucleotide binding protein (G protein), al 
pha II (Go class)//0. 049: 18S:6S//Hs. 1 686 : JMS90 1 3 
F-NT2RP3001589//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 
4)//9. 6e-51 :345:82//Hs. 144563: AF057280 
F-NT2RP3001607//ESTs//1. 3e-07: 299: 63//Hs. 43231 :N22688 
F-NT2RP3001 608//EST s//5. 7e-14 : 85 : 98//HS. 1 6 1 1 33 : A 1 091 349 
F-NT2RP3001621//ESTs//1.6e-106:310:96//Hs. 128505: AA306435 
F-NT2RP3001629 

F-NT2RP300I634//Hoao sapiens TRIAOI type I aRNA. coaplete cds//1.4 
e-62 : 276 : 97//Hs. 9899 : AF0991 49 

F-NT2RP3001 642//EST s//1 .0:1 48:63//Hs. 159495: T701 73 



F-NT2RP3001646 

F-NT2RP3Q01671//HOBO sapiens aRNA for NSl-binding protein (NS1-8P) 
//l. I e-1 72: 816: 98//Hs. 159597 :AJ01 2449 
F-NT2RP3001 672//ESTs//5. 0e-1 6 : 1 38 : 82//Hs. 151864: T69027 
F-NT2RP3001676//ESTs. Highly siailar to GTP-BINBING PROTEIN LEPA 
[Pseudomonas f I uorescens]//9. Oe-53: 375:85//Hs. 41 127:AA5SSI84 
F-NT2RP3001678//Huaan aRNA for KIAA0233 gene, complete cds//0.2l:3 
21 :65//Hs. 79077:087071 

F-NT2RP3001679//ESTS. Highly siailar to HYPOTHETICAL 68.7 KD PROT 
EIN ZK757. 1 IN CHROMOSOME III [Caenorhabd i t i s el egans]//4. Oe-t 1 1 : 5 
1 8: 99//HS. 20364: Al 420022 

F-NT2RP300!688//Boso sapiens aRNA expressed in thyroid gland//l.0: 
2 30: 6 3//Hs. 7486:083198 

F-NT2RP300 I 690//EST//0. 15:291: S9//Hs. 1 62336 : AA564329 
F-NT2RP300 1 698//ESTs//0. 24:134: 69//Hs. 1 29551 : AA88521 9 
F-NT2RP3001 7Q8//E5TS, feakly siailar to TVISTED GASTRULAT ION PROTE 
IN PRECURSOR (0. melanogaster]//l . 4e-31 : 1 91 : 94//Hs. 1 31 279: AA486291 
F-NT2RP3001 712//Huaan SLP-76 associated protein aRNA. coaplete cds 
//0. 41 : 259: 59//HS. 5843S: AF001 862 

F-NT2RP30017I6//ESTS. Highly siailar to BONE MORPHOGENETIC PROTEI 
N 1 PRECURSOR [Mus ausculus]//7. 6e-IS9: 747: 98//Hs. 6823:118181 
F-NT2RP3001724//Hoao sapiens chroaodoaain-hel icase-DNA-binding pro 
tein aRNA. coaplete cds//4. 4e-161 :56S:97//Hs. I59273:AF054177 
F-NT2RP3001727//ESTs, Highly siailar to HYPOT1CTICAL 37.7 KO PROT 
EIN ZK686.3 IN CHROMOSOME III [Caenorhabdi t is elegans]//3. 5e-1 1 6: 5 
S4:98//Hs. 1 44332 :AA046836 

F-NT2RP3001730//Huaan bRNA for KIAA012B gene, partial cds//1.3e-!0 

5:811: 78//HS. 90998:D50918 

F-NT2RP30QI739 

F-NT2RP3001 7S2//ELK1 , aeaber of ETS oncogene faai ly//7. 2e-3S:299:8 
0//Hs. 1 16549: AL0091 72 

F-NT2RP3001 753//Huaan putative cerebral cortex transcriptional reg 
ulator T-Brain-1 (Tbr-I) aRNA. complete cds//0. 10:528:56//Hs. 2213 
8:1149250 

F-NT2RP3001 764//Huaan protein-tyrosine phosphatase aRNA. coaplete 
cds//2. 4e-47 : 725: 64//Hs. 4I688:U271 93 

F-NT2RP3001 777//Huaan eukaryotic translation initiation factor (el 
F3) aRNA. coaplete cds//0. 42: 198: 61//Hs. 57783 :U78525 
F-NT2RP3001782//Hoao sapiens aRNA for KIAA0459 protein, partial cd 
s//9. 1 e- 1 53 : 7 1 0 : 98//HS .28169: AB007928 

F-NT2RP3001 792//Huaan M4 protein aRNA, coaplete cds//5. 6e-27:358:6 
9//Hs. 79024: L03 532 

F-NT 2RP300 1 799//ESTs//0. 0088 : 1 78 : 64//Hs . 1 34938 : A 1 09 1 36 1 
F-NT2RP3001819//Col 1 agen. type IX. alpha 3//0. 026: 530: 58//Hs. 5356 
3 ; L41 162 

F-NT2RP3001 844//Hoao sapiens aRNA for hair keratin acidic 3-II//0. 
90: 379: 58//HS. 32950: X82634 

F-NT2RP300 I SS4//ESTs//1 . 5e-1 00 : 501 : 96//Hs. 7221 7 : AA1 66729 
F-NT2RP3001855//Human hoaeobox-contai ning protein aRNA, coaplete c 
ds//7. 8e-35 : 481 : 67//Hs . 1 58225 : U68727 
F-NT2RP300 1 BS7//ESTs//2. 7e-85 : 414 : 98//Hs. 151001: AAS64706 
F-NT2RP3001896//ESTs. Veakly siailar to F20012. 3 gene product [C. a 
I egans] //2. 9e-94 : 452 : 98//Hs . 54952 : AA872675 

F-NT2RP3001 898//Homo sapiens bRNA for synaptogyrin 1 a//0. 65: 245:61 
//Hs. 61 39:AL022326 

F-NT2RP300191 5//ESTs//1 . 1 e-83 : 397 : 99//HS. 1 571 25: AA723896 
F-NT2RP3001 926//EST//0. 53:362: 57//Hs. 1 2791 7 :AA969185 
F-NT2RP3001 929//ESTs//7. 4e-l 6: 141 : 82//HS. 1 38852 : AA284247 
F-NT2RP3001931 

F-NT2RP3001 938//Cyc I i n-dependent kinase inhibitor 1C (p57, Kip2)// 
0.0022: 268: 6 l//Hs. 106070:U22398 

F-NT2RP3001 943//Hobo sapiens bRNA for KIAA0675 protein, coaplete c 
ds//5.8e-167:815:96//Hs. 1 5869: AB014S75 
F-NT2RP300I944//ESTS//0. 00052: 60 :91//Hs. 131 731 :AI 339335 
F-NT2RP3001 969 

F-MT2 RP300 1 989//EST//0. 00016:263: 63//H s. 1 44096 : A 1 032 1 80 
F-NT2RP3002002//Saa 1 1 inducible cytokine A5 (RANTES)//4. 0e-61 : 293: 
83//Hs. 1 55464: AF08821 9 

F-NT2RP3002004//H. sapiens bRNA for FAST kinase//5. 2e-28: 104: 100//H 
s. 75087: X86779 

F-NT2RP3002007//ESTs//0. 025 : 88 : 69//Hs. 16331 0: AA856946 
F-NT2 RP30020 1 4//E$Ts//4. 8e-70 : 29 1 : 98//Hs . 1 2 3693 : AA28382 1 
F-NT2RP3002033//Homo sapiens aRNA for HYA22, coaplete cds//0. 021:1 
7S:67//Hs. 147189: D881 53 

F-NT 2 RP300 204 5//EST s , Highly siailar to ALPHA-ADAPTIN [M.ausculus] 
//3. 8e-48 : 353 : 8 l//Hs. 1 27507 : AA993745 

F-KT2RP3002054//ESTS, Veakly siailar to KIAA0319 [H. sapi ens]//3. 0 
e-25: 212: 83//Hs. 71622 :AAI 951 55 

F-NT2RP3002056//ESTS. Highly siailar to RETINOBLASTOMA BINDING PR 
0TEIN 1 [Hoao sapiens]//4. 2e-82:407:97//Hs. 131888: AI091806 
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F-NT2RP3002057//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//3. 7e— 2 1 : 168:8S//Hs. 23094: Ml 9503 
F-NT2RP3002062//EST//0. 45 .198: 62//Hs. 1 5771 1 : A 1 35971 0 
F-NT2RP3002063//Meabrane aetal I o-endopept idase (neutral endopeptid 
ate. enkephal inase, CALLA, C010)//0.91 :194:65//Hi. 1298: J03779 
F-NT2RP3002081 

F-NT2RP30O2O97//Hooo sapiens protine and glutaaic acid rich nuclea 
r protein isofora nRNA, partial cds//0. 073:297: 61//H*. 102732: U881 S 
3 

F-NT2RP3D021 02//EST//2. 8e-l 6 : 237 : 67//H*. 1 36255 T70256 
F-NT2RP300210S 

F-NT2RP30021 42//ESTs//4, 3e-l 38 :654 : 98//Ms. 5729: AA30601 8 
F-NT2RP3002146//H. sapiens aRNA for RanGTPase activating protein 1/ 
/0. 27:276:62//Hs. 5923:882260 

F-NT2RP3002 1 47//Huaan ONA sequence froa clone 431H6 on chroaosoae 
16. Contains a novel gene with soae hoaology to aouse Httl (Heaatol 
ogical and Neurological expressed sequence 1) doanstreaa of a puta 
live CpG island. Contains ESTs and GSSs//6. 0e-5l : 204: 99/ /Hs. 10725 
6:AL03I009 

F-NT2RP30021 S1//G1 to S phase transition I//2. 6e-37 : 292 :81//Hs. 270 
7:117644 

F-NT2RP3002163//Huaan ONA f ragaentat ion factor-45 aRNA. coaplete c 
ds//0. 46 : 224 : 60/ZHs. 1 55344: U9t 985 

F-NT2RP3D021 65//ESTs. Highly siailar to TRANSCRIPTIONAL REGULATOR 
PROTEIN HCNCP [Hus auscul us]//3. Oe-61 : 340: 93//Hs. 1 1 379:AA594I40 
F-NT2RP30021 66//EST//0. 039:114: 69//HS. 1 40335 : AA737046 
F-NT2RP30021 73//ESTs. leakly siailar to HYPOTHETICAL 92.1 KD PROTE 
IN ZK1 098. 3 IN CHROMOSOME III [Caenorhabdi tis elegans]//4. Oe-39: 25 
5: 72//Hs. 141429: AA631 915 

F-NT2RP30021 81//ESTs//3. 60-111:518: 99//HS. 1 28505 : AA306435 
F-NT2RP3002244//Myos in. heavy polypeptide 6, cardiac auscle. alpha 
(card ioayopa thy. hypertrophic D//0. 98: 242: 57//HS. 1 14001: 220656 
F-NT2RP3002248 

F-NT2RP3002255//ESTs//8. 4e-1 9: 227 : 75//Hs. 122817: AA77226 1 
F-NT2RP3002273//Hoao sapiens hoaeobox protein A10 (H0XA10) gene, c 
oaplete cds//0. 42: 189: 62//Hs. 1 10637: AC004080 
F-NT2RP3002276//ESTS//8. 2e-97:463:98//Hs. 45120: AA225139 
F-NT2RP3002303//ESTs//7. le-10: 96: 87//H*. 135700: AA989386 
F-NT2RP3002304//Protein phosphatase 1. catalytic subunit, beta iso 
f ora//t. 3e-05 : 496 : 60//Hs . 21537: X80910 
F-NT2RP3002330//ESTs//l. 3e-81 :482:90//Hs. 1 21 460: AA7 44871 
F-NT2RP3002343//Hoao sapiens potass iua channel aRNA. coaplete cds/ 
/0. 30:462: 56//Hs. 143624: AF033383 

F-NT2RP30023S1//NAD-OE PENDENT METHYLENETETRAHYDROFOLATE 0EHY0R0CEN 
ASE//1 . 6e-65: 588 : 75//HS. 1 54672: XI 6396 

F-NT2RP3002352//Hoao sapiens aRNA for protein encoded by cxorfS (7 
1-7A) gene//4. 2e- 166: 770: 98//Hs. 6483 :Y1 6355 

F-NT2RP3002377//Hoao sapiens aRNA for KIAA0788 protein, partial cd 

s//7. 5e- 1 6 1 : 91 1 : 89//Hs. 2397 : Z70200 

F-NT2RP3002399 

F-NT2RP3002402//ESTs. Veakly siailar to F02E9. 6 [C.elegans]//4.3e- 
41 : 233 : 94//Hs. 22880: AA0S6274 

F-NT2RP3002455//Hoao sapiens aRNA for KIAA0678 protein, partial cd 
s//3. 9e-l 40 : 649: 99//HS. 1 2707 : AB01 4578 
F-NT2RP3002484//ESTs//0. 95: 166:63//Hs. 149993 :AI 291310 
F-NT2RP3002501//ESTS//0. 92:43:90//Hs. 119314:AA432108 
F-NT2RP300251 2//Hoao sapiens aRNA for KIAA0466 protein, partial cd 
s//1 . 0: 173: 61//Hs. 81234: AB007935 

F-NT2RP3002529//Huaan vacuolar protein sorting hoaolog h-vps45 aRN 
A. coaplete cds//4. 4e-146:763:93//Hs. S7738:U35246 
F-NT2RP300254S//Hoao sapiens aRNA for KIAA0729 protein, partial cd 
s//5. 9e-1 80: 833: 98//Hs. 1 9542 : AB0 1 8272 

F-NT2RP3002549//ESTs. Veakly siailar to POLYPOSIS LOCUS PROTEIN I 
[H. sapiens]//! . 3e-42: S10:70//Hs. 967S9:AA469984 
F-NT2RP3002566//Carni tine acetyl transferase//0. 032: 226: 62//Hs. 1206 
8: X78706 

F-NT2RP3002587//EST//4. 8e-31 : 330: 74//HS. 1 39415: AA426054 
F-NT2RP3002 590//EST//1 . 3e-40 : 202 : 1 00//Hs . 1 4471 6 : A 11 87919 
F-NT2RP3002602//RYANOOINE RECEPTOR, SKELETAL MUSCLE// 1. 3e-06: 280: 6 
3//HS. 89631 :U48S08 
F-NT2RP3002603 

F-NT2RP3002628//Hoao sapiens aRNA for MSJ-1, coaplete cds//l.5e-0 
5:264: 61 //Hs. 3845 : ABQ1 4888 

F-NT2RP3002631 //Hoao sapiens ADAM 21 aRNA, partial cds//0. 97:320:5 
8//Hs. 121287: AF029900 

F-NT2RP30026S0//Hoao sapiens aRNA for carti I age-associated protein 
(CASP)//2. 6e-1 3: 441 :63//Hs. 155481 :AJ006470 
F-NT2RP30026S9//Huaan TAR RNA loop binding protein (TRP-185) aRNA, 
coaplete cds//l. 7e-05:61S:S8//Hs. 1 SI SI 8 : U38847 
F-NT2RP3002660//ESTs//2. 9e-32:164: 100//Hs. 152982 :AA584 308 
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F-NT2RP3002663//ESTS. Highly siailar to OXYSTEROL-BINDING PROTEIN 
[Hobo sap i ens]//4. 1 e-38: 493 : 70//Hs. 41086 : A 1 337400 
F-NT2RP3O02671//E$Ts//3. 7e-05: 288: 59//HS. 161 359: AI42I 991 
F-NT2RP3002682//ESTs. Veakly siailar to FI 7C1 1 . 8 [C. el egans]//l . 6 
e-6 1:294:1 00/ /Hs . 1 28750 : A 1 367 584 
F-NT2RP3002687 

F-NT2RP3002688//EST//1 .0:312: 58//Hs. 1 56800 : A I 352200 
F-NT2RP3002701 //EST//0. 00083 : 55 : 87//Hs. 1 59750 : A 1 393657 
F-NT2RP30027 1 3//ESTs//0. 93 : 229: 61 //Hs. 1 50459: Al 279514 
F-NT2RP3002763//ESTs//1.7e-97:4l9:96//Hs. 121593:186291 
F-NT2RP3002770//Hoao sapiens G protein-coupled receptor kinase 6 
(GRK6) gene, partial cds//0. 91 : 161 : 62//Hs. 1 29736 :AF040753 
F-NT2RP3002785 

F-NT2RP3002799//EST//1 . 7e-17: 1 99: 73//Hs. 1 1 8694: AA14871 3 
F-NT2RP3002810//ESTs. Veakly siailar to KIAA0062 [H. sapiens]//! . 4 
e-76 : 423 : 93//Hs. 41068: AA8443 50 

F-NT2RP30028 1 8//Hoeo sapiens jerky gene product hoaolog aRNA, coap 
lete cds//2. 2e-55: 61 5: 70//HS. 105940 :AF00471 5 
F-NT2RP3002861//ESTs//l . 1e-88 : 468 :94//Hs. 1 59821 : AA524070 
F-NT2RP30O2869//ESTs//3. 4e-23 : 1 32 : 97//HS. 148873 : T33582 
F-NT2RP30Q2876//Hoao sapiens aRNA for B120. coaplete cds//2. 7e-90: 
557: 88//HS. 1 23090:AB001 895 

F-NT2RP3002877//ESTs//1 . 1 e-1 9 : 1 60 : 84//HS. 1 1 8273 : AA626040 
F-NT2RP3002909//Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s//1 . 8e-l8l : 853: 98//Hs. 6162:AB018314 
F-NT2RP300291 1//ESTs//2. 8e-07 : 1 60: 70//Hs. 140402 :AI 138765 
F-NT2RP3002948//ESTs. Highly siailar to RING CANAL PROTEIN [Oroso 
phi I a ae I anogas t er]//1 . 4e-1 33 : 645 : 97//HS. 3826 : U69S60 
F-NT2RP30029S3//Hoao sapiens aRNA for K1AA0S88 protein, coaplete c 
ds//5. 2e-1 3: 594: 57//Hs. 74599: AB01 1 160 

F-NT2RP3002955//Hoao sapiens aRNA for KIAA0719 protein, coaplete c 
ds//0. 76:412: 57//Hs. 21 1 98: AB01 8262 

F-NT2RP3002969//EST//3. 7e-50 : 272 : 94//Hs. 1 62331 : AA563B70 
F-NT2RP3002972//Hoao sapiens PAC clone OJ13QH16 froa 22q1 2. 1-qter/ 
/5. I e-35 : 361 : 75//Hs. 8003 : AC004997 

F-NT2RP3002978//ESTs//2. 8e-46 : 253 : 95//Hs. 1 51924: Al 287703 
F-NT2RP3002985//Huaan TFI IB related factor hBRF (HBRF) aRNA. coapl 
ete cds//0. 071:550: 58//Hs. 32935:U2883B 
F-NT2RP3002988//EST//0. 001 6:180: 63//Hs. 1 47632 : A 1 21 8308 
F-NT2RP3003008//Huaan DNA-binding protein (KRC1) aRNA. coaplete cd 
s//0. 59: 201 :63//Hs. 72925:191 083 

F-NT2RP3003032//ESTs//9. 1 e-40 : 241 :92//Hs. 1 13363 :C06446 
F-NT2RP3003059//ESTS//0. 0015:399: 58//Hs. 1 36895 : AA897749 
F-NT2RP3003061//Ankyr in 1. erythrocy t ic//4. 5e-14:633:59//Hs. 1242:X 
16609 

F-NT2RP3003068//EST//0. 00014:80: 83//Hs, 121993: AA777928 
F-NT2RP3003071//ESTS//1. le-62: 315:98//Hs. 16141 :V56079 
F-NT2RP3003078 
F-NT2RP3003101 

F-NT2RP30031 21//EST, Moderately siailar to MM ALU SUBFAMILY SC V 
ARN INC ENTRY MM [H. sapiens]//0. 98 : 88: 68//HS. 9971 5: AA292700 
F-NT2RP30031 33//EST//8. Oe- 1 7 : 2 1 8 : 68//Hs. 1 3481 5: AI090740 
F-NT2RP30031 3B//Koao sapiens vasopressin-activated calciua aobi I iz 
ing putative receptor protein (VACM-1) aRNA, coaplete cds//0. 013:4 
38:57//Hs. 101 299: AF01 7061 

F-NT2RP3003t39//E$Ts//0. 020: 260:61//Hs. 59142:188975 
F-NT2RP30031 45//Hoao sapiens aortic carboxypeptidase-l ike protein 
ACLP aRNA. coaplete cds//2. 2e-20:430:63//Hi. 118397 :AFQ53944 
F-NT2RP3003I50 

F-NT2RP30031 57//Huaan repressor transcr i pt ional factor (ZNFB5) aRN 
A. coaplete cds//2. 0e-7 2:894 :68//Hs. 37 138: U3S376 
F-NT2RP300318S//Hoao sapiens aRNA for KIAA0521 protein, partial cd 
s//0. 045:410: 59//Hs . 6 1 SO : AB0 1 1 093 

F-NT2RP3003 1 93//Z i nc finger protein 10 (K0X 1)//2. 4e-74:737: 71//H 
S. 2479:178933 

F-NT2RP30031 97//E$Ts//l . 8e-24: 1 30: 1O0//HS. 162504:AA66821 1 
F-NT2RP3003203//ESTs//3. 5e-30: 232 :82//Hs. 6880 : V26854 
F-NT2RP3003204//ESTs//3. 1 e-1 09: 524: 98//Hs. 1 52982 : AA584308 
F-NT2RP3003210//ESTs//3. 6 e-1 6: II 3:91//Hs. 121030: AA625325 
F-NT2RP3003 2 1 2//EST// 1 . Oe- 52 : 500 : 74//Hs . 161635:822525 
F-NT2RP3003230//Huaan aRNA for act in binding protein pS7, coaplete 
cds//6. Oe- 55:587: 70//H s. 1 09606 : 044497 
F-NT2RP3003242//Hoao sapiens stanniocalcin-2 (STC-2) aRNA, coaplet 
e cds//1.2e-129:617:98//Hs. 1 55223 :AF055460 

F-NT2RP3003251//H. sapiens StafSO aRNV/1. le-68: 651 :76//Ha. 68054 :X8 
2200 

F-NT2RP3003264//Huaan bullous 230 kDa peaphigoid antigen (BPAG1) a 
RNA. coaplete cds//0. 069: 382: 59//Hs. 620:1169225 
F-NT2RP3003278//Hoao sapiens hook2 protein (H00K2) aRNA, coaplete 
cds//0. 98:261: 59//Hs. 30792 : AF044924 
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F-NT2RP30Q3282//Hoao sapiens dynaain (DNH) aRNA, coaplete cds//4. 2 
e-133:694:93//Hs. 1 1 702: L36983 

F-NT2RP3003290//Huaan aRNA for RTP. coaplete cds//6. 3e-66:662:71// 
Hs. 75789:087953 

F-NT2RP3Q033O1//EST//1 . 0 : 58 : 74//H* . 1 5857S : A 1 368947 
F-NT2RP3003302//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//3. 1 e-91 : 681 : 80//Hs . 23094 : Ml 9503 
F-NT2RP300331 1//ESTs//0. 95: 3D8:59//Hs. 27308: AA534947 
F-NT2RP300331 3//ESTs//0. 0016 : 345: 6 1//Hs..t 43304 :AI 084058 
F-NT2RP3003327//H. sapiens Staf50 aRNA//8. Oe- 31 : 253: 67//H*. $8054: X8 
2200 

F-NT2RP3003330 

F-NT2RP3003344 

F-NT2RP3003346//H. sapiens aRNA for delta 4-3-oxosteroid 5 beta-red 
uctase//1.2e-42:644:66//Hs. 2638:228339 

F-NT2RP3003353//Breast cancer 1. ear ly onset//0. 30: 145: 67//H*. 6674 
6:L78833 

F-NT2RP3003377//Huaan aRNA for cadherin-IS. coaplete cds//0. 019:41 
6:60//Hs. 148090:083542 

F-NT2RP3003384//ESTs//l . 1 e-65 : 346 : 96//Hs. 35012: R92791 
F-HT2RP300338S//ESTI, Highly siailar to SKD3 [M. aus cuius] //7. Oe-7 
4: 384: 96//Hs. 21 263 : HI 6363 

F-NT2RP3Q03403//ESTs//4. 9e-1 2 : 335: 63//HS. 87258 : AA463850 
F-NT2RP3Q03409//Huaan DHHC-doaa in-containing cysteine-rich protein 
aRNA. coaplete cds//3. 2e-22:43Q:63//Hs. 1 1 3272 : U90653 
F-NT2RP300341 1//Huaan aetal tothionein-le gene (hNT- 1 e)//0. 99: 1 1 6: 6 
2//Hs. 741 70:1110942 

F-NT2RP3003427//ESTs//0. 24:447 : 61//Hs. 160907: Al 422830 
F-NT2RP3003433//Protein tyrosine phosphatase, non-receptor type 12 
//l . 0 : 243 : 6 1 //Hs . 62 : B93425 

F-NT2RP3003464//Hoao sapiens rab3-GAP regulatory doaain aRNA, coap 
lete cds//1. 7e-1 82:853: 98//HS. 14934: AF 00482 8 

F-NT2RP3003490//Hoao sapiens aRNA for KIAA0725 protein, partial cd 
s//5. 2e- 175:826: 98//Hs. 26450: ABO 1 8268 

F-NT2RP3003491 //Ryanodine receptor 2 (cardi ac)//l . 0: 148: 66//Hs. 908 
21:198330 

F-NT2RP3003500//ESTs//0. 86:211 :62//Hs. 1 36037 : AA01 3302 
F-NTZRP3003S43//Hoao sapiens clone 23790 unknown protein aRNA. cow 
Plate cds//0. 64:626: 58//Hs. 1 50828: AF038169 
F-NT2RP3003S52 

F-NT2RP3003555//ESTs//1 . 4e-12:8l :98//Hs. 144487: A 141 8322 
F-NT2RP3003564//EST//4. Se-08 : 1 86 : 69//HS. 1 1 6769: AA630365 
F-NT2RP3003572//EST//0. 27: 105: 69//Hs. 162I34:AAS263l 1 
F-NT2RP3003576//ESTS//1. 2e-57:277:84//Hs. 1 38852 :AA284247 
F-NT2RP3003589//RAS-RELATEO PROTEIN RAB-8//6. 3e-38: 373: 73//Hs. 1231 
09X56741 

F-NT2RP30O362 1 //HEPATOCYTE GRONTH FACTOR ACTIVATOR PRECURS0R//8. 0 

e-09:564:61//Hs. 104:014012 

F-NT2RP3003625 

F-NT2RP3003656 

F-NT2RP3003659 

F-NT2RP3003665//E$Ts//0. 015:221: 62//Hs. 1 53705 : AA527 586 
F-NT2RP3003672//ESTs//0. 70:351 :57//Hs. 27633 :N76 184 
F-NT2RP3003680//Huaan Be 12. p53 binding protein Bbp/S3BP2 (B8P/53B 
P2) aRNA, coaplete cds//0.0l3: 190:6 3//Hs. 44585 :U58334 
F-NT2RP3003686//Hoao sapiens clone 24519 unknown aRNA. partial cds 
//0. 69 : 246 : 62//Hs. 1 1 8463 : AF0S5000 
F-NT2RP3003701 //E5T//0. 93 : 79: 69//Hs. 1 45285: Al 249848 
F-NT2RP3O03716//Hoao sapiens KIAA040S aRNA, coaplete cds//8. 3e-24: 
478: 6I//Hs. 48998: AB00786S 

F-NT2RP3003726//Hoao sapiens aRNA for KIAA0757 protein, coaplete c 

ds//7 . 4e- 1 50 : 7 00 : 9B//H s . 485 1 3 : ABO 1 8300 

F-NT2RP3003746 

F-NT2RP3003795//ESTS//7. I e-20: 228: 74//Hs. 1 5957 1 : AA4 54230 
F-NT2RP3003799 

F-NT2RP3003800//Gardner-Rasheed feline sarcoaa viral (v-fgr) oncog 
ene hoaolog//4. 7e-41 :432:73//Hs. 1 422 :Nt 9722 

F-NT2RP3003805//Nyos i n. heavy polypeptide 6, cardiac ausefe, alpha 
(card ioayops thy, hypertrophic U//0. 98:242: 57//Hs. 1 14001 :Z206$6 
F-NT2RP3003809//Huwan transcription factor, forkhead related activ 
ator 4 (FREAC-4) aRNA. coaplete cds//5. le-07:624:59//Hs. 96028:AF04 
2832 

F-NT2RP3003BI 9//Huaan ring zinc-finger protein (ZNF127-Xp> gene an 
d S' flanking sequence//0. 84: 171 :63//Hs. 102877 : U4 1 31 S 
F-NT2RP3003825 

F-NT2RP3003828//ESTS//2. 1 e- 1 2 : 434 : 6 1 //Hs. 1 56864 : Al 346481 
F-NT2RP3003831 

F-NT2RP3003833//Hoao sapiens clones 24718 and 24825 aRNA sequence/ 
/l. 6e-48: 242: 98//Hs. 25300:AF07061 1 

F-NT2RP3003842//I ntegr i n, beta 8//1 . 0: 345: 60//Hs. 832:N73780 
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F-NT2RP3003846//Hoao sapiens aRNA for KIAA0725 protein, partial cd 
s//1. 3e-37:33S:68//Hs. 26450: AB01 8268 

F-NT2RP3003870//Hoao sapiens aRNA for KIAAOSOO protein, coaplete c 
ds//1 . 3e-175: 805: 99//Hs. 1 18738: AB01 8343 

F-NT2RP3003876//ESTs, Highly siailar to Rabin3 [R. norvegi cus]//6. 8 
e-39: 243: 90//Hs. 1 24832 :AA846 576 

F-NT2RP3003914//ESTS, Veakly siailar to UCP-GLUC0SE: GLYCOPROTEIN G 
LUCOSYLTRANSFERASE PRECURSOR [0. ael anogas ter]//l . la-107: 499: 99//H 
S. 105794: AA701 659 

F-NT2RP3003918//Hoao sapiens VANP-assoc iated protein of 33 kDa (VA 
P-33) aRNA, coaplete cds//8. 3e-49: 404: 77//Hs. 9006 :AF057358 
F-NT2RP3003932//EST s//Q. 94; 278: 58//HS. 1 5661 : 802396 
F-NT2RP3003989//ESTS//1 .0:174: 64//H*. 8095 : A 1 359006 
F-NT2RP3Q03992//Cycl ic nucleotide gated channel (photoreceptor), c 
CMP gated 2 (beta)//0. 00070: 433 :58//Hs. 93909 :AF042498 
F-NT2RP3004013//ESTs, Moderately siailar to N-phase phosphoprotein 
4 [H. sapi ens]//2. 8e-l 27 : 6 1 7 : 97//H*. 1 421 SI :AA984061 
F-NT2RP30040I6//Huaan p300/CBP-associ ated factor (P/CAF) aRNA, coa 
ptete cds//0. 0086: 283 :62//Hs. I55302:U573I7 
F-NT2RP3004041 //EST//0. 98 : 264 : 58//Hs. 1 27552 : AA953234 
F-NT2RP3004051//Huaan aRNA for KIAA0319 gene, coaplete cds//7.0e-6 
3:774:67//Hs. 26441 :AB0023!7 

F-NT2RP3004070//EST//6. 8e-22 : 163: 85//Hs. 1 32635 : Al 032875 
F-NT2RP30O4O78//Regul atory factor (trans-act ing) 2 (influences HLA 
class II expression)//5.3e-90:520:90//Hs. 100007:176091 
F-NT2RP30Q4093 

F-NT2RP300409S//Huaan clone 23732 aRNA. partial cdi//3. 3e-27: 372:6 
9//Hs. 81281 :U792SB 

F-NT2RP30041 10//Huaan aRNA for KIAA0392 gene, partial cds//1.2e-2 
0:211 :77//Hs. 40100 :AB002390 

F-NT2RP30041 25//ESTs, Highly siailar to OOCYTE ZINC FINGER PROTEI 
N XLC0F7. 1 [Xenopus I aev i s)//l. 0e-126: 590: 99//HS. 1 29888: AI096509 
F-NT2RP300414S 
F-NT2RP3004148 

F-NT2RP30041 55//Hoao sapiens tiaing protein CLK-I aRNA. coaplete c 
ds//Z. la- 1 21 :S78:98//Hs. 1 571 1 3: AF032900 
F-NT2RP3004189//ESTS//1. 3e-80: 409. 97//HS. 151001 AAS64706 
F-NT2RP3004206//Huaan aRNA for stac, coaplete cds//1 . 0 : 24S:60//Hs. 
56045:086640 

F-NT2RP3004207//Transcription factor 3 (E2A iaaunoglobul in enhance 
r binding factors EI2/E47)//0. 095: 281 : 62//Hs. I01047:M31 523 
F-NT2RP3004209//ESTs//5. Se-87 : 458 : 94//Hs. 1 55303 : Al 22 1 835 
F-NT2RP30042 1 5//ESTs//0. 074:56 : 80//Hs. 1 63590 :H4336 1 
F-NT2RP3004242 

F-NT2RP3004246//EST//0. 20:219: 63//Hs. 1 61 920 : AA483240 
F-NT2RP3004253//ESTs//1. 2e-36:204: 96//Hs. I43588.A1 149140 
F-NT2RP3004258//Huaan gene for neurof i laaent subunit H (NF-M)//7.2 
e-07 : 369 : 59//Hs .71346: Y00067 

F-NT2RP3004262/ /Hobo sapiens heat shock protein hsp40-3 aRNA. coap 
lete cds//!.0e-1S4:733:98//Hs. 158471 :AF088982 

F-NT2RP3004282//Hoao sapiens torsi nA (0YTI) aRNA, coaplete cds//4. 

2e-26: 597 : 61//HS. 19261 :AF007871 

F-NT2RP3004332 

F-NT2RP3004334//ESTs//8. 8e-27 : 142 : 99//Hs. 28068 : H06285 
F-NT2RP3004341//EST//0. 0068 : 2 1 3 : 64//Hs. 1 53208 : X98426 
F-NT2RP3004348//ESTS//1 . 2e-1 8 : 1 26 : 93//Hs. 58595 : AA830999 
F-NT2RP3004349//ESTS, Veakly siailar to HYPOTHETICAL 92.1 KD PR0TE 
IN ZKI098.3 IN CHROMOSOME III [Caenorhabdi t i s elegans]//3. 9e-45:33 
7 : 83//Hs. 1414Z9: AA63191S 

F-NT2RP3004378//E$Ts, Veakly siailar to weak siailarity to procoll 
agen alpha chain 1 (V) chain [C. elegans]//4. 3e-125:608:98//Hs. 12878 
1 : AAI60707 

F-NT2RP3004399//H. sapiens aRNA for leucine-rich priaary response p 
r o t e » n 1 //2 . 3e- 1 4 1 : 804 : 90//Hs . 1 23 1 22 : X97249 

F-NT2RP3004424//EST*. Veakly siailar to JTV-1 [H. sapi ens]//3. 2e-12 
2:609: 96//Hs. 201 32: AA2031 1 3 

F-NT2RP3004428//Hoao sapiens ALR aRNA. coaplete cds//0. 00044:458:6 
0//HS.1 53638: AF010403 

F-NT2RP30Q4451//Bone aorphogenet ic protein 8 (osteogenic protein 
2)//0. 00023 : 357 : 59//HS. 99948 : M9701 6 

F-NT2RP3004454//Hoao sapiens aRNA for KIAAQ448 protein, coaplete c 
ds//2. Oe- 1 24 : 583 : 99//Hs . 27349 : AB00791 7 

F-NT2RP3004466//Hoao sapiens aRNA for KIAA0664 protein, partial cd 
s//0. 48 : 399 : S8//H s. 226 1 6 : ABO 1 4S64 

F-NT2RP3004470//EST//I. 3e-56: 331 :91//Hs. 136830: AA7692 19 
F-NT2RP3004472 

F-NT2RP3004475//Hoao sapiens aRNA for KIAA0456 protein, partial cd 
s//9 . 8 e- 1 S2 : 7 1 5 : 98//Hs . 5003 : AB00792 5 

F-NT2RP3004480//ESTS, Highly siailar to VACUOLAR SORTING PROTEIN 
35 [Saccharoayces cerevi s»ae]//4. 6e-U8: 547 : 99//Hs. 1 24768 :AA307735 
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F-NT2RP3004490//Hoao sapiens aRNA for Musashi, coaplete cds//2.3e- 
156:752:97//Hs. 1 5831 1 : ASOt Z851 

F-NT2RP30O4498//ESTs, Moderately siailar to ROSA26AS [M.ausculus]/ 
/3. Se-B9:425:99//H«. 1 26082 : A 1 0777 1 S 
F-NT2RP3OO4503//EST//5. 3e-49 : 399 : 81 //Hi. 1 62335 : AA564256 
F-NT2RP3QO4504/ /Hobo sapiens aRNA for KIAA0479 protein, partial cd 
s//l. 0:370: 59//Hs. IS8244:AB00794B 

F-NT2RP3004507//Huaan zinc finger protein (MAZ) aRNA//0. 86: 129:66/ 
/Hs. 7647:1194046 

F-NT2RP3Q04527//EST//0. 053:260: 62//Hs . 1 233 1 4 : AA8 1 Oil 0 
F-NT2RP3004S34//E$Ts//3. 5e-78: 370: 99//H*. 1 32808: AI031 571 
F-NT2RP3004539//Hoao sapiens aRNA for KIAA0632 protein, partial cd 
s//2. 7e-l 46 : 679 : 98//Hs. 75970 : AB01 4532 

F-NT2RP3004544//HOBO sapiens aRNA for KIAA0554 protein, partial cd 
S//9. le-171 : 793:98//Hs. 74750: AB011 1 26 

F-NT2RP3004566//ESTS. Highly siailar to ZINC FINGER PROTEIN NLZ-4 
[Mu s auscu I os] //l. 2 e-66 : 36 2 : 94//Hs . 1 25870 : A I 36496 7 
F-NT2RP3004569 

F-ttT2RP3004572//Hoao sapiens cofactor of initiator function (CIF15 
0) aRNA. coaplete cds//3. 3e-I8t :860:97//Hs. I22752:AF026445 . 
F~NT2RP3004578//Hoao sapiens aRNA for KIAA0454 protein, partial cd 
s//4. 0e-85 :422 : 97//Hs. 1 29928: AB007923 

F-NT2RP3004594//Hoao sapiens aRNA for AND-1 protein//3. 7e-1 60: 796: 
95//Hs. 72160: AJ006266 

F-NT2RP30046 1 7//ESTs, feakly siailar to estrogen-responsive finger 
protein, efp [H. sapi ens]//6. 4e-l3: 3S6:64//Hs. 1 241 38: A 1 2663 36 
F-NT2RP3004618//ESTs//l . 5e-42: 481 : 70//Hs. 1 30768: AA909232 
F-NT2RP3004669//Huaan plectin (PLEC1) aRNA. coaplete cds//0. 0099: 5 
38 :56//Hs. 79706 :US3204 

F-NT 2 RP30046 7 0/ /Hobo sapiens soxl gene//0. II : 31 1 :58//Hs. I44029:YI3 
436 

F-NT2RP4000008//ESTs. Highly siailar to CHLORINE CHANNEL PROTEIN 
P64 [Bos taurus]//8.0e-177:827:98//Hs. 118991 AA675919 
F-NT2RP4000023//ESTs//1.4e-33: 182:96//Hs. I22722:AA455668 
F-NT2RP4000035//ESTs//1. 1 e-23:283 :72//Hs. 142147: AA706495 
F-NT 2 RP400004 9/ /Hobo sapiens decoy receptor 2 aRNA, coaplete cds// 
6. 8e-83:556:8S//Hs. I29844:AF029761 

F-NT 2R P400005 1 //Hoao sapiens aRNA for cartilage-associated protein 
(CASP)//4. 9e-13:44l :62//Hs. 155481 :A3006470 
F-NT2RP4000078//Hoao sapiens aRNA for NSt-binding protein (NSl-BP) 
//8. Oe-151 :720: 97//Hs. 1 59597:AJ01 2449 
F-NT2RP4000I02//ESTS//8. 8e-33 : 184 : 82/ZHs. 93054: H47743 
F-NT2RP4000I09//Hoao sapiens aRNA for HEGF5. partial cds//l.4e-16 
7 : 774: 99//HS. 57929: AB01 1538 
F-NT2RP40001 It 

F-NT2RP4000I 29//Hoap sapiens aRNA for KIAA0483 protein, partial cd 
s//l . 1 e-1 1 5: 548: 98//HS. 64691 : AB007952 

F-NT2RP4000 1 47/ /Huaan aRNA for KIAA0041 gene, partial cds//0.0004 
5: 212:63//Hs. 75520:026069 
F-NT2RP40001 50 

F-NT2RP40001 SI //Hoao sapiens chroaosoae 7q22 sequence//0. 98:431 : $9 
//Hi. 3386: AF0 53 3 56 
F-NT2RP4000I 59 
F-NT2RP4000167 

F-NT2RP4000I85//ESTS//1. 1e-5 1:240 :68//Hs. 33020 :N3 1 946 
F-NT2RP40002l0//Hoao sapiens aRNA for K1AA0700 protein, partial cd 
s//1.6e-l75:825:98//Hs. 13 999: ABO 14600 
F-NT2RP40002 1 2//ESTs//l . 6e- 1 0 : 74 : 95//Hs. 111885: AA422006 
F-NT2RP400021 4//ESTs//3. 9e-1 1 : 225: 68//Hs. 59793:AA451 731 
F-NT2RP40002 1 8/ /Huaan G protein-coupled receptor (STRL22) aRNA. co 
aplete cds//6. 2e-34: 425: 7 1//Hs. 46468:045984 

F-NT2RP4000243//Hoao sapiens aRNA for cartilage-associated protein 
(CA$P)//8. 6e-1 58: 771 : 97//Hs. 1 55481 :AJ006470 
F-N72RP4000246/ /E5Ts, Highly siailar to NPC DERIVED PROLINE RICH P 
ROTE IN I [M. auscu lus]//1 . 9e-62 : 384: 89//Hs. 1 15498: AA436298 
F-NT2RP4000259//Hoao sapiens clone 683 unknown aRNA, coaplete sequ 
ence//9. 4e-130: 604:99//Hi. 43728: AF09I092 
F-NT2RP4000263 

F-NT2RP4000290//EST//1 .0:149:6 3//Hs. 1 36928 : AA6 1 2580 
F-NT2RP400031 2//Huaan aRNA for KIAA0I47 gene, partial cds//1.5e-4 
2: 685:63//Hs. 1 581 32 : D6348 1 

F-NT2RP4000321//Hoao sapiens gene for insulin receptor substrate- 
2. coaplete cds//8. 6e-05: 547: 57//Hs. 143648: AB0007 32 
F-NT2RP4Q00323//Huaar» HCF1 gene related aRNA sequence//0. 48: 589: 58 
//Hi. 83634: U52 II 2 
F-NT2RP4000355 

F-NT2RP4000360//Hoao sapiens aRNA for KIAA0738 protein, coaplete c 
ds//6. 4e-l42:654:99//Hs. 107479: AB01 8281 

F-NT2RP4000367//Hoao sapiens IkappaB kinase coaplex associated pro 
tein (IKAP) aRNA, coaplete cdi//8. 5e- 137: 649: 97//Hi. 31 323: AF0441 95 
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F-NT2RP4000370//ESTs. leak I y siailar to MITOCHONDRIAL PEPTIDE CHAI 
N RELEASE FACTOR I PRECURSOR [S. cerevi s iae]//l. 2e-09: 1 57: 76//Hs. 97 
950: Al 382073 

F-NT2RP4000376//1 -PHOSPHATIDYL INOSITOL-4, S-B I SPH0SPHATE PHOSPH00IE 
STERASE BETA 2//0. 098 : 291 : 59//Hs. 994:M95678 

F-NT2RP4000381//Myosin, heavy polypeptide 7. cardiac auscle, beta/ 
/0. 00025:509: S9//Hs. 929 : H5796S 

F-NT2RP4D00398//Z inc finger protein 140 (clone pHZ-39)//4. 9e-60:46 
9:6B//Hs. 1 54205 :U09 368 

F-NT2RP400041 5//ESTs//0. 85:89: 67//Hs. 152312: AA485688 
F-NT2RP400041 7//Hoao sapiens alpha 1. 2-aannosidase IB aRNA, coaple 
te cds//0. 014:178 : 66//Ms. 1 2531 5 : AF0271 56 

F-NT2RP4000424//Huaan G protein-coupled receptor (STRL22) aRNA. co 
aplete cds//2.0e-34:431 : 73//Hs. 46468 :U45984 

F-NT2 RP4000448/ /Huaan aRNA for KIAA01I8 gene, partial cds//l.9e-3 
7:360:7S//Hs. 154326:042067 

F-NT2RP4000449//EST//0. 84:113: 65//Hs . 1 45274 : A 1 249468 
F-NT2RP4000455//ALPHA-2C-1 ADRENERGIC RECEPTOR//0. 063: 221 :6I//Hs. 1 
23022 :J03853 

F-NT2RP4000457//H. sapiens aRNA for herpesvirus associated ubiquiti 
n-specific protease (HAUSP) //I. 1e-05: 532: 57//Hs. 78683:272499 
F-NT2RP4000480//Hoao sapiens aRNA, coaplete cds//0. 056.655: 60//Hs. 

1 33 151 : AB001S3S 

F-NT 2 RP400048 1 / /Hub* n aRNA for KIAA026B gene, partial cds//0.46:27 
2 : S8//Hs. 78862 : D87742 

F-NT2RP4000498//Huaan DNA binding protein FKHL15 (FKHL15) aRNA. co 
aplete cda//0. 94: 133:69//Hs. 159234: U89995 

F-NT2RP4000500//V-ayb avian ayeloblastosis viral oncogene hoaolog- 
I ike 2//0. 60: 335:61/ /M* . 74605:813293 

F-NT2RP400051 5//ESTs//2. 9e-4S : 253 : 95//HS. 1 04898 : AA429594 
F-NT2RP400051 7//EST//0. 043:131: 64//HS. 99030 : AA443904 
F-NT 2 RP40005 1 8/ /Hoao sapiens aRNA for ATP-dependent RNA helicase, 
parti al//2. 0e-34:203 :93//Hs. 99423 :AJ0 10840 

F-NT2RP400051 9//Huaan aRNA for KIAA0374 gene, coaplete cds//0. 33:1 
54:66//Hs. 100837 :AB002 372 
F-NT2RP40 00524 
F-NT 2RP4000528 

F-NT2RP4000541//ESTs//2. 1 e-51 : 251 : 99//Hs. 1 57240: A 1 3481 54 
F-NT2RP4QQ0556//EST s , Highly siailar to 60S RIBOSOMAL PROTEIN LI I 
[R. norvegicus]//!. 1 e-27:162: 93/ZHs. 25597: H93026 
F-NT2RP4000560//ESTs//2. 5e-09:181 :66//Hs. 122609: AA778351 
F-NT2RP4000588//ESTs// 1 . 4e-46 : 533 : 70//Hs . 8836 : AA 1 8 1 053 
F-NT2RP40Q0614//Hoao sapiens TLS-associated protein TASR-2 aRNA. c 
oaplete cds//1. 0e-139:666:98//Hs. 42I4:AF067730 
F-NT2RP4000638//Fibroblasl growth factor 2 (basic)//1.0:226:6l//H 
s.56066:J04513 

F-NT2RP4000648//ESTs//2. Se-1 1 : 1 I6:80//Hs. 115449: AA4I 8396 
F-NT2RP4000657//Hoao sapiens bone aorphogenet ic protein 11 (BMP 1 1 ) 
aRNA, coaplete cds//0. 00056: 367: 60//Hs. 144626 :AFI 00907 
F-NT2RP4000704//Hoao sapiens aRNA expressed in I9week fetal lung, 
c I one IMAGE : 3O08S6//8. Oe-167: 676 : 98//Hs. 50748: AB004848 
F-NT2RP400071 3//Hoao sapiens N-aethy I -D-aspartate receptor 2D subu 
nit precursor (NMDAR2D) aRNA, coaplete cds//6. 9e-07 : 494:6l//Hs. 1 1 3 
286:U77783 

F-NT2RP4000724//ESTs, Weakly siailar to pol/env ORF [H. sapiens]// 
2. 8e-4S: 41 1 : 78//Hs. 1 1 1817:T80622 

F-NT2RP4000728//Hoao sapiens aRNA for KIAA0606 protein, partial cd 
s//9. 9e-43 : 3 50 : 7 1 //Hs . 38 1 76 : ABO III 78 

F-NT2RP4000737//Huaan aRNA for KIAA0252 gene, partial cds//0. 97:40 
9 :60//Hs. 83419:087440 

F-NT2RP40Q0739//DESMOPLAK IN I ANO 1 1//0. 99: 1 92 :63//Hs. 74316 :AL0310 

58 

F-NT2RP4000781//Hoao sapiens aRNA for APC 2 protein, coaplete cds/ 
/0. 023:351 : 60//Hs. 2091 2: AB01 2162 

F-NT2RP4000787//Huaan aRNA for ESP1/CRP2, coaplete cds//0. 0051 : 27 
6 :58//Hs. 70327:042123 

F-NT2RP400081 7//Hoao sapiens iiRNA for KIAA0470 protein, coaplete c 
ds//4. 8e-176:816:98//Hs. 25132.AB007939 

F-NT2RP4000833//Hoao sapiens PAC clone DJ090SJ06 froa 7pt 2-pl 4//1 . 
3e-93:438: 99//Hs. 8173: AC005 189 

F-NT2RP4000837//Hoao sapiens SALLI gene, partial//5. 9e-05:470: 59// 
Hs. I23094:X98833 

F-NT2RP4000839//ESTt//5, 7 e-l 1 : 133:82//Hs. 103852:127603 
F-NT2RP400085S//Hoao sapiens ONA-binding protein (CR0C-1B) aRNA, c 
oaplete cds//1 . 4e-37:680: 63//Hs. 75875:1149278 

F-NT2RP400086S//Z i nc finger protein 136 (clone pHZ-20)//2. Oe-96 : 41 
5:78//Hs. 69740: J09367 

F-NT2RP4Q00878//E$Ts//2. 7e-16 : 390: 63//Hs. 163451 :AI206803 
F-NT2RP4000879//ESTs//0. 89: 184:64//Hs. 1 22333 : AA782843 
F-NT2RP4000907//Hoao sapiens BAC clone RC118D07 froa 7q3l//4.Se-S 



114 7 



fflSE# 2002-3046778 




#2000—118776 



[*5 7 9 ] 



2:933: 61//Hs. 378) : AC0041 42 

F-NT2RP4000915//Hoao sapiens aRNA for ZMFI98 protein//3. 0e-80: 584: 

78//HS. 109526: AJ224901 

F-NT2RP40009I8 

F-NT2RP4000925//Hoao sapiens KIAA0405 aRNA, coaplete cds//1 . 9e-47: 
861 : 61//HS. 48998: A6007865 

F-NT2RP40Q0927//EST s//0. 37:159: 63//Hs. 1 47949: Al 341 503 
F-NT2RP4000928//Hoao sapiens COP-d i icy I gl ycerol synthase 2 (COS 2) 
aRNA, partial cds//1. la-164: 781 :97//Hs. 24812:AF069532 
F-»T2RP4000929//ESTs//0. 88 : 284 : 6O//H1. 1 41 31 7 : Al 281 371 
F-NT2RP4000955//Huaan aRNA for cadherin-15, coaplete cds//0. 0019:4 
95: 58//Hs. 148090:083542 

F-NT2RP4000973//Hoao sapiens aRNA for NSJ-1, coaplete cds//1.2e-0 
5: 3t8:60//Hs. 3845 : AB0 1 4888 

F-NT2RP4000975//ESTS//0. 0051 : 345: 6I//HS. 143304: AI084058 

F-NT2RP4000979 

F-NT2RP4000984 

F-NT2RP4000989//Hoao sapiens Tax interaction protein 1 aRNA, parti 
at cds//0. 85: 257 : 63//Hs. 12956:U90913 
F-NT2RP4000996//E$Ts//4. 3e-10: 329: 62//Hs. 33085: AA258068 
F-NT2RP40D0997//Huaan piectin (PLECl) aRNA, coaplete cds//1. 0: 218: 
58//HS. 79706:1153204 
F-NT2RP4001004 

F-NT2RP4001 006//E5Ts, Moderately siailar to R0SA26AS [M. aiiscul us]/ 
/7. 4e-90: 425: 99//Ms. 126082: AI077718 

F-NT2RP40Q1D10//Hoao sapiens PSD-9S/SAP90-assoc iated protein-2 aRN 
A, partial cds//2.8e-19:689:61//Hs. I13287:AF009204 
F-NT2RP4D01029//Huaan transcription factor LSF aRNA, coaplete cds/ 
/9. 6e-84: 778: 74//Hs. 154970:U03494 

F-NT2RP400104t//Huaan endosoae-associ a ted protein (EEAI) aRNA, coa 
Plate cds//0. 95:170: 64//Hs . 2864 : L401 57 
F-NT2RP4001 057//EST//9. 6e-0S : 1 22 : 72//Hs. 1 3251 8 : AA9281 57 
F-NT2RP400 1 064//Hoao sapiens aRNA for car t i I age-assoc i a ted protein 
(CASP)//7, 2e-13:441 :63//Hs. I 55481 :AJ006470 
F-NT2RP4001078//ESTs//1 . 3e-29: 165: 95//HS. 113817 : AA702497 
F-NT2RP400IQ79//Hoao sapiens aRNA for putative Ca2+-transporting A 
TPase, partial//!. 4e-13l :634:98//Hs. 106778: AJ01 0953 
F-NT2RP400I080//Polypyr iaidina tract binding protein (hnRNP I) {al 
ternative products)//0. 025: 166: 66//Hs. 146459:166975 
F-NT2RP4001086//Hoao sapiens aRNA for KIAA0592 protein, partial cd 
s//1. 5e-85:604:86//Hs. 1 3273: AB0 1 1 164 
F-NT2RP4001095 

F-NT2RP4001 1 00//ESTs, Weakly siailar to Cl 700. 1 [C. e lagans] //1. 4 
e-93 : 448: 98//Hs. 105837: AA 536 054 

F-NT2RP4001 1 17//ESTs, Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC61 ALPHA SUBUNIT [Canis f aai I iar i s]//2. 2e-26 : 1 71 : 92//Hs. 14038: 
R06800 

F-NT2RP4001 122//Huaan aRNA for histone Htx, coaplete cds//0. 99:18 
5:66//Hs. 109804:064142 

F-NT2RP4Q01 1 26//ESTs, Moderately siailar to The KIAA0138 gene prod 
uct is novel. [H. sapiens]//S. Se-37: 185: 100//Hi. 1 26925: AA931237 
F-NT2RP4001 1 38//ESTs//3. 4e-09 : 1 25 : 77//Hs. 1 43382 : AA476266 
F-NT2RP4001 !43//ESTs//1 . 0: 282 : 57//Hs. 1 57423 : A 1 358261 
F-NT2RP4001 1 48//ESTs//0. 82 : 206 : 62//HS. 129259: AA992207 
F-NT2RP4001 1 49//EST//1 . 3e-1 7 : 1 40 : 88//Hs. 1 01 727 : HI 61 7 1 
F-NT2RP4001 1 S0//AX0N IN-1 PRECURSOR//?. 7e-07 : 562 : S9//Hs. 2998: X67734 
F-NT2RP4001 1 59//EST//0. 26:125: 56//Hs. 1 52092 : AA377324 
F-NT2RP4001 1 74//ESTs//2. 9e- 1 03 : 502 : 98//HS . 1 25886 : AA884264 
F-NT2RP4001 206//EST//0. 33:125: 66//HS . 1 52092 : AA377324 
F-NT2RP400I207 

F-NT2RP4001 2 1 0//ESTs//3. 1 e-95 : 460 : 97//KS . 4691 3 : A 1 0 1 7636 
F-NT2RP4001213//KRAB zinc finger protein {alternative products}// 
I. le-45:1 87 :74//Hs. 22556 :U37251 

F-NT2RP4001 219//ESTS//1 . 4a-69 : 352 : 96//HS . 1 1 6392 : AA936262 
F-NT2RP40O1228//Hoao sapiens actin binding protein MATVEN aRNA, co 
aplete cda//7. 2e-28:855:60//Hs. 122967: AF059569 
F-NT2RP4001 235//Hoao sapiens Jagged 2 aRNA, coaplete cds//1. 0:257: 
59//HS. 1 06387 :AF029778 

F-NT2RP40O1 256//Huaan aRNA for KIAA0273 gene, coaplete cds//0.96:2 
47:62//Hs. 75899:087463 

F-NT2RP4001 260//Synt rophi n. alpha (dystrophin-associated protein A 
1. 59k0, acidic coaponent)//0. 01 5 : 246: 62//Hs. 31 1 21 :U40571 
F-NT2RP4001 274//Hoao sapiens clone 24674 aRNA sequence//l . 2e-06: 25 
9:64//Ms. 71 168: AF070578 

F-NT2RP4001276//Hoao sapiens CAGE 9 aRNA, partial cds//7. 6e-06 : 266 : 
62//Hs. 1 10826: U80736 

F-NT2RP4001313//Hoao sapiens ai tochondr ial outer aeabrane protein 
(T0M40) aRNA, nuclear gene encoding ai tochondr ial protain, coaplet 
e cds//2. 3e-31 : 535: 65//Hs. 30928 : AF043250 
F-NT2RP4001 315//EST//9. 5e-20: 146 : 88//Hs. 1 58755: A 1 375917 
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F-NT2RP4001 336//ESTs//1 .0:128: 67//Hs . 99598 : AA6031 1 0 

F-NT2RP4001339 

F-NT2RP4001 343 

F-NT2RP400 1 345//Lec i t h i n-cho I es ter 0 1 icy 1 1 r ans f e ra se//8. 0e-39 : 686 : 
64//Hs. 1 I2125:M12625 

F-NT2RP4001 351//Huaan ovarian cancer downregul ated ayosin heavy eh 
sin hoaolog (Doc 1 ) aRNA, coaplete cds//2. 0e-31 :784:62//Hs. 15432:U5 

3445 

F-NT2RP4001353//Hoao sapiens chroaosoae 7q22 sequence//0. 0034:497: 
57//HS. 125742: AF0533S6 
F-NT2RP4001 372 

F-NT2RP4001373//Hoao sapiens clone DtIPIbf 1 aRNA, CAC repeat regio 

n//0. 43 : 290 : 58//HS. 82 1 01 : ZS0 1 94 

F-NT2RP4001375 

F-NT2RP4C01 379//TR I CH0HYAL I N//8. 2e-05 : 591 : 58//Hs. 82276 : L09 1 90 
F-NT2RP400 1 389//EST//5. 3 e-27 : 21 2 : 84//Hs. 1 60402 : A 1 3939 1 8 
F-NT2RP4001 407//Hoao sapiens aRNA for RGS5, coaplete cds//0. 93:21 
8 : 58//Hs. 24950: AB0081 09 

F-NT2RP4001 41 4//Huaan aRNA for KIAA0202 gene, partial cds//6. 3e-7 
8: 81 8: 71//Hs. 8071 2:086957 

F-NT2RP4001 433//Z i nc finger protein 10 (K0X 1)//1. le-88: 839: 73//H 

s. 2479X78933 

F-NT2RP4001442 

F-NT2RP4001 447//Hoao sapiens aRNA for XIAA0783 protein, coaplete c 
ds//0. 0075:218: 63//HS. 41 153:AB018326 

F-NT2RP4001474//ESTs, Weakly siailar to probable C8P3 protein hoao 
log [C. elegans]//2. 1 e-90: 460: 96//Hs. 26676 :AA03 3997 
F-NT2RP400 1 483/ /Oxog I u t ar a t e dehydrogenise (I i poaaide)//8. 1 e-61 : 48 
0:7S//Hs. 75533: D1 0523 

F-NT2RP4001498//ESTS. Weakly siailar to GA BINDING PROTEIN BETA-2 
CHAIN [H. s ap i ens] //0. 25:216: 60//Hs . 63220 : AAS22707 
F-NT2RP4001502//E5Ts//2. 6e-41 : 206: 99//HS. 1 59257 :N40395 
F-NT2RP4001507//H. sapiens aRNA for RanGTPase activating protein 1/ 
/0. 51:281 : 6I//Hs. 5923: X82260 

F-NTZRP400 1 S24//EST s. Weakly siailar to F13B12. 1 {C. elegans]//9. 4 
e-30 : 1 73 : 94//HS. 5570 : Al 377863 

F-NT2RP4001 S29//Huaan transcription factor LSF aRNA, coaplete cds/ 
/1 . 3e-35: 329: 76//Hs. I54970:U03494 

F-NT2RP400 1 547//Hoao sapiens forkhead protein FREAC-2 aRNA, coaple 
te cds//0. 00! 5: 221 :65//Hs. 44481 :U1 3220 

F-NT2RP400 1 55 1 //Huaan 8RCA2 region. aRNA sequence CG003//0. 56: 428: 
59//HS. 30649: U50534 

F-NT2RP400 1 555//EST//0. 99:225: 64//Hs . 9686 3 : AA347 1 74 
F-NT2RP4001 567 

F-NT2RP4Q01568//E5TS, Weakly siailar to HYPOTHETICAL 32.6 KD PR0TE 
IN IN NET30-C8RS INTERGENIC REGION [Sacchsroayces cerevisiae]//!. 1 
e-54: 252 : 83//Hs. 158208: AAI 67836 

F-NT2RP4001 S71//ESTs//3. 0o-94:475: 96//Hs. 65322: AA01 9410 
F-NT2RP4001 574 

F-NT2RP4001 57S//Hoao sapiens aRNA for AREl-like protein//! . 8e-!69: 
796: 98//Hs. 108826:AL031228 
F-NT2RP4001 592 

F-NT2RP400161 0//Huaan involucrin aRMV/0. 94: 462 : 59//Hs. 1 57091 :M139 
03 

F-NT2RP4001 61 4//ESTs//0. 71:331: 58//Hs. 1 16533 : Al 343952 
F-NT2RP400I634 

F-NT2RP4001 638//ESTs, Weakly siailar to HYPOTHETICAL 117.9 KD PROT 
EIN IN FKH1-STHI INTERGENIC REGION [S. cerev i s i ae]//8. 6e-S7: 287 : 97/ 
/Hs. 1 17439: Cl 8436 

F-NT2RP4001644//Huaan aRNA for MNKI, coaplete cds//1 . 7e-53: 41 5: 80/ 
/Hs. 559IAB000409 

F-NT2RP4001656//ESTS, Highly siailar to PHENYLALANYL-TRNA SYNTHET 
ASE Ml TOCHONDR IAL PRECURSOR [Saccharoayces cerevisiae]//!. 0:311 :59 
//Hs. 57969 :AA203629 

F-NT2RP4001 677//Hoao sapiens short fora transcription factor C-MAF 
(c-aaf) aRNA. coaplete cds//0. 19: 162:67//Hs. 30250: AF055376 
F-NT2RP40D1 G79//Hoao sapiens PYRIN (KEFV) aRNA, complete cds//2. 2 
e-50: 332 : 86//Hs. 1 1 3283 : AF0I 8080 
F-NT2RP4001696 

F-NT2RP4001 725//Cal ac tok inase 1//1 . 0: 202: 63//Hs. 923S7:L76927 
F-NT2RP4001730//Huaan growth/di f ferentiation factor 1 (GDF-1) aRN 
A, coaplete cds//0. 0035:247: 62//Hs. 92614:N62302 
F-NT2RP4001 739//Coap I eaen t component 8, gaaaa polypept ide//0. 74:65 
4 : 56//Hs . 1285:U08198 

F-NT2RP4001 753//Z i nc finger protein 84 (HPF2)//4. 5e-29:476:67//Hs. 
9450:027878 

F-NT2RP4001760//ESTs//1. 0:41 1 :60//Hs. 1 08548: AA081656 
F-NT2RP4001 790//Hoao sepiens PAC clone 0J0604GO5 froa 7q22-q31.1// 
9. 1 e-34: 400: 68//HS. 15421 2: AC004522 

F-NT2RP4001 803//Huean high conductance inward rectifier potass iua 
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channel alpha subunit aRNA, complete cds//0. 028: 580: 58//Hs. 2363: L3 
6069 

F-NT2RP4001 822//ESTs//3. 4e-50 : 307 : 90//Hs . 11 3509 : AAI 32 1 31 
F-NT2RP4001 823//Huaan faciogenital dysplasia (FGD1) aRNA. complete 
cds//3. le-07 : 509: 59//Hs. f 572:U1 1690 
F-NT2RP4001828 

F-NT2RP4001 838/Atuaan aRNA for KIAA0071 gene, partial cds//6.9e-5 
5 : 555: 73//H*. 78398 : D31 888 

F-NT2RP4001 84l//E$Ts//0. 99:215: 60/ZHs. 1 36895 : AA897749 
F-NT2RP4001649//Hooo sapiens aRNA for KIAA0672 protein, coaplete c 
ds//5. 6e-57 : 8 1 3 : 65//Hs . 6336 : AB0 1 4572 

F-NT2RP4001861//ESTI. Weakly siailar to !!!! ALU SUBFAMILY J fARNI 
NG ENTRY !!!f [H. sapiens]//4. 8e-1 2 : 84: 94//HS. 140232: AA705170 
F-NT2RP4001889 

F-NT2RP4001 893//Hoao sapiens BAC clone GS166A23 from 7p2l//4. 4e-10 

8: 535: 97//Hs. 1 5144: AC005014 

F-NT2RP4001896 

F-NT2RP400 1 901 //ESTs//l . 4e-50 : 29 1 : 93//Hs . 6799 1 : AA 1 47848 
F-NT2RP4001927 

F-NT2RP4001938//ESTS, Weakly siailar to ZINC FINGER PROTEIN 91 [H. 
sapi ens]//2. 8e-54: 375: 84//H s. 1 1 9294:A 1 379442 
F-NT2RP4001 946//EST//0. 050 : 268 : 60//Hs. 1 48341 : AA921 894 
F-NT2RP4001 950//EST//7. 90-14 : 336 : 63//HS. 1 1 281 0: AA61 0063 
F-NT2RP4001 953//ESTs//0. 01 8 : 206 : 65//HS. 130105: AA904868 
F-NT2RP4001 966//Huaan DMA sequence from clone I0S2M9 on chroaosoae 
Xq25. Contains the SH2D1A gene for SH2 domain protein 1A, Duncan' 
s disease (iyaphoproi i ferati ve syndrome) (DSHP). part of a 60S Aci 
die Ribosoaal protein 1 (RPLP1) LIKE gene and part of a mouse D0C4 
LIKE gene. Contains ESTs and GSSs//1. 7e-54: 788:65//Hs. 23796: AL022 
718 

F-NT2RP400I975//Hoao sapiens hoaeobox protein Six3 (SIX3) gene, co 
■pi ete cds//0. 0019:279: 6S//Hs. 159439: AF092047 

F-NT2RP4002018//ESTS. Highly similar to RING CANAL PROTEIN [Droso 
phi la me I anogas ter] //0. 58:463: S5//Hs. 3826:U69560 
F-NT2RP40D2047//EST//2. Se-13: 102:90//H*. 148997: AI243139 
F-NT2RP4002052 

F-NT2RP4002058//ESTs//5. 2e-41 : 347 : 72//Hs. 121961 :AA777873 
F-NT2RP4002071//Homo sapiens TTAGGC repeat binding factor 2 (hTRF 
2) aRNA. coaplete cds//0. 97: 227:60//Hs. 100030: AF002999 
F-NT2RP4002075 

F-NT2RP4002078//ESTs, Moderately siailar to zinc finger protein [ 

H. sapi ens]//1 . Oe-38: 243 : 90//Hs. 139115: AA3251 04 

F-NT2RP400208 1 //TATA box binding protein//0. 0059: 310:60//Hs. 1 100:M 

55654 

F-NT2RP4002083//H. sapiens Pur (pur-alpha) aRNA, coaplete cds//0.00 
15:152: 70//Hs. 251 80 :M96684 

F-NT2RP4002408//Huaan protein kinase C-L (PRKCL) aRNA, coaplete cd 
s//8.0e-1 0:401 : 59//Hs. 89616:M5S284 
F-NTZRP400279I//Atax in 1//1 . 0:21 5:61//Hs. 74S20: X79204 
F-NT2RP4002888 

F-NT2RP4002905//ESTs//3. 4e-50 : 280: 94//Hs. 1 3 1 697 : HI 4960 
F-NT2RP50Q34S9//GI ycera ldehyde-3-phosphate dehydrogenase//). 3e-35: 

1 93 :96//Hs. 74456 U34995 

F-NT2RP500346 1 //ESTs//3 . 6e- 1 04 : 5 1 3 : 98//Hs . 88088 : AAS2 1071 
F-NT2RP5003477//Eukaryot ic translation initiation factor 3 (elF-3) 
p36 subuni t//0. 18:271 :60//Hs. 139745:U39067 
F-NT2RP5003492 

F-NT2RP5003500//Hoao sapiens aRNA for heparan-sulfate 6-sulfotrans 
ferase, coaplete cds//6. 1e-56:750:69//Hs. 1 32884 AB0Q61 79 
F-NT2RP5003506//Hoao sapiens Chroaosoae 16 BAC clone C1T987SK-A-69 
G12//5. 1 e- 1 4 : 348 : 62//Hs . 1 540S0 : AC0O41 3 1 

F-NT2RP5003$12//Hoao sapiens aRNA for K1AA0642 protein, partial cd 

s//0. 94:202: 63//Hs . 8 1 52 : AB01 4542 

F-NT2RP5003522 

F-NT2RPS003524//EST s//8. 7e-08: 340:6 2//Hs. 1527 30: At 308943 
F-NT2RP5003534 

F-0VARC1 000001 //Hoao sapiens aRNA for KIAA0465 protein, partial cd 

s//4. Oe-69: 373: 94//HS. 108258: AB007934 

F-0VARC1 000004//ESTs//6. Oe-38 : 21 6 : 93//Hs. 163801 :A 1 391729 

F-OVARCl000006//ESTs. Highly similar to HISTONE H2A [Cairina aosc 

ha ta)//4. 4e-7S: 355 : 99//HS. 36727 : A IOS1 983 

F-0VARC1 0000 1 3//ESTs//0. 65:331: 58//HS . 1 46326 : AA534304 

F-OVARC1 00001 4//Hoao sapiens CLEI (GLE1) aRNA, complete cds//1.8e- 

1 71 : 81 5: 98//HS. 81449: AF058922 

F-OVARC 1 0000 1 7//Hoao sapiens aRNA for NTAK, coaplete cds//0. 50:48 
2:58//Hs. 1 1 3264: A8005060 

F-OVARC 1 00003 5//Hoao sapiens GA17 protein aRNA, coaplete cds//2.2 
e-37 : 238 : 89//HS. 69469 : AF064603 

F-OVARC 1 000058//ESTs//1 . 1 e-23 : 1 32: 97//Hs. 61809: AA503549 
F-OVARC 1 000060/ /ESTs, Highly siailar to ribonuc lease 6 precursor 



[H. sapi ens]//6. 7e-60: 305: 97//H*. 31696 : H50008 
F-OVARC 1 000068//ESTs//3 . 8e- 1 0 : 6 9 : 1 00//Hs . 89048 : AA282798 
F-0VARC1 000071 //ESTs// 1 . 9e-36 : 202 : 95//H*. 125013: AA400543 
F-0VARC1 000085 

F-OVARC 1 000087//EST//1 .0:199: S8//Hs. 1 2291 9 : AA768442 

F-OVARC1 000091 //Homo sapiens Jagged 2 aRNA, coaplete cds//0. 0001 7: 

414: 59//Hs. 106387: AF029778 

F-OVARC 1 000092//ESTs//4. 6e-06 :4I0 : 60//H*. 1 52250 : AA203600 
F-OVARCIOOOt 06//ESTs, Weakly siailar to C25AI.1 [C.elegans]//2.9e- 
73:406 : 92//Hs. 109463: A 1 205174 
F-OVARCI 000 109 

F-OVARC10001 I3//Hoao sapiens okadaic acid-inducible phosphoprotei n 
(0A48-18) aRNA. coaplete cds//5. 3e-135:663:9$//Hs.3688:AF069250 
F-OVARC 1000 11 4//Hoao sapiens aRNA for KIAA056? protein, coaplete c 
ds//3. 4e-43: 532: 72//HS. 118401 :AB011134 
F-OVARC 1 000 1 33//ESTs//9. 4e- 50 : 249 : 98//HS . 1 59 1 46 : A 1 3840 1 0 
F-OVARC 1000 139 

F-OVARC1 000 1 4S//EST s// 1 . 6e-09 : 87 : 90//Hs. 252 1 9: AA291 293 
F-OVARC1000148//ESTs//4. 4e-28: 146: 100//Hs. 1 33223 :AA677414 
F-OVARC 10001 51 

F-OVARC 1 000 168//ESTS//2. 3e-48: 264:95//Hs. I4539:H67305 
F-0VARC1 0001 91/Ah roabopo i et in (ayeloprol i ferat ive leukemia virus 
oncogene ligand, megakaryocyte growth and development factor)//0. I 
0:504: 59//HS. 154083:U70136 

F-OVARC 1 000 1 98//ESTs//l . 3e- 103: 505: 97//Hs. 149341 : A 1 249 f 31 
F-OVARC 1000209//EST//1 .0:73: 72//Hs. 162600 : AA594840 
F-OVARC 1 00021 2//ESTS// 1 . 7e-l 7 : 1 21 : 91//H*. 50473 : V68834 
F-OVARC1O0O24O//ESTS, Highly similar to THRE0NYL-TRNA SYNTHETASE. 
CYTOPLASMIC [Homo sap i ens3//2. 7e-3 1:264 :79//Hs. 1 SI 895: AAI 96379 
F-OVARC1 000241 //Homo sapiens clone 23698 mRMA sequence//3. 4e-35:46 
6:68//Hs. 81 36 : U81 984 

F-OVARC1000288//ESTs. Weakly similar to Y53CT2A.3 [C. elegans]//0.0 
0084: 1 70:65//Hs. 1 07747 :AI 357868 

F-OVARC 1000302//EST//4. le-05: 249: 60//Hs. 136432: AA55S306 
F-OVARC 1000304//ESTs//1 .0:252: 64//HS. 121 26: AA203287 
F-OVARC 1000309//ESTS, Highly similar to BRAIN ENRICHED HYALURONAN 
BINDING PROTEIN PRECURSOR [Felis catus]//0. 51 : 193:66//Hs. 6194: AI3 
78579 

F-OVARC 1000321 

F-OVARC 10003 2 6//Homo sapiens T-type calcium channel alpha-1 subuni 
t mRNA, complete cds//0. 001 8: 507 :60//Hs. 122359 :AF05t 946 
F-OVARC I 000335//ESTs//9. 3e-39 : 202 : 98//HS. 1 32849 : AA779444 
F-OVARC1 000347 

F-OVARC 1000384//Homo sapiens (clone PEBPZaAl) core-binding factor, 
runt domain, alpha subunit 1 (C8FAI) aRNA, 3' end of cds//3. 4e-0 
6: 353 : 62//Hs. 1 21 895:AF001 450 

F-OVARC 1 000408//Human mRNA for K1AA0140 gene, coaplete cds//0.94:2 
31 :64//Hs. 156016:050930 

F-OVARCI 00041 1//EST//0. 43 : 234: 59/ZHs. 1 24673: AA8581 62 
F-0VARC1 00041 4//EST//S. 2e-05: 105:72//Hs. 98827: AA435682 
F-OVARCI 0004 20//Human mRNA for KIAA0140 gene, coaplete cds//0.86:2 
3158//HS. 156016:050930 

F-OVARCI 000427//ESTs. Moderately siailar to 0RF1 [H. sap tens] //1 . 7 
e-25: 190:84//Hs. 139513: AA259082 

F-OVARCI 0004 3 1//E$Ts//0. 041 : 356: 57//Hs. 1 39907: AA62 161 5 

F-OVARCI 00043 7//Fi I tain 1 (act in-binding pro tein-280)//0. 93:281 : SO 

//Hs. 76279: X53416 

F-OVARCI 000440//Huaan PINCH protein aRNA, complete cds//8. 8e— 21 : 1 1 
6:99//Hs. 83987 :U09284 

F-OVARC 1000442//ESTs//2. 0e-19:207 :78//Hs. I 34071 :AI 377423 

F-OVARCI 00044 3 //Hoao sapiens aRNA for KIAA0683 protein, coaplete c 

ds//3. 2e-1 40 : 566 : 99//Hs. 1 2334 : ABO 1 4583 

F-OVARC 1 00046 1 //ESTs// 1 . Oe-39 : 2 1 5 : 95//Hs .131532:41024524 

F-OVARCI 00046 5//Hoao sapiens clone 24781 aRNA sequence//! . 0: 252 : 58 

//Hs. 1081 12: AF0 70640 

F-OVARC 1 00046 6//E$Ts//3.Se-1 4: 1 89 :71//Hs. 164041 :R51854 
F-OVARCI 00047 3//ESTS//0. 0001 2:77: 85//Hs. 291 73 : AAI 34926 
F-OVARCI 000479 

F-OVARCI 000486//ESTs//4. 2e-07 : 409 : 60//HS . 99280 : AA453036 
F-OVARCI 000496//ESTs//6. Oe-14; 240: 69//H*. 1 31 900: A 1 023327 
F-0VARCt000520//Homo sapiens supervillin aRNA, complete cds//6. Be- 
ll S: 539: 99//HS. 1 1 1 285: AF051 850 

F-OVARC1000526//ESTs//2.9e-08: 368 :61//Hs. 42771 :N26740 
F-OVARC 1 000533//EST//3. 4e-14: 1 37: 82//Hs. 1 23405 : AA81 3492 
F-OVARCI 000543//ESTS//0. 13:278: 61//Hs. 54894: N98475 
F-OVARCI 000556//ESTs//1 . 4e-3t : 217 : 90//Hs. 1 06385:126667 
F-OVARCI 000557//ESTs//3. 8e-20: 208 : 76//Hs. 1 3891 9 : AA82741 0 
F-OVARCI 000564//Huaan dsRNA adenosine deaminase 0RADA2b (DRADA2b) 
mRNA, coaplete cds//0. 87: 135: 6S//Hs. 85302 :U76421 
F-OVARCI Q00573//E5TS//2. 1 e-22 : 268 : 76//Hs .121852: AA776358 
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F-OVARCl Q00576//£STs//9. 4e-22 : 1 24 : 98//H$. 24220 : 122200 
F-OVARCJ 000578//EST//4. 7e-3l : 335:74//Hs. 162881 :AA652729 
F-0VARC1 000588//Huaan BMK1 alpha kinase aRNA, complete cds//0.67:2 
63:63//Hs. 3080:1129725 

F-OVARCl 00060S//EST// I . 0 : 148 : 62//Hs .163346: AA883722 
F-0YARC1 000622//EST//4. 3e-50 : 31 3: 88//Hs. 149580: A 1 281 881 
F-0VARC1 00064Q//ESTs//2. 6e-55:44l :80//Hs. 105319:AA470097 
F-OVARCl 000649//Huaan squaaous cell carcinaaa of esophagus aRNA fo 
r GRB-7 SH2 doaain protein, complete cds//l. 6e-78: 424: 93//Hs. 8685 
9:043772 

F-0VARC 1000661 //Hoao sapiens aRNA for KIAA0590 protein, coaplete c 

ds//l . 6e- 1 00 : 536 : 94//Hs. 1 1 1 862 : ABO Ml 62 

F-0VARC1 000678//EST//1 . 3e-Q8 : 1 31 : 77//HS. 1 45970 : A 1 277 1 06 

F-0VARC1 000679//ESTs//0. 66 : 223 : 61//Hs. 1 34782 :H74279 

F-0VARC1 00068 1//EST//0. 017 : 31 5: 61 //Hi. 147799: A 1 221 639 

F-OVARCl 000682//Hoao sapiens alpha 1, 2-aannosidase IB aRNA. coapie 

te cds//4. 8e-1 S3 : 549 : 99//HS. 1 2531 5: AF0271 56 

F-0VARC1 000689/ /Hoao sapiens clone 24640 aRNA sequence//0. 030:479: 
57//HS. 4764: ABO 18306 
F-OVARCl 000700 

F-OVARCl 000703//ESTs//0. 41 : 10068//HS. 1 60699 :A 1 284320 
F-OVARCl 000722//Hoao sapiens chroaosoae Iq21-tq23 beta-1, 4-gal ac to 
syl transferase aRNA, coaplete cds//1. 2e-1 10:451 :91//Hs. 13476: AF038 
661 

F-OVARC1OO073O//ESTs. Weakly siailar to C27F2.7 gene product [C.el 

egans] //2. 9e-53 : 3 1 8 : 9 1 //Hs . 7049 : A 1 1 41 736 

F-0VARC1 000746//ESTS//3 . 2e- 1 2 3 : 570 : 99//HS . 1 272 9 5 : AA9 1 841 1 

F-0VARC1 000769//ESTs//0. 072 : 1 77 : 67//Hs. 1 42573 : AA601 1 96 

F-0VARC1 000771//EST*. Moderately siailar to RAS-I£IATED PROTEIN RA 

0-2 [H. sapi ens]//1. 2e-38: 194:99//Hs. 157059:028130 

F-0VARC1 000781 //ESTS//4. Oe- 1 4 : 1 1 3 : 89//Hs .41972: AA626793 

F-0VARC1 000787//EST//0. 92:91 :64//Hs. 163258: AA828835 

F-OVARC1 000800//ESTs//1 . 6e-44 : 1 93 : 81//H*. 1 63971 : N27584 

F-0VARC1 000802//ESTS//4. 6e-43 : 395:80//Hs. 1 1 5401 : AA400032 

F-OVARC1000834//ESTS//1. 9e-91 :43l :99//Hs. 154450: AA06 9390 

F-0VARC1 Q00846//Hoao sapiens aRNA for KIAA0643 protein, partial cd 

S//I. 90-151:432: 100//HS. 155995: ABO 1 454 3 

F-0VARC1000850//Hoao sapiens P839 aRNA, coaplete cds//3. 3e-l37: S3 
2: 99//Hs. 18910 :AF 045584 

F-OVARCl 000862//ESTs, Highly siailar to gene Fif protein [M.auscul 
us]//6. Ie-31:183:93//Hs. 108620:AA418I5S 

F-0VARC1 000876//Huaan DNA binding protein FKHL1S (FKHL15) aRNA, co 

apl e te cds//0. S4 : 1 33 : 69//Hs. 1 59234:089995 

F-0VARC1 000883//ESTS//0. 44:154: 63//Hs . 98 1 83 : AA4 1 7 1 43 

F-0VARC1 Q00885//EST//0. 91:152: 63//HS. 1 60765 :AI 31 3323 

F-OVARC1000886//ESTs//4.6e-08:375:61//Hs.l31653:AI02S777 

F-0VARC1 000890 

F-0VARC1 000891 

F-0VARC1 000897//ESTs//l . 1 e-07 : 1 45 : 69//Hs. 1 1 9878 : AA7068 1 8 
F-0VARC1 00091 2//EST//3. 6e-08: 376 : 6 1//Hs. 1 58782 : A 1 37660 1 
F-0VARC1 00091 5//Hoao sapiens aRNA for KIAA0600 protein, partial cd 
s//2. 3e-85 : 41 9 : 97//Hs. 9028 : AF039691 

F-0VARC1 000924//ESTs//3. 6e- 1 1 3 : 540 : 98//Hs. 66058 : AA424456 

F-OVARCl 000936//Huaan endogenous retrovirus envelope region aRNA 

f PL1 )//4. 3e-64 : 623 : 7 2//Hs. 1 1 4440 : Ml 1 1 1 9 

F-0VARC1 00093 7//EST//2. 4e-3 9: 1 70 : 96//Hs. 129138: AA988078 

F-OVARCl 000945//ESTs. Weakly siailar to protein tyrosine phosphata 

se (H. sapi ens]//2. 4e-29: 1 57 : 97//Hs. 1 36243 : AA307843 

F-OVARCl 000948 

F-0VARC1 000959//EST//0. 65 : 293 : 55 //Hs. 1 34725: Al 088986 
F-0VARC1 Q00960//Ley I -L//1 . 4e-41 : 425 : 72//Hs. 37062 : AC005952 
F-OVARCl 000964//ESTs//1 . 4e-95: 486 : 96//HS. 57079: D45288 
F-OVARCl 00097 1//ESTS//0. 19: 198:62//Hs. 153429: Al 283069 
F-OVARC1000984//Breakpoint cluster region protein BCR//0. 26:365: 56 
//Hs. 2557 : Y00661 

F-OVARCl 000996//Huaan p300/CBP-associated factor (P/CAF) aRNA, coa 
plete cds//6. 8e-10: 31 2:6S//Hs. 1 55302:1157317 

F-OVARCl 000999//Hoao sapiens aRNA for cheaokine LEC precursor, coa 

plete cds//0. 0056: 209 :62//Hs. 10458: AF088219 

F-OVARCl 00 1000//EST//4. 2e-24: 242:77//Hs. 1289S2:AA984114 

F-0VARC1 001 004 

F-OVARCl 001 010 

F-OVARCl 00 101 l //ESTs. Moderately siailar to Tera [M.ausculus}//3. 8 
e-47 : 234 : 99//HS. 1 1 0327 : AA205866 

F-0VARC1 001 03 2//HUMAN I MMUN0D6F I C I ENCV V I RUS TYPE I ENHANCER-8 1 NO 1 
NG PROTEIN 2//0. 0076 : 624: 57//Hs. 75063: AL023 584 

F-OVARCl 001 034//ESTs. Highly siailar to aitogen-induced [M.ausculu 
s]//3. 9e-97: 578: 89//Hs. 1 1 1974: AI050735 

F-OVARCl 001 03 8//Hoao sapiens TRIAOI type I aRNA, coaplete cds//8. 6 
e-l52:733:97//Hs. 9899: AF099149 

[0 8 8 3] 



F-OVARCl 001 040//ESTS//2. 2e-38 : 204 : 96//HS. 1 28927 : A 1 1 68074 
F-0VARC 1 00 1 044//EST//0. 036:304:61 //Hs . 137342 : AA0 1 7385 
F-OVARCl 001 051 

F-OVARCl 001 055//Huaan pre-B cell enhancing factor (PBEF) aRNA, coa 
plete cds//1 . 1 e-46: 381 : 81//Hs. 154968:002020 
F-0VARC1001 062//ESTS//0. 020 : 265 : 6Q//Hs. 1 46226 : A 1 312873 
F-OVARClOOl 065//EST*. Weakly siailar to C50F4. 12 [C. el egans] //I. 4 
e-21 : 183: 84//HS. 46680: AA809451 

F-OVARCl 001 Q68//Hoao sapiens Era GTPase A protein (HERA-A) aRNA, p 
artial cds//6. 6«-l32:620:98//Hs. 3426: AF082657 
F-0VARC1001072//ESTs//l. 1e-24:289:74//Hs. 1 39614: AA70901 3 
F-OVARCl 001 074//E ST s//0. 059:1 98:63//Hs. 59974: AAOOI937 
F-OVARCl 00 108S//H. sapiens aRNA for sorti I in//0. 99: 142:67//Hs. 10424 
7 : X98248 

F-OVARCl 001 09 2//Hoao sapiens aRNA for JUS protein, coaplete COS (c 
lone IMAGE 53337, LLNLct 10F1 8S7Q7 (RZPO Berlin) and LLNLcH0G09l3Q 
7 (RZPO 8er I in) )//1 . 3e-7S: 289: 95//HS. 21753: AJ 005897 
F-OVARC1001107//Hoao sapiens SKBIHs aRNA, coaplete cds//l. 2e-73:35 
1 : 86//Hs. 1 291 2: AF01 5913 

F-OVARCIOOl 1 1 3/ /Hoao sapiens diaphanous 1 (KH3IA1) aRNA. coaplete c 

ds//2. 1 «— 151:710: 98//Hs. 26584: AF0S1 782 

F-OVARC 1 00 11 1 7//ESTS//3 . 8e-73 : 347 : 99/ Ail. 1 1 6029 : AA8 1 3 1 02 

F-OVARCl 001 118 

F-OVARC 100 1129 

F-OVARC 1001 1 54//Gr anu I i n//2. 4e-94 : 686 : 83//Hs. 75451 : AF055008 
F-OVARCl 00 1 1 61 //ESTS//2. 2e-40 : 208 : 97//Hs . 1 1 3006 : AA62 1 725 
F-OVARC 100 1162 
F-OVARC 1001 167 

F-OVARC 1001 169//ESTS//0. 81 : 158:63//Hs. 48527 :AI 078279 
F-OVARC 1 001 1 70//ESTs//9. Oe-87: 41 2 :99//Hs. 11 6550 :AA8 13287 
F-OVARC 1001171 //EST s//4. 9e-26 : 1 67 : 79//Hs .139158: AA226 1 59 
F-OVARC 1001 1 73//ESTs. Moderately siailar to GLUTAMATE OEHYOROCENA 
SE 1 PRECURSOR [Hoao sapiens]//!. 8e-1 1 : 192:69//Hs. 1 30020: AA887581 
F-OVARC 1 00 1 1 76//Hoeo sapiens chroaosoae 19, cosaid R26529//0. 61 :38 
7:58//Hs. 91 103: AC005551 

F-OVARC 1001 1 80/ZESTs, Weakly siailar to ubiquitin S6(1) [D. aelanog 
aster]//1 . 5e-1 3 : 1 99 : 7 t//Hs. 1 09966 :C06057 

F-OVARC 1 00 T188//ESTS, Weakly siailar to HYPOTHETICAL 27.8 KD PROTE 
IN IN VMA7-RPS31A INTERGENIC REGION [S. cere* i s i ae]//1 . 4e-52: 324: 90 
//Hs. 114673:W72675 

F-OVARCl 001 20O//ESTs//3. 9e-1 6 : 1 04 : 94/ZHs. 1 25520 : AA883889 

F-OVARC 1 001 232//Cyc I i n A//0. 95:124: 67//Hs. 851 37 : X51 688 

F-OVARC 1 00 1 240//EST//0 .017:351: 60//HS . 1 2 06 55 : AA 7 456 76 

F-OVARC 100 1 243//ESTS//0. 78:291 : 59//Hs. 1 32458: A 1 424825 

F-OVARC 1 00 1 244//R I NG3 PROTE I N//2 . 8e- 1 9 : 1 1 8 : 95//Hs .75243: 042040 

F-OVARC 1 001 261 //EST//1 . 9e-42 : 225 : 96//Hs. 1 58854 : A I 377837 

F-OVARC 1001 2 68//ESTs//0. 66 : 239:61//Hs. 1 32525: AA576821 

F-OVARC 1 00 1270//ESTs//0. 99: 204: 60//HS. 1 44647: AA625224 

F-OVARC 1001 271 //Hoao sapiens aRNA for KIAA0643 protein, partial cd 

s//6. 8e-1 44: 644 : 96//Hs. 1 55995 : AB01 4543 

F-OVARC 1001 28 2//ESTs. Weakly siailar to Ydr438vp [S. cerevtsi ae}// 
0. 11 : 355:60//Hs. 10881 2: AA04483S 

F-OVARCl 001 296//ESTs//l . 1 e-46 : 237 : 98//HS. 33746 : N781 72 

F-OVARC 1001 306//Hoso sapiens nuclear receptor co-repressor N-CoR a 

RNA, coaplete cds//0. 20: 188: 64//HS. 1 52455: AF044209 

F-OVARCl 001 329//ESTS//1 . 4e-97 : 486 : 97//Hs. 1 25886 : AA884264 

F-OVARClOOl 330 

F-OVARC 1 00 I 339//Solute carrier faaiiy 4, anion exchanger, aenber 2 
(erythrocyte aeabrane protein band 3-like 1)//0. 021 :232:62//Hs. 79 
410: U62 53 1 

F-OYARCIOQ1341//ESTS, Weakly siai lar toC17G10.l [C. e I egans] //2. 5 
e-76: 363: 99//Hs. 105837: AA5360S4 

F-0VARC1001 342//EST//0. 98:97: 65//HS . 148210: AA897493 

F-OVARCl 001 344//EST//5. 3e-10: 241 : 64//HS. 138777 :N6 72 51 

F-OVARCl 001 357 //Hobo sapiens jerky gene product hoaolog aRNA, coap 

lets cds//0. 64: 198:61//Hs. 1 05940 :AF0047 IS 

F-OVARCIOOl 360//ESTs//4. 9e-87 : 429 : 97//Hs. 1 301 45: A 1 264633 

F-OVARC 100136 9//E STs//6. 3e-07 : 37 1 : 6 2//Hs .13I653:AI025777 

F-OVARC 1 00 1372//Hoao sapiens aRNA for KIAAD654 protein, partial cd 

s//l. 4e-69: 533: 74//Hs. 109299: AB0 145 54 

F-OVARC 100 I 376//Hoao sapiens neuronal thread protein A07c-NTP aRN 

A. coaplete cds//2. 5e-49:365:73//Hs. 1 29735:AF01 0144 

F-OVARC 100 1381 //Hoao sapiens aRNA for candidate tuaor suppressor i 

nvotved in B-CLL//4. le-149:683: 99//Hs. 151428: AJ224819 

F-OVARCIOOl 3 91 //Hoao sapiens aethyl-CpG binding protein NB02 (ICO 

2) aRNA. coaplete cds//0. 097: 235: 65//Hs. 25674: AF072242 

F-OVARCl 001 3 99//ESTs//1. 1e-35:264:83//Hs. 59379:W28225 

F-OVARCl 001 41 7//Hoao sapiens EXLM1 aRNA, coaplete cds//1. 3e-150:70 

7 : 98//Hs. 21 586: AB006651 

F-OVARCl 001 41 9//Hoao sapiens GOK (STIM1) aRNA. coaplete cds//l.6e- 
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49:586 : 69//Hs. 74597 :US2426 

F-OVARCt 001 42S//ESTs//2. 4e- 1 1 : 2S8 : 67//Hs .119197: T83651 
F-OVARCl 00 1436 
F-OVARC 100 1442 
F-OVARC 100 1453 

F-OVARCIOOI 476//EST*. Itikly siailar to HYPOTHETICAL 38.6 KD PROTE 
III IN TIF4631-KRE11 INTERGEN 1C REGION [S. cerevi si ae]//1 . 9e-125: 58 
1 :99//Hs. 1 10950:8(041823 

F-0VARCt001480//ESTs//0. 95: 125:72//Hi. I 52584 : AA584568 
F-OVARC 100 1 489//E5T//4. 9e-72 : 341 : 1 00//Hi . 1 48 1 9 1 : AA897343 
F-OVARCl 00 1 496//Hoao sapiens C-terainal binding protein 2 aRNA, co 
aplete cds//2. 6e-8S:479:92//Hs. 6534: AF016507 

F-OVARC 100 1506//Po I ycystic kidney disease 1 (autosoaal doainant)// 

1. 1 e-97: 538: 92//Hs. 75813:133243 

F-0VARC1001525 

F-OVARC! 00 1 542//Envop I ak i n//0. 34:258:60//Hs. 25482 :U53786 
F-0VARC1 00 1 S47//EST//0. 0046 : 237 : 62//HS. 54638 : N9059S 
F-OVARC 100 1555 

F-0VARC1001577//Hoso sapiens SRp46 splicing factor retropseudogene 
■RNA//6. 8e-57: 275: 98//H*. 155160: AF031 1 66 
F-OVARC 1 00 1 600/ /EST s , Beak I y siailar to !!!! ALII SUBFAMILY i BARN) 
NG ENTRY !!!! [H. sipient]//0. 0035: 271 :60//Hs. 108465:81144299 
F-0VARC1 001 61 0//EST s, Beakly siailar toF22E10.5 [C. el egans]//1. 4 
e-43: 21 6: 99//Hs. 120002:81038398 
F-OVARC 1001 61 1 

F-OVARC 1 00 1 6 1 S//E ST//0 . 9 9 : 1 35 : 6 8//Hs . 1 294 1 0 : AA9 93 500 

F-OVARC 1001 66 8//Hoeo sapiens aRNA for KIAA0572 protein, partial cd 

s//3 . 3e-37 : 2 1 7 : 94//Hs. 14409: AB01 1 144 

F-OVARCIOOI 702//Hoeo sapiens aRNA for NS0X20 protein, coaplete cds 

//5. 9e-49 : 393 : 8 1//Hs. 95582 : AB006867 

F-OVARC 1 00 1 703//EST//1 . 7e-24 : 1 72 : S8//Hs .121198:88757229 

F-OVARC100171 1//Fas-related tyrosine kinase 3 I igand//0. 049:353:61 

//Hs.428:U03858 

F-OVARC1 00171 3//ESTs//8. te-37 : 263 : 86//Hs . 110298:88621807 
F-OVARC 1 00 1 726//ESTs//2. Oe-1 2 : 1 2 1 : 82//Hs. ! 53332:88236863 
F-OVARCl 001 73 1//Tropoay os in beta chain (skeletal auscle)//1. 7e-83: 
617: 80//HS. 155652 :X0682S 

F-OVARC 1 001 745//EST//0. 75:1 74: 64//Hs. 1 46778 : A 1 1 48588 
F-0VARC1001 762 

F-OVARC 100 1 766//Hoao sapiens eukaryotic translation initiation fac 
tor elF3, p3S subunit aRNA. coaplete cds//I. 4e-150: 706: 98//Hs. 1553 
77U97670 

F-OVARCIOOl 767//Hoeo sapiens aRNA for KIAA0675 protein, coaplete c 
ds//9. 8e-l 17: 580 : 96//H s. 15869: AB0 14575 
F-OVARC 1 001 768//E5Ts//0. 035: 1 79: 64//Hs. 87279 : Al 21 8697 
F-OVARCIOOI 791 

F-OVARC 1 001 795//ESTS//0. 19:68: 76//H*. 37699:88062830 
F-0VARC1 001 802//EST//3.7e-45: 254 :92//Hs. 130620:81005102 
F-OVARCIOOI 80 5//Hoao sapiens aRNA for K1AA0744 protein, coaplete c 
ds//0. 77 : 362 : 58//Hs. 1 1 6753 : ABOI 8287 

F-OVARC 1 001 809//Huaan N-type catciua channel alpha-1 subunit aRNA. 

coaplete cds//2. 2e-07 :43S:62//Hs. 69949M941 72 
F-0VARC1 001 8 1 2//ESTs//3. Oe-47 : 360 : 83//Hs. 1 41 756:88700825 
F-OVARC 100181 3//E5T//1 . 8e-57 : 277 : 100//Hs. 1 62414:88573453 
F-OVARCIOOI 820//ESTs//1 . 4e-64: 310: 99//Hs. 1 37398 :AA164S67 
F-OVARCl 001 828//EST//1 . 0e-09 : 1 84 : 66//Hs. 1 30435: AA923537 
F-OVARCIOOI 846//ESTS//1 . 8e-80 : 41 0 : 97//Hs. 1 1 4S39 : N54973 
F-OVARC 100 1861 

F-OVARCIOOI 87 3//Hobo sapiens clones 24718 and 24825 aRNA sequence/ 
/3. 9e-20: 1 22: 95//Hs. 25300: AF07061 1 

F-OVARC 100 1879//Hoao sapiens putative tuaor suppressor gene 26 pro 
tein alpha 2 delta calciun channel subunit aRNA, coaplete cds//0. 0 
42 : 1 99: 67//HS. 1 27436 : AF040709 

F-OVARCIOOI 880// Interferon regulatory factor 5//1. 1e-06:489:60//H 
s. 54434 :U51 127 

F-0VARC1 00 1 883/ /Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t Kl AA0484//9. 5e-33: 509: 68//HS. 1 58095. ABQ07953 
F-OVARCIOOI 900//Hoao sapiens tuaorous iaaginal discs protein Tid56 
hoao log (TI01) aRNA. coaplete cds//2.6e-57:300:96//Hs.6216:AF0617 
49 

F-OVARCl 001901 //ESTs//2. 3e-07 : 1 85 : 69//HS. 145630:81 263834 
F-OVARCIOOI 91 1//EST//0. 88:101: 66//HS. 162622 : AA601 261 
F-OVARCIOOI 91 6/ /VI. sapi ens aRNA for prepronocicept in//1 . 0:540: S8//H 
s. 89040 :U48263 
F-OVARC 100 1928 

F-OVARCl 001 942//Huaan plectin (PLEC1) aRNA. coaplete cds//0. 038: 29 
0:62//Hs. 79706 :U53204 

F-OVARCl 00 1943//E$Ts. Beakly siailar to HYPOTHETICAL 62.2 KD PROTE 
IN ZK652.6 IN CHROMOSOME III (C. elegans]//2. 3«-1 l9:S65:98//Hs. 539 
2:88313794 



F-OVARCl 001 949//KRAB cine finger protein (alternative products}// 
!.8e-l7:294:67//Hs.22556:U372Sl 

F-OVARCIOOI 950//ESTs//1. 5e-15: 300:65//Hs. 138501 :AI051228 

F-OVARCIOOI 987//ESTs//6. 7e-34: 202:92//Hs. 115600:88351639 

F-OVARC 1 00 1989//ESTI. Beakly siailar to !!!! ALU SUBFAMILY J WARN I 

NC ENTRY !!!! [H. sapiens]//!. 2e-23 :213:78//Hs. 1 05292 AA504776 

F-OVARC 1002044//EST//0. 26: 164: 66//Hs. 161094 :N3 041 7 

F-OVARC 10020S0//Hoao sapiens aRNA for KIAA0455 protein, partial cd 

s//6. 6e- 1 60 : 739 : 98//HS. 1 08258 : AB007934 

F-OVARC 1002066//ESTS//1 . 8e- 103 : 482 : 99//H*. 1 24923 : Al 375865 

F-OVARC 1002082//EST//2.5e-09: 21 3 :67//Hs. 11281 0:AA61 0063 

F-OVARC 1002 107 

F-OVARCl 0021 12//Hoao sapiens histone aacroH2A1.2 aRNA, coaplete cd 

s//2. 7e- 1 01 : 498 : 96//Hs .75258: AF054 1 74 

F-OVARCl 002 1 27//ESTS//1. 6e-76: 397: 96//HS. 33432: R83913 

F-OVARC 100 2 I38//Hoao sapiens p60 katanin aRNA, coaplete cds//3.5e- 

20: 399:62//Hs. 1 12725: AF056022 

F-OVARC 1 002 1 43//EST//4. 2e-09: 240:6 5//Hs. 1 40547: AA81 2795 
F-OVARCl 0021 56//EST//0. 35: 112 :66//Hs. 136761 :AA738097 
F-OVARC 100 2 158//ESTs. Beakly siailar to Y53C12A.3 [C. elegans] //7. 4 
e-07 : 329: S8//Hs. 107747 : A 1357868 

F-OVARCl 002 165//H. sapi ens BDP1 aRNA for protein-tyros ina-phosphata 
SO//0. 000 1 0 : 300 : 64//H* . 1 1 8929 : X79S68 

F-OVARC 10021 8 2//Hoao sapiens ataxin-7 (SCA7) aRNA. coaplete cds// 

0. 19: 178:64//Hs. 108447:AJ000517 

F- PLACE 1000004//E5Ts//0. 79 : 332 : S9//H s. 1 2022 1 : AA73 1 230 
F-PLACEf 000005//ESTs//1 . 8e-10:89: 87//Hs. 1 5891 3: Al 378928 
F-PLACE1 000007//Hoao sapiens ubiquitin hydrolyzing enzyae I (UBH1) 
aRNA. partial cds//1. 2e-52: 550: 72//Hs. 42400:AF022789 
F-PLACEI000014 
F- PUCE 1000031 

F-PUCEI000040//ESTs//3. le-18: 123: 91//H*. 138387:AA873088 
F-PUCEl 000048//ESTs//l . 2 e-43 : 387 : 78//Hs. 61 199:AA024494 
F-PUCE 1 000050//ESTs//t . 8e-B4 : 42 1 : 96//H s. 1 28632 : A 1 076755 
F-PUCE 1 00006 1 //8 i bosoaa I protein L37a//5.5e-29: 177: 93//H*. 1946: LO 
6499 

F-PUCE1000066//ESTs, Beakly siailar to coded for by C. elegans cD 
NA yklOclO. 3 (C. elegans]//!. 4e-47:266:93//Hs. 30026:81356771 
F-PUCE 1 00007 B//ESTs. Beakly siailar to !!!! ALU SUBFAMILY SB1 BAR 
N INC ENTRY !?!! [H. sapiens]//S. 4e-1 5: 203: 70//Hs. 1 57422: R85366 
F-PUCE 1 00008 !//Huaan transporter protein (g17) aRNA. coaplete cds 
//0. 30: 324 :60//Hs. 76460 :U49082 
F-PUCE 1000094 

F-PUCE 1 0001 33//ESTS. Highly siailar to TRANSCRIPTION FACTOR 0TF3 
[Hoao sap i ens]//6. 2e-82 : 476 : 92//H s . 11 1 08 1 : A 1 380378 
F-PLACE 1 0001 42/ /ESTs, Beakly siailar to enoyt-CoA hydratase [H.sap 
iens]//7.7e-Z7:205:85//Hs. 9670:88632135 

F- PUCE 1 0001 84//Hoao sapiens estrogen-related receptor gana aRNA, 
coaplete cds//2. 5e-15l:737:97//Hs. 151017:AF058291 
F-PUCE1 000185 
F-PLACE 10002 13 

F-PUCE 1 0002 14//ESTs//0. 00059: 335: 59//Hs. 143849:81167255 
F-PUCE 1000236//Fanconi aneaia, coapl eaentat ion group A//0. 44:306: 
61/ZHs. 86297:199226 

F-PUCE1000246//ESTs//7. 3e-80: 457 : 89//Hs. 57209: V22022 

F-PUCE 1 0002 92//ESTs// 1 . 8e-05 : 323 : 60//Hs. 59962 : Al 278202 

F-PUCE 1 000308//EST//0. 0024 : 253 : 62//HS. 1 442 38 : B52294 

F-PUCE 1 0003 32//EST//5. 6e-1B: 223 : 74//Hs. 99532 : AA46 1 047 

F-PLACE 1000347//ESTS//6. 4e-33 : 1 69 : 99//Hs. 1 22975 : AA428675 

F-PUCE1000374//Huaan CCAAT-box-bind ing factor (CBF) aRNA. coapl et 

e cds//0. 26:45: 95//Hs. 147991 :H37197 

F-PLACE 1 0003 80//Hoao sapiens proline and glutaaic acid rich nuclei 
r protein isofora aRNA, partial cds//1 . 0: 262: 58//Hs. 102732 :U88 153 
F-PUCEl 000383//Myotubul ar ayopathy I//1. 1e-50: 669: 67//Hs. 75302:114 

6024 

F-PUCEl 000401 //Hoao sapiens aRNA for KIAA0616 protein, partial cd 
s//0. 036 : 471 : 58//HS. 605 1 : AB0 1 451 6 

F-PUCEl 000406//ESTs. Highly siailar to PTB-ASSOC I ATED SPLICINC F 
ACTOR [Hoao sapiens]//8. 7e-63 : 346:93//Hs. 19501 :AA742260 
F-PUCEl 000420//Hoao sapiens aRNA for KIAA0602 protein, partial cd 
s//0. 0023: 216: 65//HS. 37656: ABO 1 1 174 

F-PUCEl 00042 1//Huaan lipid-activated protein kinase PRK1 aRNA, co 
aplete cds//0. 55: 212:63//Hs. 2499:U33053 
F-PUCEl 000424 

F-PUCEl 000435//Hoao sapiens aRNA for JCPR2 protein//0. 58:674:55//H 

1. 44766 : AJ007590 

F-PUCE 1000444/ZFucosy I transferase 1 (galactoside 2-alpha-L-fucosy 
(transferase, Boabay phenotype inc I uded)//2. 7e-52: 421 :80//Hs. 6974 
7.M35S31 

F-PUCE 1 000453//Huaan aRNA for MTCBa protein, coaplete cds//0. 026: 
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240 : 60//Hs . 3 1 551 : D43638 

F-PUCE 1000481 //Oxytocin receptor//!. 6e-25:347:7t//Hi. 2820:164878 
F- PLACE! 00049 2//Huaan aRNA for K1AA03SS gene, complete cds//0. 58:3 
02: 6O//H1. 153014 :AB0O2353 

F-PUCEI 000 S40//EST//0. 32:229: 59//Hi. TS301 1 :AA700S73 

F-PUCEI 000 54 7//Huaan heparin sulfate proteoglycan (HSPC2) ■RNA, c 

oaplete cds//0. 0048:223: 65//Hs. 75578:085289 

F-PUCEI 000562 

F-PUCEI 000564//ESTs//8. Oe-35 : 247 : 89//HS. 1 2999 : AA278538 

F-PLACE ! 000583/ /Homo sapiens clone 23939 aRNA sequence//6. Se-47:52 

5: 72//H*. 2!83B:AF03B1 79 

F-PLACE 1000588//Guany late binding protein !. interferon-inducible, 
67k0//2. 3e-85 : 503 : 88//Hs. 62661 : M55542 
F-PLACE! 00059 6//Hoao sapiens aRNA for NSI-binding protein (NSI-6P) 
//1 . 2e-l 65 : 798 : 97//Hs . 1 59597 : AJ0I 2449 
F-PLACE 1 000599//EST s//0. 65 : 201 : 58//Hs. 98216: AA7S875 1 
F-PLACE 1 0006 1 0//Hoao sapiens aRNA for KIAA0642 protein, partial cd 
s//0. 98:215: 60//Hs. 81 52: AB014542 

F-PLACE 1 0006 1 1 //E$Ts//7. 2e-20 : 406 : 64//Hs. 1 28966 : AA620986 
F-PLACE1 000636 

F-PLACE 10006 S3//Hoao sapiens N-acety Iglucosaaine-phosphate autase 
■RNA. coaplete eds//5. Oe- 154: 747: 96//Hs. 5819: AF 102265 
F-PLACE! 0005 56//Hoao sapiens aRNA for JM4 protein, coaplete COS (c 
lone IMAGE 546750 and LLNLc 1 10F1S57Q7 (RZPD Berl in))//7. 5e-158: 77 
5;97//Hs. 29595: AJ005896 

F-PLACE1000706//Hoao sapiens transcription interaediary factor ! 
(TIF1) aRNA. coaplete cds//l . 0e-S7: 675: 69//HS. 128763 :AF009353 
F-PLACE 1 0007 1 2//EST//0. 56 : 1 71 : 61 //Hs. 1 1 2790: AA609949 
F-PLACE1 00071 6//Huaan aRNA for KIAA02S8 gene, coaplete cds//6. le-3 
8 : 426 : 70//Hs . 473 1 3 : 087447 

F-PLACE 1 000748//EST s//2. 6e-43: 233.95//HS. 1 10754: AA1 1 2288 
F-PLACE 1000749//Huaan MACS -9 antigen (MAGE9) gene, coaplete cds// 
0. 72:331 : S7//Ha. 37110: U1 0694 

F-PUCE 1 000755//NUCLEOL I N//0. 0038:1 86 : 66//Hs. 791 1 0 : N60858 
F-PLACE 1000769 

F-PUCE! 00078S//Hoao sapiens aRNA for XIAA0648 protein, partial cd 
s//l . I e-1 39 : 663 : 98//Hs. 31921: AB014548 

F-PUCE 1 000786//Myosi n, heavy polypeptide 9, non-auscie//8. 5e-06:3 
62: 59//Hs. 44782:28221 5 

F-PUCE1 000793//ESTs//2. 7e-62 : 31 5 : 97//Hs .16141: VS6079 

F-PUCE 1 000798//ESTs// 1 . 4e- 55 : 3 1 6 : 93//Hs . 1 39 11 9 : N32 1 89 

F-PUCE 1 00084 1 //EST//0. 47: 1 43 : 6 1 //Hs . 1 44096 : A 1 032 1 80 

F-PUCE 1000849//Hoao sapiens CAGF9 aRNA. partial cds//1. 6e-06:266: 

63//H*. 110826:1180736 

F- PLACE 1 0008 56//EST s//2. 6e-60: 319: 95//HS. 2 5994: AA470000 
F- PLACE 1 00086 3//EST//9. 4e-29: 249 : 78//Hs. 12191 9: AA777428 
F-PUCE 1000909//ESTs//0. 97: 214: 60//Hs. 1 28601 :AA906455 
F-PUCE 1 00093 1 //ESTs//2 . 1 e-46 : 592 : 70//Hs . 1 54244 : AA1 9520 1 
F-PUCE 1000948 

F-PUCE 1000972//Hoao sapiens enhancer of f i laaentation (HEF1) aRN 

A, coaplete cds//7. 9e-10: 294:66//Hs. 80261 : L43821 

F-PUCE 1 00097 7//ESTs, Veakly siailar to coded for by C. elegans cO 

NA yk28h2. 5 [C. el egans]//9. 3e-45: 309: 88//Hs. 13531 : R61 789 

F-PUCE 1000979//Zinc finger protein 91 (HPF7, HTF1 0)//0. 0034: 229:6 

2//Hs. 8597:11 1672 

F-PLACE 1 000987//Hoao sapiens aRNA for KIAA0724 protein, coaplete c 

ds//2. 6e-14t :694:96//Hs. 158497: ABO 1 8267 

F-PUCE 1 001 000//ESTS//0. 0035 : 116: 73//Hs. 1 44532 : H3991 3 

F-PUCE 1 00 1007//Guany I ate cyclase 20, aeabrane (retina-specific)// 

0. 050: 338: 6I//Hs. 1974:M92432 

F-PLACE 1001 01 0//H. sapiens aRNA for retrotransposon//! . 6e-45: 371 : 80 
//Hs . 6940 : Z486 33 

F-PLACE 1001 01 5//ESTS//8. 6e-27: 21 1 :7!//Hs. 88040:AA256875 
F-PUCE 100 1 024 

F-PLACE 100 1036//EST//1 .0:1 33:65//Hs. 1 61424: Al 424741 

F-PLACE 100 1 054//Huaan pled in (PLECl) aRNA. coaplete cds//0. 98:28 

4: 59//Hs. 79706:1153204 

F-PUCE 100 106 2 

F-PUCE1001076//EST//0. 84: 223: 59//Hs. 161 147 : Al 41 7859 
F-PUCE 100 1088 

F-PUCE 1 00 1 092/ /Hoao sapiens sorting nexin 4 aRNA. coaplete cds// 

1 . Oe-96 : 489: 96//HS. 95448 : AF06S485 

F-PUCE 1 00 1 1 04//ESTS//0. 19:249: 64//HS . 1 S262 7 : AA5958 1 7 
F-PUCE 1 001 1 1 8//Hoao sapiens KRAB doaain zinc finger protein (ZFP3 
7) aRNA. coaplete cds//8. 2e-66: 676: 7!//Hs. I504Q6:AF0221$8 
F-PLACE10D1 I36//Aaphi regul in (achaannoaa-der ived growth factor)// 

1 . 5e-1 6 : 1 22 : 9 1 //Hs. 1 257 : M30704 
F-PUCE 100 1168 

F-PUCE 1 00 11 7 1 //ESTS//4. 3e- 1 2 : 2 1 4 : 72//H* . 1 4 1 392 : R95 1 35 

F-PUCE 1 00 1185//ESTS, Veakly siailar to ZK792. 1 [C. elegans]//!. 6e- 
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28 : 42 1:66//Hs. 8763:13074! 

F-PUCE 1001 2 38 

F-PUCE 1001 241 //ESTa//1. 1e-22:225:79//Hs. 1 59786: R49494 
F-PUCE 1 001 2 57//EST*// 1 . 9a-23 : 1 65 : 89//Hs. 1 2651 8 : AA91 3929 
F-PUCE100I272//COATOMER BETA’ SU8UN I T//0. 01 2: 50 :96//Hs. 75724:1704 
76 

F-PUCE 1 001 279//ESTs//0. 97 : 377 : 59//Hs. 1 S2628 : N51 283 
F-PUCE 1 001 280/ /Hoao sapiens hyperpolarization-activated channel 1 
( I HI ) aRNA. partial cds//1. 2e-08:S86:58//Hs. 124161 :AF065164 
F-PLACE 1 001 2 94//Hoao sapiens aRNA for ayosin phosphatase target su 
bunit 1 (MYPT1)//0.9I:221:61//Hs. 16533:087930 
F-PUCE 1 00 1 304//Huaan zinc finger protein aRNA. coaplete cds//8. 6 
e-08: 370: 60//HS. 42672: AF0I60S2 

F-PUCE1 001 3 1 1//ESTs//l . 7e-44 : 480 : 73//Hs. 1 55384:278385 
F-PUCE1 001 323//ESTs//l . 1 e-25 : 151: 95//Hs. 134120: AA699591 
F-PUCE 1 001 351 

F-PUCE1001366//Hoao sapiens aRNA for KIAA0799 protein, partial cd 
s//2. 8e-26 : 1 S5:95//Hs. 61638:A801 8342 

F-PLACE 1 00 1377//Hoao sapiens A0AN10 (ADA110) aRNA. coaplete cds// 

3. 4e-44: 393: 79//Hs. 1 5200S: AF00961 5 

F-PUCE 1 00 1383//ESTS// 1.0: 1S9:65//Hs. I28S01 : AA973748 

F-PUCE 100 13 84/ /Hoao sapiens aulti P0Z doaain protein MUPP1 (MUPP 

1) aRNA. coaplete cds//2. 6e-09: 117: 84//Hs. 21 301 : AF093419 

F-PUCE 1001 3 87//ESTs. Veakly siailar to EPIOERMAL GR0VTH FACTOR RE 

CEPT0R KINASE SUBSTRATE EPS8 [H. sap i ens]//0. 00083 : 1 87: 64//HS. 5399: 

N30646 

F-PUCE 1 001 395//Hooo sapiens aRNA for putative ONA aethy I transf era 
se, coaplete CDS//0. 0038: 496: S7//H$. 97681 :AJ 2233 33 
F-PUCE 1 001 399//Huaan aelanoaa antigen recognized by T-cells (MAR 
T-l) aRNA//7. 0e-45 : 456 : 75//Hs. 1S4069:UO64S2 

F-PLACE1 00141 2//Hoao sapiens clone 643 unknown aRNA, coaplete sbqu 

ence//6. 5e-7 1:365: 96//Hs. 1 1 0404 : AF091 087 

F-PUCE1 001414//EST//I. 2e-75: 364: 98//HS. 1 36622: AA6 33232 

F-PUCE1 001440//ESTs//2. 8e-05: 163:66//Hs. 141082:H1 8987 

F-PUCE 1 00 1456//EST//0. 95: 1 32: 61 //Hs. 20373:809510 

F-PUCE 1 001468//ESTs//0. 00019:184 : 66//Hs. 1 26536 : A 1 379455 

F-PUCE 1 001 484//EST//8. 6e-l 8: 1 90 : 76//HS. 160992 : H527 1 6 

F-PUCE 1 001 502//Apo I ipoprotein E//2. 5e-05: 306 : 60//Hs. 76260 :M1 2529 

F-PUCE1001503 

F-PUCE 1001 51 7//ESTs//1. 9e-1 2: 1 38:78//Hs. 1 20352 :AA7 1891 4 
F-PUCE 1001 5 34//EST//0. 015: 121 :6S//Hs. 1441S6:R85753 
F-PUCE 1001 545 
F-PUCE 100 1551 

F-PUCE 1 001 570//EST//0. 58 : 286 : 59//HS. 1 20202 : AA728835 

F-PUCE 1 001 602//Huaan POU doaain protein (Brn-3b) aRNA. coaplete c 

ds//0. 013:159: 66//HS. 266 : U06233 

F-PUCEI 001 603//Hoao sapiens nitrilase 1 (NIT1) aRNA. coaplete cds 
//!. le-10: 133: 77//Hs. 146406 :AF069987 
F-PUCE 100 1608//ESTs//0. 022: 187: 60//Hs. 1 4591 S : Al 342230 
F-PUCEI 00 1 6 1 0//ESTs//l . 4e-77 : 377 : 97//H s. 1 1 5700 : AA808005 
F-PUCEI 001 61 1//Huaan faciogenital dysplasia (FGD1) aRNA. coaplete 
cds//0. 96:141: 66//HS. 1 572 : U1 1 690 

F-PUCE 1001 6 32//Hoao sapiens aRNA for KIAA0798 protein, coaplete c 
ds//3.4e-76:702:7S//Hs. 159277: AB018341 
F-PLACE 1 00 1 634//ESTS// 1 . 2 e-43 : 260 : 92//Hs . 1 34064 : A 1 276 1 98 
F-PUCE 1001 640 

F-PLACE 1 00 1672//EST//2. 8e-21 : 201 :82//Hs. 123341 :AA810927 
F-PUCEI 001 691 //Hoao sapiens okadaic acid-inducible phosphoprotein 
(0A48-18) aRNA. coaplete cds//2. 8e-148:726:96//Hs. 3688 : AF069250 
F-PLACE 1 001 692//ESTs. Highly siailar to S-ACYL FATTY ACID SYNTHAS 
E THI0ESTERASE. MEDIUM CHAIN [Rattus norvegicus]//! . 1e-95:481 : 92// 
Hs. 24309: Al 125696 

F-PUCE 100 1 705//Huaan RNA polyaerase III subunit (RPC39) aRNA. coa 
plete cds//6. 0e-30 : 347 : 76//Hs. 101 555:U93869 

F-PLACE 1001 716//Huaan aRNA for KIAA019I gene, partial cds//2. le-6 
9: 369: 73//Hs. 12413:083776 

F-PUCE 1 00 1 720//ESTS//1 . 2e-27 : 1 46 : 99//Hs. 1 06432 : A I 391 686 
F-PUCE 1001 72 9//Hoao sapiens aRNA for KIAA0522 protein, partial cd 
s//0. 0084 ; 484 : 60//Hs. 1 29892 : AB01 1 094 

F-PUCE100l739//Histidine-rich catciua binding protein//0. 14: 240: 6 
4//Hs. 1480:M600S2 

F-PUCEI001740//ESTS//4. 9e-3 2:343 :74//Hs. 139 158: AA226 159 
F-PUCE 100 1745 

F-PUCE 1001 746//ESTs//7. 0e-l 5: 168: 80//Hs. 46601 :N7836I 

F-PUCE 1 00 1 748//Hoao sapiens aetat loprotease 1 (MP1) aRNA, coaplet 

e cds//2. 8e- 1 60 : 773 : 97//Hs. 481 2 : AF06 1 243 

F-PUCE 1001 7 56//Hoao sapiens tapasin (MGS- 1 7) aRNA. coaplete cds// 
2. 7e-35 : 269 : 83//Hs . 5247 : AF029750 

F-PUCE100l761//ESTs//6. 9e-27: 159: 93//Hs. 78277 : AA1 31283 
F-PUCE 1001 77 1//Huaan putative calciua influx channel (htrp3) aRN 
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A, complete cds//3. 4e-52 : 548 : 72//H*. 1 50981 :U47050 
F-PLACE1Q01781 

F-PUCE 100 17 99//EST//5. 4e-Q7: 145: 70//Hs. 1 2 1 840 : AA776 1 15 
F-PLACE1001810//ESTs//0. 024: 134:67//Hs. 43134:AA766138 
F-PLACE100181 7//Hoao sapiens ATP-specific succiny 1-CoA synthetase 
beta subunit (SCS) eRNA. partial cds//3.6e-110:S46:96//Hs.40820:AF 
058953 

F-PLACE 100 1821 

F-PUCE 1 00 1 844/ /E ST s//S. 4e-45 : 387 : 79//HS. S1 1 99 : AA024494 

F-PLACE 1 00 1 845//ESTs//2. 5e-47 : 2 32 : 1 00//Hs . 1 20809 : AA 1 502 1 4 

F-PUCE 100 1 869//EST//1. 0:1 39: 59//Hs. 1 22285: AA781 906 

F-PLACE 1 00 1 897//ESTS//0. 29 : 348 : 57//Hs. 1 39993 : A 1 343257 

F-PLACE1Q019I2//ESTS//4. 0e-10: 95: 89//Hs. 13475:918220 

F-PLACE I 00 1920//Hoao sapiens TNF-induced protein CG2-I aRNA, coapl 

ete cds//4. Qe-153 : 685: 95//Hs. 17839: AF099936 

F-PLACE 1 00 1928//H. sapiens HUMH9 aRNA//0. 063: 196: 66//HS. 2750:174837 

F-PLACE 1001 983/ Aloao sapiens Jagged 2 aRNA, coapl ete cds//9. 8e-06 : 

431 : 58//HS . 1 06387 : AF029778 

F-PLACE1Q019B9 

F-PUCE 1002004 

F-PUCE 1002046 

F-PLACE 1 00205 2//Huaan aRNA for phospholipase C. coaplete cds//Q.OO 
92:465: 58//Hs. 1 53322 : D42 1 08 

F-PLACE1002066//EST//0.49: 307: 61//Hs. 150S52: AA908555 
F-PLACE1002072//EST//1 . 0: 103:65//Hs. 1 16488:F137D7 
F-PLACE I002073//Hoao sapiens aRNA for K1AA0606 protein, part ill 'cd 
s//4 ‘ 2e-39 : 635 : 64//Hs . 381 76 : A80 1 11 78 

F-PLACE1 002090/ /Hoao sapiens signal recognition particle 72 (SRP7 
2) aRNA. coaplete cds//4. 3e-83: 388: 99//Hs. 5171 :AF069765 
F-PLACE! 0021 1 S//EST//0. 1 8: 2 1 S : 62//Hs. 1 35747 : A 1 002637 
F-PLACE10021 19//Huaan transcription factor ETRI01 aRNA. coaplete c 
ds//6. 2e-1 3: 384:61//Hs. 737:1162831 

F-PUCE 1 0021 40//EST. Moderately similar to ALPHA- 1 -ANT I TRYPSIN PR 
ECURSOR [Hoao sapiens]//0.B9:60:75//Hs. 144290: T61747 
F-PUCE 1 0021 50//ESTs//0. 56: 245 : 64//Hs. 241 1 9 : AA1 1 5631 
F-PUCE1002157//Huaan aRNA for KIAA0392 gene, partial cds//2.8e-5 
1 : 440 : 79//H s .40100: AB002 390 

F-PUCE 1 0021 63//ESTs//0. 76: 212: 61//Hs. 11 2494: A 1 366891 
F-PUCE10021 70//ESTs//6. 5e-09: 108: 76//HS. 41418:H90627 
F-PUCE100217l//ESTs//3. 5e-81 :493: 89//Hs. I22553:H66674 
F-PLACE 1 002 205/ /Huaan clone 23695 aRNA sequence//0. 00080: 472: 60//H 
S. 90798:079289 

F-PUCE 1 00221 3//ESTs//0. 041:146: 67//Hs. 119162: AA399989 

F-PUCE 1 002227//ESTs//9. 4e-06 : 1 73: 66//Hs. 1 27882 : A 1024442 

F-PUCE 1 002256//ESTs//1 . 8e-93 : 440: 99//Hs. 1 28700: AA970935 

F-PUCE1002259//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//2. 3e-75: 434: 83//Hs. 23094:119503 

F-PUCE 100231 9//ESTs//0. 82:188: 62//Hs .50918: AA036675 

F-PUCE 1 002342//EST//0. 61:148: 66//HS. 1 443 1 9 : AA280279 

F-PUCE1 002395//ESTs//1 . 2e- 1 8 : 168 : 83//HS. 3853 : AA034291 

F-PLACE 1 0023 99//EST//0. 0011:166: 6S//Hs. 137500 : AA43671 0 

F-PUCE 1 00243 3//ESTs// 1 . 2 e- 1 4 : 1 51 : 80//HS .161837: AA42 1 067 

F-PUCEI002437//Huaan ATP binding cassette transporter (ABCR) aRN 

A. coaplete cds//2. 6e-23 : 458: 66//Hs. 40993: AF000148 

F-PUCE 1 002438//EST//0. 81:48: 77//Hs. 1 58575 : A I 368947 

F-PUCE1002450//Hoao sapiens KRA8 doaain zinc finger protein (ZFP3 

7) aRNA. coaplete cds//7. le-07: 270: 66//Hs. 150406 :AF022 158 

F-PUCE 100246 5 

F-PLACE 1002474//Hoao sapiens aRNA for aatrilin-4, par tial//l . 3e-1 
4: 369:63//Hs. 129361 :AJ007581 

F-PUCEI 002477//ESTs//3. Se-1 3: 125: 71//Hs. 145032: AA343523 
F-PLACE 1002493 
F-PUCE 1002499 

F-PLACE 1002500//Huaan putative zinc transporter ZnT-3 (2nT-3) aRN 
A. coaplete cds//4. 3e-19: 708: 59//Hs. 1 1 1 967:1176010 
F-PUCE 100251 4//ESTs//3. I e-07 : 1 78: 66//Hs. 70932 : AA1 26482 
F-PUCE1002529//Hoao sapiens aRNA for KIAA0713 protein, partial cd 
S//2. 9e- 144:583: 95//Hs . 88756 : AB0 1 82 56 

F-PUCE 1 00253 2//Hoao sapiens BAC clone RC300E22 froa 7q21-q31.1// 
3. le-115:5S6:96//Hs. 99348: AC004774 

F-PUCE 1002 S3 7//Thiopur ine S-aethy I transferase//! . 9e-28: 198:86//H 
s. 51 1 24: AF01 9369 

F-PUCE 1002571 //Hoao sapiens aRNA for TP55, coaplete cds//0. 99:27 
4 : 59//Hs. 1 38202 : AF027866 

F-PUCE 1 002578//ESTs//7. 3e-l 0: 1 85 : 73//Hs. 41418: H90627 
F-PUCE 1002583//EST//0. 0028: 348: 6»//Hs. 160396 :AI 393725 
F-PUCE 1002 591 //Huaan aRNA for act in binding protein p$7. coaplete 
cds//2. 8e-27 : 279: 74//Hs. 109606:044497 
F-PUCE 1 002598//EST//0. 011:209: 62//HS. 1 31 470 : A 1 0241 87 
F-PUCE 1002604//EST//0. 47 : 220: 61//Hs. 145434: A 1 198915 
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F-PLACE1 002625 

F-PLACE100265S//CELS0LIN PRECURSOR, PUSNA//1 . 7e-36 : 693: 62//Hs. 805 
62:104412 

F-PLACE1 002665//EST//0. 15:156: 65//Hs. 1 61 793 : AA380706 
F-PUCE 1 00268 5//Hoao sapiens B cell linker protein BLNX aRNA. alte 
rnat ively spliced, coaplete cds//1. 1e~l 87: 804: 97//Hs. 124903 :AF06B1 
80 

F-PLACE1002714//Huaan involucrin aRNA//3. 6e-08: 509: 60//HS. 157091 :N 
13903 

F-PUCE 1002722//Huaan protease-activated receptor 3 (PAR3) aRNA, c 

Deplete cds//0. 34: 230: 58//Hs. 1 591 96:U92971 

F-PUCE! 002768//EST//0. 37:126: 69//Hs. 125353 : AA877080 

F-PUCE 1002772//ESTS//0. 0017: 147: 69//Hs. 1 32439 :AA923728 

F-PUCE 1 002 775//EST//5.5e-09:1 29 :75//Hs. 135336 :AI049827 

F-PUCE 1002 782//Hoao sapiens 1-1 receptor candidate protein aRNA. 

coaplete cds//0. 0031 : 298: 62//Hs. 26285: AF082516 

F-PUCE 1 002794/ /EST s//0. 71 : 125:66//Hs. 97441 :AI 368926 

F-PLACE 10028 11 //Huaan aRNA for KIAA0172 gene, partial cds//5. 8e-4 

6:567: 70//Hs. 77546 : D79994 

F-PUCE 100281 5 

F-PUCE 1 00281 6//Hoao sapiens aRNA for KIAA0600 protein, partial cd 
s//4. 3e-70: 687 : 73//Hs. 9O28:AF039691 

F-PUCE 1 00 2834//ESTs//2. 6e-41 : 393: 74//Hs. 120206: AI089163 
F-PUCE1002839//ESTs//0. 26: 177 :63//Hs. 1490! 3 :AI 334167 
F-PUCE 1 00285 1//EST//0. 0034: 102:72//Hs. 1 29630: AI000405 
F-PUCE1 002853//ESTs//l . I e-20 : 1 36: 90//Hs. 1 25895: AA889024 
F-PUCE1 00288 1//ln ter I eukin 10//I. le-41 :454:72//Hs. 2180:157627 
F-PUCEI 002908//ESTS//3. 8e-48 : 325 : 88//HS. 54702 : A1 040029 
F-PUCE1 002941//ESTs//5. 0e-l 8: 1 28 : 88//Hs. 1 7376 : AA855056 
F-PUCEI 002962 

F-PUCE!002968//ESTs, Highly similar to trg gene product [R. norveg 
i cus]//0. 031:372: 59//Hs. 802 1 : A 1 041 81 5 
F-PUCE 1 00 2 991 
F-PUCE 1 002993 

F-PUCEI 002996//ESTs, Veakly similar to T2003. 3 [C.elegans]//1.3e- 
1 2 : 1 04 : 86//HS . 1 24808 : T86959 

F-PUCEI 00302 5//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t KIAA051Q//0. 99: 192:64//Hs. 92660: AB007979 

F-PUCE1003027//Hoao sapiens aRNA for KIAAQS16 protein, partial cd 
s//2. 0e-t3l : 632 : 97//Hs. 129872 : AB01 1 088 

F-PUCE 100 3044//Hoao sapiens aRNA for KIAA0667 protein, partial cd 
s//2. 7e- 1 4 : 555 : 58//Hs . 154740: A8014567 
F-PUCE 100 3045 

F-PUCE 1 003092//ESTS//1 . 1 e- 1 08 : 506 : 99//Hs .22119: AA88549 1 

F-PUCE 1 003 1 D0//Huain Hep27 protein aRNA. coaplete cds//2. 9e-66:65 

0:73//Hs. 102137; U3 

F-PUCEI 003 10 8//EST//0. 016: 181 :65//Hs. 1 1 9762: AA70341 9 
F-PUCEI 003 136 
F-PUCEI 003145 

F-PUCEI 0031 53//ESTS//3. 1 e-09: 209: 65//Hs. 1 1 1 583 : AA463590 
F-PUCEI 0031 74//ESTS//0. 073 : 97 : 69//Hs. 1 2992:101 997 
F-PUCEI 0031 76//ESTs//3. 3e-60 : 296: 90//Hs. 58239 : AA21 5797 
F-PUCEI 0031 90//Hoao sapiens C19steroid specific UOP-glucuronosy 1 1 
ransferase aRNA, complete cds//0. 98:221 :60//Hs. 1 39756 :US9209 
F-PUCEI 003200//EST//0. 0021 : 309:60//Hs. 140561 : AA765532 
F-PUCEI 003205//EST//1 . 2e-07 : 204: 65//Hs. 1 47372 : Al 208770 
F-PUCEI 003238//ESTs//7. 4e-62 : 343 : 94//Hs. 121302: AA758208 
F-PUCEI 003249//lnsu I in-l ike growth factor 1 (soaatoaedia CJ//0.9 
9: 175:62//Hs. 851 12:157025 
F-PUCEI 003256 

F-PUCEI 003258//H. sapiens aRNA for ZYG hoao I ogue//0. 00020: 21 7:64// 
Hs. 29285 :X99802 

F-PUCEI 0032 96//ESTS//2. 6e-1 4 : 80 : 86//Hs. 1 5544 1 : AA533 1 06 
F-PUCEI 003 302//Huaan repressor transcriptional factor (2NF85) aRN 
A. coaplete cds//4. 3e-51 : 700: 67//Ms. 371 38:U35376 
F-PUCE 1003 334 

F-PUCEI 003 342//ESTs//0. 94: 310: 57//Hs. 131 502: Al 023308 
F-PUCEI 003343//EST//1 . 2e-09 : 1 1 4 : 77//Hs. 1 0341 8 : AA035568 
F-PUCE 1 003353//Hoao sapiens breast cancer antiestrogen resistance 
3 protein (BCAR3) aRNA. coaplete cds//2. 6e-144: 773: 92//Hs. 6564:U9 
2715 

F-PUCE 1 00336 1//E5T*. leak I y similar to ATP SYNTHASE A CHAIN [Tryp 
anosoaa brucei brucei]//8. 9e-35: 332 : 78//Hs. I63820:H71277 
F-PUCE1003366//Hoao sapiens dysferlin aRNA. coaplete cds//7.9e-0 
6 : 502 : 57//Hs. 143897: AF075575 

F-PLACE 1 003 369//NUCLEOUN//0. 00037: 282: 60//Hs. 791 1 0:1160858 
F-PLACE1 003373//EST//1 . 1 e-1 1 : 420 : 63//Hs . 1 56592 : Al 343009 
F-PLACE 1 003375//EST//0. 75:119: 68//Hs. 1 60270 : A 1 1 49069 
F-PUCE 1003383 

F-PUCEI 003394//ESTs. Highly siailar to RAS-REUTED PROTEIN RAB-I 
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4 [Rat tut norvegi cus]//8. 9e-1 13: 590: 94//Hs. 1 251 75 :A1 142546 

F-PUCEl 0D340l//E$Ts//Q. 55:1/6: 66//H*. 1 54292 : AA88S1 78 

F-PLACE 1 003420//Mae rophage stiaulating 1 (hepatocyte growth facto 

r-l ike)//0. 40:206:62//Hs. 30223:190846 

F-PUCEl 00 34 S4//E ST s//0. 98: 74: 72//H*. 127131 : AA 1 5091 2 

F-PUCE 1003478//EST//5.0e-06:1 83 :69//Hs.l 27524 :AA952874 

F-PUCEl 003493//Pro tein- tyroa i na kinase 7//0. 98: 232:63//Hs. 90S72:U 

33635 

F-PUCEl 0035 16//Huaan kpni repeat arna (cdna clone pcd-kpni-8), 3' 
end//3. 4e-8S: 3S7 : 86//H1. 1 03948 : K00627 
F-PUCE1003519//ESTs//l. 6e-33: 288:72//Hs. 1595)0: AA297145 
F-PLACE1003521//H. sapiens aRNA for retrotransposon//1 . 4e-4S: 269:76 
//Hs. 6940:248633 

F-PUCEl 003528//EST s//0. 65:120: 68//Hs. 1 62376 : AA570248 
F-PLACE1003537//ESTs. Weakly Siatlar to ZK858. 6 (C. elegans]//3. Se- 
ll 0 : 543 : 97//Hs. 120416: AA057428 
F-PLACE 1003553 

F-PUCEl 003566//ESTs//0. 0015: 508 : S9//Hs. 5724 : AA1 56780 

F-PLACE 1 003575/ /Hoao sapiens cdcl4 hoaolog oRNA, coaplete cds//4. 4 

e-OS : 499 : 58//Hs. 65993 : AF000367 

F-PLACE 1 003583//ESTs//5. Se-1 9 : 448 : 63//Hs. 161701: AA225932 
F-PUCE10035B4//EST//1 . 6e-46: 263 : 94//HS. 1 4741 2 :AI 2091 94 
F-PUCEl 003592//EST*. Moderately siailar to !!!? ALU CUSS B WARN I 
NG ENTRY ! ! ! ! [H. sapiens]//! . 4e-50: 287: 93//Hs. 1 S4799:AAI 30620 
F-PUCEl 003593//ESTs//0. 0025: 318: 61//Hs. 106771 :AA806965 
F-PLACE 1003596// Integra I transaeabrane protein 1 //I. 90-54:685:68// 
Hs. 89650: L38961 

F-PUCEl 00360 2//Hoao sapiens aRNA eipressed in placenta//3. 4e-l40: 
679: 97//Hs. 56851: 083200 

F-PUCEl 003605//Koao sapiens Cdc!482 phosphatase aRNA. partial cds 

//0. 00065: 236:64//Hs. 221 16 :AF064104 

F-PUCEl 00361 1//EST//0. 0001 5: 318 : 59//Hs. 28788 : R66896 

F-PUCEl 00 36 18//Kuaan Line-1 repeat aRNA with 2 open reading fraae 

S//1 . 3e-l 22 : 737 : 87//HS . 23094 : Ml 9503 

F-PUCEl 003625//ESTs//1 . 6e-16 : 1 03 : 96//HS. 111223: NSl 1 05 

F-PUCE 1 003638//ESTs//0. 60 : 305: S7//Hx. 1 91 04 : W 07762 

F-PUCEl 00 366 9//ESTs. Weakly siailar to 3-7 gene product [H. sapien 

s] //0. 02 1:445: S8//Hs . 1 58275 : A 1 3654 1 3 

F-PUCEl 003704//Hu wan aRKA for KIAA0301 gene, partial cds//0. 014:6 
22 :56//Hs. 76730 :AB002299 

F-PUCE 1 003709//Hoao sapiens protein kinase (BU81) aRNA, coaplete 
cds//l . 4e- 1 33 : 669 : 95//Hs. 98658 : AF0S3305 
F-PUCEl 00371 !//E5Ts//2. 2e-l4: 1 78: 77//Hs. 1 14831 : T57101 
F-PUCEl 003723//Hoao sapiens aRNA for T lyaophocyte specific adapt 
or protein//8. 5e-09: 393:60//Hs. 103527 :AJ000553 
F-PUCEl 003738//ESTS. Weakly siailar to 2INC FINGER PROTEIN 84 [H. 
sap i ens]//1 . 8e-S3 : 260 : 99//Hs. 1 02928 : A 1 346344 
F-PUCEl 003760//ESTs//5. 1 e-08 : 334 : 63//HS. 43675 : AA805648 
F-PUCE 1 003762//ESTs// 1.0:59: 83//Hs. 29863 : W28983 
F-PUCE 1 003768//Huaan kpni repeat arna (cdna clone pcd-kpni-4), 3’ 
end//2. 7e-40: 608 : 68//Ht. 139107: K00629 
F-PLACEI 003771//ESTS//6. 6e- 1 0 : 226 : 65//Hs. 1 5776 : T91 944 
F-PUCE 1003783 

F-PUCE >003784//Hoao sapiens aRNA for KIAA076S protein, partial cd 
s//1 . 0 : 457 : 57//HS . 623 1 8 : A80 1 8308 

F-PUCE 1003795//Huaan hoaologue of yeast sec7 aRNA, coaplete cds// 
0. 85: 3I4:60//Hs. 1050:885169 

F-PUCE 1 003833//ESTs. Weakly siailar to C27H6. 5 [C. el egans]//0. 000 
59:201 :68//Hs. 40806 :AA0 18786 

F-PUCE 1 003850//EST1//0. 0088 : 220 : 6 1 //Ha . 1 45504 : A 1 2 54 1 65 

F-PUCE 1 003858//EST//0. 77:137:61 //Hs . 1 4693S : A 1 1 681 24 

F-PUCE 1 003864//ESTS//0. 11:225: 59//Hs. 1 6091 0 : A 1 370359 

F-PUCEl 0038 70//EST//7. 2e-1 8: 283 : 69//Hs. 1 35497 : A 1 091257 

F-PUCEl 0Q388S//H. sip iens PAP aRNA//2. 4e-7S: 759: 72//HS. 49007: *7677 

0 

F-PUCE 1003886 

F-PUCEl 00 3888//Huasn aRNA for phospholipase C. coaplete cds//8. 4 
e-55: 702:67//Hs. 153322:042108 

F-PUCEl 003892//ESTs//2. 4e- 1 3 : 258: 67//Hs. 28039 : H24050 
F-PUCE 1 Q03900//ESTs//3. 5e- 1 4 : 271 : 66//Hs. 28589 : A 1 004944 
F-PUCEl 003 903//CTP synthe tase//1 . 6e-49: 528: 71//H*. 841 1 2: X521 42 
F-PUCEl 00391 5//ESTs, Highly siai I ar to ARC I NYL-TRNA SYNTHETASE. 
MITOCHONDRIAL PRECURSOR [Saccharoayces cerevi s iae]//1 . 2e-49:251 :98 
//Hs. 65831 :F03069 

F-PUCEl 003923// Interferon, alpha 16//0. 48: 278: 60//Hs. 56303 :M28S8S 
F-PUCEl 003 932//EST//0. 00060 : 22 1 : 63//Hs. 1 63044 : AA707537 
F-PUCE1003936//ESTs//0. 86:211: 62//Hs. 1 50751 : Al 1 23536 
F-PUCE 1003968//Huaan 5* -AMP-act ivated protein kinase, gaaaa-1 sub 
unit aRNA, coaplete cds//2. Oe-47: 522: 71//Hs. 3136:042412 
F-PUCEl 0041 03//ESTs//8. 6e-35 : 226 : 89//HS. 78973 : Al 0268 1 2 
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F-PUCE 1 004 1 04//ESTi// 1,0:179:61 //Hi .163935: AA506940 

F-PUCE 100411 4//EST1// 1 . 3e-52 : 32 3 : 89//Hs . 35 1 56 : AA1 485 1 6 

F-PUCE 1 004 1 18//Sp teen focus foraing virus (SFFV) proviral integra 

tion oncogene spil//Q. 85: 164: 64//Hs. 153045: XS2056 

F-PUCE 1 004 12 8//Gu mine nucleotide binding protein (G protein), be 

ta polypeptide 1//3. 1e-41 : 422: 74//Hs. 3620: X04S26 

F-PUCE 10041 49//ESTs, Weakly siailar to F48F7. 1 (C. elegant]//8. 2e- 

82:41 8: 96//Hs. 156161 : A 1 333779 

F-PUCE 1 004 1 56//ESTs//0. 1 0 : 1 66 : 63//HS . 1 33279 : A 1 053552 

F-PLACEI 0041 61 //Huain wRNA for KIAA0200 gene, coaplete cds//0.85:2 

69 :64//Hs. 76986:083785 

F-PUCE 1 004 1 83//EST// 1 . 3e-40 : 224 : 94//Hs . 1 56603 : A 1 343666 
F-PUCEl 0041 97//ESTs//2. Be- 91 : 44 1 : 98//HS. 97269: AA292201 
F-PUCE 1004203//Hoao sapiens CPI-anchored aeabrane protein COwlOS 
precursor. aRNA, coaplete cds//1 . 3e-1 45: 695: 98//HS. 24640 :AF069493 
F-PUCEl 004242//ESTs//0. 99: 21 3:60//Hs. 117311 : AA699722 
F-PUCEl 0042 56//EST//0. 01 9: 364: 58//Hs. 1 2239S :AA789273 
F-PLACEI 0042 57//ESTs//0. 77 : 1 54:64//Hs. 1 1 2582 : AA608689 
F-PUCEl 0042 58/ZESTs. Weakly siailar to vanilloid receptor subtype 
1 [8. norvegicus]//!. 1e-98:479:97//Hs. 317I8:N29128 
F-PUCEl 004 2 70//Hoao sapiens CAGF9 aRNA. partial cds//0. 00010: 369: 
63//Hs. 1 1 08?6 : U80736 

F-PUCEl 0042 74//Hoao sapiens aRNA for KIAA0445 protein, coaplete c 
ds//0. 085:573: S6//Hs . 1 541 39 : AB00791 4 

F-PUCEl 0042 77//Ho«o sapiens two pore doaain K+ channel (TASK-2) a 
RNA. coaplete cds//2. 0e-1 57: 756: 97//H*. 1 27007: AF084830 
F-PUCEl 004284//ESTs//3.6e-71 :344:99//Hs. 145870: Al 271 884 
F-PUCEl 004289//ESTS//2. 6e-S7 : 370: 85//Hs. 16740 : AA586576 
F-PUCEl 004302//FACTOR ¥111 INTR0N 22 PROTEIM//0.032:513:59//Hs.83 
363:M34677 

F-PLACEI 0043 16//H. sapiens aRNA for apoptosis specific protein//9.3 
e- 1 52 : 797 : 94//HS. 1 1 1 71 : Y1 1 588 
F-PUCEl 004336 

F-PUCEl 004358//Hoao sapiens connector enhancer of XSR-like protei 
n CNK1 aRNA. coaplete cds//1. 9e-t40:688: 97//Hs. 16232: AFI001S3 
F-PLACEI 004 3 76//E5Ts. Weakly siailar to F27D4.4 (C. el egans)//3. 9e- 
109:521 : 98//Hs. 14079: AA306S52 

F-PUCE 1004384//Huaan HsLIMIS aRNA for HsLialS, coaplete cds//2.0 
e-49 : 465 : 76//Hs .37181:064108 
F-PUCEl 004388 

F-PUCEl 004405//EST//0. 010:191: 64//HS . 1 47600 : A 1 2 1 787 1 
F-PUCEl 00442 5//ESTs//2. 1 e-20 : 1 24: 80//Hs. 941 95: W03579 
F-PUCE 1004428//H. sapiens aRNA for Branched chain Acyi-CoA Oxidase 
//I . 0: 552: 58//Hs. 9795: X9S1 90 

F-PUCEl 00443 7//Huaan NADf-ipec i f i c isocitrate dehydrogenase beta 
subunit precursor. wRNA. nuclear gene encoding ai tochondrial prote 
in. coaplete cds//9. 9e-1 31 :536:99//Hs. 1 554I0.U49283 
F-PUCEl 004451//ESTs//5. 9e-1 8 : 203 : 73//Hs. 1 56097 : A 1 348867 
F-PUCE 1004460 

F-PUCEl 00446 7//ESTS//8. Oe-1 7: 345: 66//Hs. 1 1 2993 : AA824363 
F-PUCEl 00447 1//EST//9. 3e-69 : 463 : 84//Hs. 1 16391 : AA644085 
F-PUCE 1 00447 3//EST s//0. 93 : 358 : 58//HS .33263 : AA72441 6 
F-PUCE 1 00449 1 //EST//2 . 5e-58 : 285 : 99//HS . 97603 : AA3S8 1 6 3 
F-PUCE 1 004 506//CD8 1 ANT I GEN//7. 2e-06 : 2 28 : 63//HS . 544S7 : M33680 
F-PLACEI 0045 10//Ho«o sapiens cofactor of initiator function (CIF15 
0) wRNA, coaplete cds//2. Se-147: 699:97//Hs. 1 22752: AF026445 
F-PUCEl 00451 6//EST//1 . Oe-26 : 343 : 7 1 //Hs. 1 42595: N241 SO 
F-PUCEl 00451 8 

F-PUCEl 004548//EST//0. 84: 193:62//Hs. 99583: AA4S1314 

F-PLACE 1 004 550//ESTs, Weakly siailar lo No definition line found 

[C. e I egans] //A. 0e-1 20 : 627 : 94//Hs. 1 07387 : AA0S8854 

F-PUCEl Q04564//EST//1 .0:240 : 62//Hs. 1 6824 : T91 37 1 

F-PUCEl 00462 9//Centroae re protein B (80kD)//0. 0015: 242 :64//Hs. 850 

04: X0S299 

F-PLACEI 004645 

F-PUCEl 004646//Re tine I pigaent epi the I iua-spec i f i c protein (65kD) 
//I . 4e-1 2: 386 : 63//Hs. 2133 :UI 8991 

F-PLACE 1 004658//ESTS//0. 52 : 273 : 6 1//Hs. 97252 : AA291 590 
F-PUCEl 004664 

F-PUCEl 004672//Huatn ABL gene, exon 1b and intron lb, and putativ 
e M8S04 Met protein (M8604 Met) gena//1. 5e-66: 357: 9S//Hs. 77705:U0 
7563 

F-PUCEl 0046 74 //Hobo sapiens cslciua binding protein (ALG-2) aRNA, 
coaplete cds//1. 4e-1 10: 625:9t//Hs. 80019: AF03S606 
F-PUCEl 004681//EST//0. 00092: 303 :6I//Hs. I49560:AI281589 
F-PUCEl 004686//ESTS//3. 0e-3! : 1 86 : 76//Hs. 1 391 30: AA7Q4S61 
F-PUCEl 004691 //Hoao sapiens clone 23963 aRNA sequence//0. 54:242:6 
1//Hl . 48483 : AF007 131 

F-PUCEl 004693//ESTs, Weakly siailar to pot. ORF III [H. sapi ens]// 
0. 56:96 :71//Hs. 125740: AA884845 
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F-PUCE1 00471 6//ESTs//2. Oe-79 : 388 : 98//H*. 1 50999 : Al 306542 
F-PUCE1 004722//ESTs//7. 5e-06 : IQ5: 72//Hs. 1 28796: AA48589I 
F-PUCE 1 004736//E$Ts //I . 7e-27 : 203 : 86//H1. 1 1 9593 : AA7001 48 
F-PLACE1004740//ESTi//1 . 0e-2S: 174:89//Hx. 29696: AA910680 
F-PUCE 1004743 

F-PUCE10Q47$l//ESTs, Highly siailar to CMP-N-ACETYLNEURAMINATE-B 
ETA-I, 4-CAUCT0SIDE ALPHA-2, 3 -SI ALYLTRANSFERASE [Rattus norvegicu 
s] //2. Oe-4 1:260: 90//Hx . 6863 : 852470 

F-PUCE 1004773//Hoao sapiens inversin protein aRNA. complete cds// 
1 . 7e- 1 72 : 828 : 97//Hs. 104715: AF084367 

F-PUCE 1 004777//Huaan ayosin-IXb aRNA, coaplete cds//l . Oe-29: 556: 6 
3//H*. 159629:1142391 
F-PUCE 1004793 
F-PLACE 1004804 

F-PUCE 1 00481 3//EST//2. 8e-42 : 296: 83//Hx. 1 55725 : Al 3 1 0340 
F-PLACE 1 0048 14//ESTX. Weakly sieilar to U1 SMALL NUCLEAR RI80NUCLE 
0PR0TEIM 70 K0 [Xenopus laev i s]//2. 4e-78:41 5: 95//HS. 80965: AA493284 
F- PUCE 1 00481 5//Huaan aRNA lor KIAA0364 gene, coaplete cds//4.3e-1 
4: 294: 69//Hx. 22111 : AB002362 

F-PUCE 1 004824//ESTs//0. 0072 : 1 28 : 69//Hx. 1 64062 : AA9 3404 7 

F-PUCE 1004827//ESTx//0. 78: 38: 1 00//Hs. 18925:130943 

F-PUCE 1 004836//Hoao sapiens NotchS (N0TCH3) ■RMA, coaplete cds// 

0. 78: 338: S7//Hs. 8546:1197669 

F-PUCE 10048 38 

F-PUCE 100484D//Prote in phosphatase I. catalytic subunit, beta iso 
fora//0. 89: 200: 66//Hs. 21537: X8091 0 
F-PLACE 1004868 

F-PUCE 1004885//ESTs//0. 41 : 181 :61//Hs. 1 16796: AA633772 
F-PUCE 1004900 

F-PLACE 1 004902//ESTs//4. 7e-72 : 367 : 96//Hs. 5497 1 : A 1 424382 
F-PUCE 1 00491 3//ESTS//0. 031:166:6 3//Hs .130110: AA904929 
F-PUCE! 0049 18//Huaan tuaor suscept i bl i ty protein (TSG101) aRNA. c 
oaplete cds//4. 1e-24:402:64//Hs. 1 18910 U821 30 

F-PUCE 1004930//Hoao sapiens TNF-induced protein GG2-I aRNA, coapl 
e te cds//9. 7 e-86 : 5 1 9 : 88//Hs . 1 7839 : AF099936 
F-PUCE1 004934/ /EST s/ /7 . 2e-43:231 :78//Hs. 133S03: AA628S92 
F-PUCE1 004937//ESTX//0. 97:80: 68//Hs. 1 44264: C008SI 
F-PUCE 1004969 

F-PUCE! 0049 7 2//Huaan retinoic acid- and interferon-inducible 58K 
protein RI5B aRNA. coaplete cds//0. 031 :235:60//Hs. 27610:U34605 
F-PUCE1004979//Hoao sapiens aRNA tor KIAA0575 protein, coaplete c 
ds//4. 9e-43: 331 : 83//Hs. 153468: AB01 1147 
F-PUCE 1 004982/ /EST s//D. 020 : 148: 63/ZHs . 1 29377 : A 1 2 1 8S20 
F-PUCE1004985//ESTs//7. 9e-05: 372: 61//Hs. 87606 : AA242831 
F -PLACE 1 0Q5026//ESTS//4. 6e-29 : 21 2 : 89//Hs. 1 37451 : AA35 1 459 
F-PLACE 1 005027//ESTs//6. 5e-91 :4S5:97//Hs. 30890 : H 1 5 1 59 
F-PUCE 1005046//ESTs//3.7e-56: 250 :96//Hs. 152730: A 1 308943 
F-PUCE 1005052//EST//1 . 8e-36: 370: 73//Hs. 123424:AA81 3594 
F-PUCE 100505S//Hoao sapiens aRNA for KIAA0S76 protein, partial cd 
s//6. 2e-161 : 761 : 9S//Hs. 14687: AB01 1 148 

F-PUCE1 D05066//Hoao sapiens act in binding protein MAYVEM aRNA, co 
aplete cds//3. 0e-l I : 757: 56//Ht. 1 22967: AF0S9569 
F-PLACE1 005077//EST//0. 79 : 283 : 59//Hs. 89276 : AA283899 
F-PUCE1 005085//ESTS//3. 5e- 1 8 : 231 : 72//HS. 1 42654: AA324740 
F-PLACE I005086//Boao sapiens aRNA for KIAA0575 protein, coaplete c 
d*//1 . 9e-49: 401 : 80//Hs. 1 53468: AB01 1147 

F-PLACE100510I//Hoao sapiens (clone zipl28) aRNA, 3* end of cds// 
8. 2e-20: 194: 80//Hs. 75437 :L40401 

F-PUCE 1 005 102//Hoao sapiens HIV-1 inducer of short transcripts bi 
nding protein (FBI1) aRNA. coaplete cds//8. 9e-l 8: 538:6 2//Hs. 10464 
0: AF000561 

F-PUCE1005I08//Treacher Collins syndroae susceptibility protein// 
0. 73:405: 57//Hs. 73166:U76366 

F-PUCE10051 1 1//ESTs//0. 66:191 :63//Hs. 106446 : N93227 

F-PUCE tOOSI28//Breakpoint cluster region protein BCR//5. 6e-08:29 

1 : 63//Hs. 2557 :Y0066 1 

F-PUCEI005I46//ESTS, Weakly siailar to hypothetical protein II [ 
H. sapi ens]//4. 8e-l 2: 360:63//Hs. 142177 H! 1741 

F-PLACE 1 005 162//Huaan aRNA for K1AA0118 gene, partial cds//3. 9e-4 
9: 563: 72//Hs. 154326:042087 

F-PUCE10051 76//Hoao sapiens aRNA for KIAA0641 protein, coaplete c 
ds//0. 82:259: 60//HS. 1 2831 6 : AB01 4541 

F-PUCE1005l81//ESTs, Weakly siailar to No definition line found 
[C. e I egans] //4. 4e- 1 26 : 583 : 99//Hs . 25347 : A 1 1 38605 
F-PUCE10Q5187//ESTs//6. 2e-34: 222: 90//Hs. 1 24265:N7041 7 
F-PUCE 1005206//EST//0. 089 : 1 67 : 62//H s. 1 40487 : AA767009 
F- PUCE 10052 3 2//ESTs, Weakly siailar to synapse-associated protein 
sap47-1 [D. ael anogas ter]//0. 56: 192:60//Hs, 47334:972370 
F-PUCE 1 005243 

F-PUCE1 005261 //ESTs//0. 52: 245: 58//Hs. 6682:T76941 



F-PLACE1 005266//Kal laann syndroae 1 sequence//7. 8e-06:484:60//Hs. 8 
9591 :W972S2 

F-PLACE1 00S277//Hoao sapiens aRNA for KIAA0610 protein, partial cd 
s//5. 1 e- 1 50 : 706 : 98//Hs . 1 1 8087 : ABO 11 1 82 
F-PUCE1 005287//ESTs//8. 1e-107: 501 : 99//Hs. 1 45703 :AA447947 
F-PUCE! 005305//CTP : AMP PHOSPHOTRANSFERASE H I T0CH0N0R I AL//4. 4e-37 : 
597: 66//Hs. 101642 : X60673 

F-PUCE1005308//High-aobi I i ty group (nonhistone chroaosoaa I ) prote 
in 2//0. 83 : 239: 62//Hs. 80684 : X62534 
F-PLACE >00 53 13 

F-PUCE1005327//ESTs, Weakly siailar'to No definition line found 
[C. elegans]//6. 0e-81 :459:9I//Hs. 146 1 77 : RSI 850 
F-PUCE1 00533 1//Hoao sapiens chroaosoae 19. cosaid F20569//3. 7e-6 
6:412: 88//Hs. 1 34031 : AC004794 

F-PLACE 100 533 5//Hoao sapiens aRNA for KIAA07S4 protein, partial cd 
s//0. 96:5I0:56//Hs. 1S91 83: AB0 18297 
F-PUCE 1005373 

F-PUCE1005374//ESTs//7.5e-77:437:91//Hs. 143266 :AI 141 348 

F-PLACE 1 005409//ESTs//2. 4e-05 : 267 : 63//Hs. 1 63307 : AA856751 

F-PLACE 1005453//ESTS//0. 12:333:5B//Hs. 1 34672 : A 1 0B795 1 

F-PLACE 100 546 7//HOMEOBOX/POU DOMAIN PROTEIN ROC-1//0. 0043: 148:67// 

Hs.74095:L20433 

F-PUCE1005471//ESTs//3.4e-24:135:97//Hs.4927S:N66925 

F-PUCE 100 547 7//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//3. 5e-1 26:744: 87//Hs. 23094: M19503 

F-PUCE 1005480//ESTs//3. 7e-26: 184: 70//Hs. 1 1 31 98:1139323 

F-PUCE 1 00548 1//EST//0. 27 : 1 53 : 64//Hs. 1 20066 : AA707973 

F-PUCE 1 005494//ESTS//2. 4e-50: 257 : 98//Hs. 1 59003 : AA633029 

F-PUCE 1 005 50 2//ESTS//0. 15:408: 57//Hs. 45106: AA5041 05 

F-PUCE 1005526//ESTS//3. 2e-61 : 305: 98//Hs. 122574: AA776747 

F-PUCE 1 005528//ESTs//9. 9e-32: 249: 78//Hs. 142531 :N91 572 

F-PUCE 1005530//ESTs//1.0e-94: 491 :95//Hs. 131731 : Al 33933S 

F-PUCE 100 5 550//ESTS//0. 084:290: 58//HS. 1 57775.A I 359385 

F-PUCE1005554//EST//0. 38:213: 58//Hs. 1 02749 : N641 44 

F-PUCE 100S5S7//ESTs, Highly siailar to M I TOCHONOR I AL 60S RIBOSOM 

AL PROTEIN L2 PRECURSOR [Saccharoayces cerev i si ae]//4. 5e-51 : 258:97 

//Hs. 7736:881261 

F-PUCE 1005574//ESTs//3. 2e-09: 236: 66//Hs. 146884: AM 60278 
F-PUCE 1005S84//Fragi I e X aental retardation 2//1. 2e-05: 151 : 69//H 
s. 54472:1148436 

F-PUCE 1005595//ESTs//2. 1e-98:S12:95//Hs. 118552:874594 

F-PUCE 1 00560 3//EST// 1.0: 90 :66//Hs. Ill 204: AA2 11 851 

F-PUCE 100561 1//ESTs, Weakly siailar toB003S.14 [C. el egans] //3. 5 

e-32: 197: 92//Hs. 8241 :AA283057 

F-PLAC£1005623//ESTs//3. 0e-30: 191 :92//Hs. 77570:N48234 

F-PUCE 1 00 563 0//ESTS//2. 3e-32 : 1 7S: 97//Hs. 1 22278 : AA781 867 

F-PUCE 1 00563 9//ESTs//0. 88:218: 58//Hs. 1 1 7389 : AA701 991 

F-PUCE 1 00 S646//Hoao sapiens RNA he I icase-rel ated protein aRNA. co 

aplete cds//2. 1 e-1 51 :721 :98//Hs. 8765:AF083255 

F-PUCE !0056S6//Ri bonucleotide reductase M2 polypeptide//3. 9e-53:4 
80:74//Hs. 75319:159618 

F-PUCE 100 566 6//Hoao sapiens aRNA for KIAA0448 protein, coaplete c 
ds//0. 086 : 223 : 59//Hs. 27349 : AB00791 7 

F-PUCE 1 0056 98//Huaan aeabrane-associated lectin type-C aRNA//6. 1 
e-65: 374: 85//Hs. 23759:898457 

F-PUCE 1005727//ESTs//8. 7e-65: 330: 96//Hs. 1 27027: AA935437 
F-PUCE 1 005730//ESTs//2. 9e-1 4: 270 : 67//Hs. 28589 : Al 004944 
F-PUCEI005739//Hoao sapiens aRNA for serin protease with IGF-bind 
ing aotif. coaplete cds//0. 75: 289: 59//HI. 751 11 : 087258 
F-PUCE100S7SS//lnsul in-l ike growth factor binding protein 2//3. 6 
e-05:377:62//Hs. 162:116302 

F-PUCE 1 00S763//ESTs, Highly siailar to S-ACTL FATTY ACID SYNTHAS 
E THIOESTERASE, MEDIUM CHAIN [Rattus nor»egicus]//5. 7e-49: 252:88// 
Hs. 24309: AM 25696 

F-PUCE 1 00S799//ESTs//5. 2e-1 3 : 392 : S8//Hs. 1 1 0530 : AA1 9 1493 
F-PUCE 1 005802 
F-PUCE 1 005803 

F-PLACE 1Q0S804//Hoao sapiens alpha 1, 2-aannos idasa IB aRNA. coaple 
te cds//4. 5e-1 28:636 : 96//Hs. 1 2531 5: AF0271 56 

F-PLACE 1 00581 3//Hoao sapiens sorting neiin 2 (SNX2) aRNA, coaplete 
cds//8. 4e- 1 56 : 739 : 98//Hs. 11183: AF065482 
F-PUCE 1 00 5828//ESTs, Weakly siailar to !!!! ALU SUBFAMILY J WARN! 
NC ENTRY !!!! [H. sapiens] //4. 1 0-42:327:81 //Hs. 138404 :R7098S 
F-PUCE100S834//Retinoblas toaa 1 (including osteosarcoaa)//0. 038:4 
36: 58//HS. 75770: L41870 

F-PUCE 1 005845//ESTs//4. Se-50: 309:89//Hs. 107149: Al 379497 
F-PUCE 100 SB 50//ESTs//7. 1e-40: 2S3:79//Hs. 1 $8096 :AA 186905 
F-PUCE 1 005851 //ESTs//7. 6e-93: 483:9 S//Hs. 1 35608 :AA7 32242 
F-PUCE 1 00$876//ESTx//0. 97:282: 60//HS . 98664 : A 1 38 1 487 
F-PUCE 1005884//ESTs//0. 070: 276:60//Hs. 1 06057 : A 1 03 1 552 
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F— PLACE 1 005890//EST s//1 . 5e-91 : 500: 93//H*. 13G993 :AA843300 
F-PUCEl 005898 
F-PUCEl 00592! 

F-PUCEl 005923//ESTs//0. 50 : 308 : 58//Hs . 52489: R61504 
F-PLACE 1 005925//ESTI//0. 024 : 93 : S8//HI . 1 49868 : A 1 288274 
F-PUCEl 005932//TYROS I NE-PROTE IN KINASE RECEPTOR EPH PRECURSOR//O. 
97: 342: 57//HI. 89839:1118391 

F-PLACE 1 005934//ESTs//8. 6#- 1 0 : 74 : 93//Hs . 25092 : AA92 2 1 42 

F-PLACE1 0Q5936//0NA excision repeir protein ERCC5//1 . 0: 144:63//Hs. 

48576:769978 

F-PLACE1005951//B94 PROTEIN//O. 00025: 371 : 61 //Hs. 75522 :N92357 
F-PLACE 1005953//ESTI//2. 8e-06 : 290 :61//Hs. 140996 : R73468 
F-PLACE 1005955//ESTs. Veakly siailar to Y53C12A. 3 [C. elegans]//0. 1 
5: 136:66//Hs. 1 07747 : A I 3S7868 

F-PLACE) 005966//Huain zinc tinger/leucine zipper protein (AF10) sR 
NA, coaptete cds//1. 0:2)S:63//Mj. 7885:U13948 
F-PUCE 1005968 
F- PUCE 1005990 

F-PUCE1006G02//Putative aisastch repair/binding protein hNSH3//1. 
9e-4B : 3 1 2 : 77//Hs. 42674 : U6 1 98 1 

F-PUCE 1 00600 3//EST//0. 0001 8: 1 71 : 67//H*. 1 38882 : 173256 
F-PUCE 10060 11 

F-PUCE1 00601 7//ESTs//3. le-21 : 159:88//Hs. !42173:AA757743 

F-PUCE 1 006037//Hoao sapiens aRNA for KIAA0789 protein, coaptete c 

da//0. 021 : 202 : 64//Hs. 158319: AB01 8332 

F-PUCE 1 006040//Hoao sapiens aRNA for alpha endosulf ine//l. le-148: 
71 9 :97//Hs. 98782:799906 

F-PUCE! 006076//EST//0. 29:92: 64//Hs . 1 61 536 : N80395 
F-PUCE 1 006 11 9//Hoao sapiens Ran-GTP binding protein aRNA, partial 
cds//4. 1 e-1 47 : 679 : 99//H s. 4976: AF039023 
F-PUCE1Q06129 
F-PUCE 1006 139 

F-PUCE 1 006 143//Huaan aRNA for KIAA0355 gene, coaplete cds//9. 3e-4 
3:357 : 79//Hs. 153014:A80023S3 

F-PUCE1006157//ESTs, Veakly siailar to ET71 {alternatively splice 
d) [H. sapi ens]//2. 9e- 1 2 : 1 1 9 : 84//Hs. 23153: R92857 
F-PUCE! 0061 59//ESTS//2. 3e-87 : 443 : 96//H*. 23740: HI 7868 
F-PUCE 1 0061 64//ESTs//0. 099:223: 60//Hs. 8108: AA902721 
F-PUCE1006167//Hoao sapiens chroaosoae 19. cosaid F23149//1 . 1 e-6 
8:333 : 92//H«. I52894:AC005239 

F-PUCE 1 0061 70//ESTs//0. 081 : 1 71 :67//Hs. 135187 : A 1 074005 

F-PUCE 1 006 187//Hoao sapiens cyctin E2 aRNA, coaplete cds//1.2e-15 

0:694: 99//Hs . 30464 : AF09 1 433 

F-PUCE 1 0061 95//ESTS//8. 9e- 1 4 : 229 : 70//H*. ! 41 470 : N49608 
F-PUCE1 0061 96//ESTs, Veakly siailar to protein synthesis initiati 
on factor 4A-II hoaolog//3. 5e-59: 369: 88//HS. 135623 :AA1 3471 9 
F-PUCE 1006205 

F-PUCE1 006223//ESTs, leakty siailar to TERAT0CARC (NONA -DERIVED CR 
01TH FACTOR 1 [H. sapi ens]//0. 0089: 166: 63//Hs. 1271 79: Al 279486 
F-PUCE1 006225 

F-PUCE1 006236//EST//0. 060: 89: 69//Hs. 1 36977 : AA830668 

F-PUCEl 006239//ESTs//0. 028 : 105: S6//Hs. 1 42336 : AA3581 85 

F-PUCE 1 006246//ESTs//0. 060 : 330: 60//Hs. 1 0S695 : A 1 085802 

F-PUCEl 006 248//Heao sapiens aRNA for KIAA0648 protein, partial cd 

s//7.3e-!66:79l :98//Hs. 31 921 ABO 14548 

F-PUCEl 006262 

F-PUCEl 006288//Hoao sapiens aRNA for Pex3 protein//4. 8e-37: 186: 10 
D//Hs. 7277 : AJ001 625 
F-PUCE 10063 18 

F-PUCE! 006325//ESTS//3. 7e-25: 206 : 83//Hs. 1 023 1 9: Al 246503 
F-PUCEl 0Q633S//E$Ts//2. Oe-27: 161 :95//Hs. 1 63529: Al 361 492 
F-PUCEl 006 357//ESTs//0. 013 : 268:6l//Hs. 105775: AA526249 
F-PUCEl 006360//ESTS//4. 8e-27: 1 46 : 9S//Hs . 1 00739:298481 
F-PUCEl 006368//Hoao sapiens clone 24540 aRNA sequence//0. 65: 272: 5 
9//Hs. 1 53529 :AF0705B1 

F-PUCEl 00637 1 //Hobo sapiens jerky gene product hoaolog aRNA. coap 

lete cds//2. 6e-07:403 : 61//Hs. 1 05940: AF0Q471 5 

F-PUCE 1 006 382//EST//0. 98: 77 :68//Hs. 1 36933 : AA8 1 46 93 

F-PUCE 1006 3 8S//Hoao sapiens epsin 2b aRNA, coaplete cds//1.6e-11 

1:539: 97//H*. 22396: AF06208S 

F-PUCEl 00641 2//Huaan aRNA for KIAA0298 gene, coaptete cds//1.0e-3 
6:424: 74//Hs. 21S60: A8002296 

F-PUCEl 00641 4//Hoao sapiens PCAF associated factor 65 alpha aRNA, 
coaplete cds//4. 3e-11 1 :525: 98//Hs. 131846: AF069735 
F-PUCEl 006438//Hcao sapiens aRNA for KIAA05S7 protein, partial cd 
s//2. 2e-24: 531 : 65//HI. 101414:AB01 1 129 

F-PUCEl 00644S//Hoao sapiens chroaosoae 16 zinc finger protein ZNF 
200 (2NF200) aRNA, coaplete cds//1 . 0:248:60//Hs. 8821 9: AF060B66 
F-PUCEl 00646 9//Huaan SA aRNA for SA gene product, coaplete cds// 

0. 24: 210:62//Hs. 89659: AC004381 



F-PUCEl 006470 

F-PUCE 1 006482//Hoao sapiens basic-leucine zipper transcription fa 
ctor MafK (KAFK) aRNA, coaplete cds//5. Oe-46 : 520 : 71//Hs. 131 953: AF0 
59194 

F-PUCEl 006 488//ESTs//6. 2e-47: 239: 97//Hs. 1 58161 :AA31 251 1 

F-PUCEl 006492//ESTs//0. 82:37: 100//H s. 1 6041 7. AA488493 

F-PUCE 1006506//HUNAN IMNUNOOEFICtENCT VIRUS TYPE I ENHANCER-BIND I 

NG PROTEIN 2//0. 98: 505: 56//HS. 75063 :AL023584 

F-PUCEl 00652 1//ESTs//0. 032 : 222 : 63//Hs. 23171: AA706S42 

F-PUCEl 00653I//EST//2. 1 e-53: 258 : 1 00//Hs. 1 1 7316: AA699358 

F-PUCEl 00 653 4//E ST// 1 . 8e-07: 78: 89//Hs. 1 57551 : Al 356219 

F-PUCEl 006 540//Hoao sapiens aRNA for cadher in-6, coaplete cds//0. 

96:383 : 58//Hs. 32963 :D31 784 

F-PUCE 10065S2//Huaan (clone N5-4) protein p84 aRNA, coapl ete cds/ 
/0. 058 : 464 :57//Hs. 1540: L36529 

F-PUCEl 006 5 98//Hoao sapiens aRNA for KIAA0737 protein, coaplete c 
ds//4. 1 e-1 7:372 :65//Hs. 17630: AB01 8280 

F-PLACE 100 66 15//Hobo sapiens eukaryotic translation initiation fac 
tor elF3, p35 subunit aRNA. coaplete cds//2. 2e-1 68:78! :99//Hs. 1553 
77:U97670 

F-PUCEl 00661 7//ESTs//6. 0e-08: 354: 60//Hs. 42624 :H99088 
F-PUCEl O06626//NUCLEOL I N//0. 0044 : 1 86 : 66//Hs . 79! 1 0 160858 
F-PLACE 1006 6 2 9//Hoao sapiens (clone s22i71) aRNA fragaent//0. 097:2 
29 :63//Hs. 26956 L40396 

F-PLACE 1006640//ESTs//0. 00019: 38Q:59//Hs. 1 3672: Al 131473 
F-PUCE1006673//ESTs, Veakly siailar to T14B4. 2 gene product (C. el 
egans]//1 . 6e-1 2 : 1 1 3: 83//HS. 3385 : N259 1 7 
F-PUCE 1006678 

F-PUCEl Q06704//Hoao sapiens ALR aRNA, coaplete cds//0. 16: 284:60// 
Hs. 1 53638 :AF0 10403 

F-PUCEl 00673 1//Hoao sapiens SOX22 protein (S0X22) aRNA, coaplete 
cds//1.6e-05:382:63//Hs.43627:U35612 

F-PUCEl 0067 54//Bi I iary giycoprotein//8. 9e-27:305:72//Ha. 50964: XI6 
354 

F-PUCEl 00676 0//ESTS//0. 10:207:62//Hs. 1 52589: AA9541 52 

F-PUCEl 006779/Aa I laann syndroae 1 sequence//0. 00025:251 :64//H*. 8 

9591:197252 

F-PUCEl 006782//ESTs//l . 2e-90 : 423: 1 00//Hs. 1 32826 : Al 075783 
F-PUCEl 006792//ESTs//l. 5e-10: 439: 58//Hs. 138501 AI051228 
F-PUCEl 00679 5//TYR0S I NE-PROTE IN KINASE RECEPTOR ETK1 PRECURSOR// 
4. Se-10: 84: 9S//Hs. 123642:1183941 

F-PLACE 1006800//ESTs//0. 00068: 360:61//Hs. 1 57876: A 1 42201 7 
F-PUCEl 005805//ESTs//4. 8e-1 03 : 491 : 98//HS. 1 40465 : AA769892 
F-PUCE 1 0068 1 5 //Hobo sapiens aRNA for KIAA0618 protein, coaplete c 
ds//0. 47 : 403 : 56//Hs. 1 5832 : AB01 4518 

F-PUCE 1 0068 1 9//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//3. 7e-l 03: 619: 87//HS. 23094:119503 

F-PUCE 1006829//ESTs//1.5e- 22: 141 : 94//Hs. 1 42988: AA142876 
F-PUCEl 0068G0//EST//0. 0062 : 206: 65//Hs. 1 58793 : Al 376773 
F-PUCE 1006867//ESTS//0. 068: 218: 62//Hs. 91 1 66: AA551 273 
F-PUCE1006878//Hoao sapiens aRNA for KIAA0711 protein, coaplete c 
ds//l. 0: 268 :S8//Hs. 5333 :AB01 8254 

F-PUCE 1 006883//ESTs//1 . 6e-75 : 398 : 94//HS. 1 1 9544 : T95601 
F-PUCEl 00690 l//ESTs//1 . 9e~ 1 3 : 87 : 96//Hs. 1 34737 : A 1 0891 87 
F-PUCEl Q0S904//EST//1 .0:91 : 70//Hs. 148270: AA906443 
F-PUCE 100691 7 

F-PUCE 1 006932//ESTs//0. 98:110: 70//Hs. 1 00855 : A 1 423913 
F-PUCE 1 006935//EST//1 .0:92: 65//Hs. 1 24554: AA84721 1 
F-PUCEl 006956//PER I PHERIN//0. 13:443: S7//Hs. 37044 : LI 4565 
F-PUCE 1006958//Hest shock 70kD protein 4//6. 4e-40: 456: 70//Hs. 127: 
LI 2723 

F-PUCE 1006 96 1//ESTs. Highly siailar to RSP5 PROTEIN [Ssccharoayc 

es cerev i s i ae]//3. 2e-07:67 : 98//Hs. 21806: AA6303 12 

F-PUCEl 00696 2//H. sapiens i r IS aRNA//2. 3e-l 6:202 : 71//Hs. 135202: X63 

417 

F-PUCEl 006 96 6//Hoao sapiens syntaxin 4 binding protein UNC-t8c (U 
NC-18c) aRNA, coaplete cds//0. 14:191 : 67//Hs. 881 3: AF032922 
F-PUCEl 006989//Cyc I in B1//0. 99:224:59//Hs. 23960:N257S3 
F-PUCEl 00701 4//Hoao sapiens NBMPR-i nsensi t ive nucleoside transpor 
ter ei (ENT2) aRNA. coaplete cds//3. 1e-05: 594: 58//Ha. 32951 :AF03410 
2 

F-PUCEl 00702 1//ESTS//7. 2e-89: 446 : 96//Hs. 711 1 :U55971 

F-PUCEl 00 7045//Huaan Line-1 repeat aRNA with 2 open reading fraae 

*//1 . Oe- 1 1 7 : 775 : 84//Ha . 23094 : N 1 9503 

F-PUCEl 00 705 3 //Hobo sapiens aRNA for ARN03 pro tein//0. 35:63 : 82//H 
S. 12981 1:AJ223957 

F-PUCEl 007068//Po I ycys t ic kidney disease ! (autosoaal doainant)// 
0. 22: 361 :60//Hs. 7581 3: L33243 

F-PLACE 1 007097//ESTs//2. 9e-25: 1 97 : 83//Hs. 1 05665 : H78987 
F-PUCEl 007 105//Aay 1 0-1, 6-giucos idase. 4-a I pha-glucano transferase 
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(glycogen debranching enzyae, glycogen storage disease type III)// 
0. 18: 268: 63//Hs. 904:1184010 

F-PUCE 1007111 //EST//0. 0066 : 260 : 60//Hs. 1 47903 : A 1 223385 
F-PLACE1Q071 12 

F-PUCE 10071 32//ESTS//3. 1 e-30 : 1 95 : 76//Hs . 461 SB : A 11 60 1 2 1 
F-PUCE10O7I4O//TRANSCRIPTION E LONGA T I (Hi FACTOR S- 1 1//0. 13:302:60/ 
/Ms. 78869:881601 

F-PUCE 1 007 178//ESTs//9.6e-54: 289 :95//Hs. 12251: HI 296 5 

F-PUCE 1007226//Hoao sapiens Notch3 (N0TCH3) aRNA, coaplete cds // 

0. 00090 : 4 1 2: 59//Hs. 8546 : U97669 

F-PUCE 1007238//Huaan plectin (PLEC1) aRNA. coaplete cds//1 . 4e-07: 
492 : 64//Hs. 79706 : U53204 

F- PLACE 1 0072 39//Huaan aRNA for transcription elongation factor S-l 

1. hS-ll-Tl. coaplete cds//2. 0e-58: 405: 87//Hs. 80598 :D50495 
F-PUCE 1 007242//EST//0. 01 4 : 55 : 89//HS. 88432 : AA26 2 1 4 1 
F-PUCE 1007243//ESTs//2. Oe-43 : 227 : 97//Hs. 1 24775 : AA648467 
F-PUCE 1007 2 57//Hoao sapiens aRNA for dia-156 protein//3. 7e-l44:67 
7 :98//Hs. 1 21556: Y15909 

F-PUCE1 007274 

F-PUCE1007276//ATPase. Cuff- transporting, alpha polypeptide (Menk 
es syndroae) //0: 94: I67:64//Hs.606:L06!33 
F-PLACE 1007282 

F-PUCE1007286//ESTs//1. 0e-25: 333: 71//HS. 1 34860: AI091436 
F-PUCE I00730I//EST//0. 78:171 :61//Hs. 1 60990:H52412 
F-PUCE 1007 3 17//Hoao sapiens oiysterol 7alpha-hydrosy lase (CTP7bl) 
aRNA. coaplete cds//0. 88:298:58//Hs. 144877: AF029403 
F-PLACE 1007342 

F-PUCE 1 00 7 346/ /Hoao sapiens estrogen- responsive B bo* protein (EB 
BP) aRNA. coaplete cds//1. 7e-12! :567:98//Hs. 76596: AF096870 
F-PUCE 10O7367//H. sapiens aRNA for »ACH-alpha-2 protein//2. 2e-55: 5 
32:77//Hs. 19949: X981 73 
F-PLACEI007375 

F-PUCE 1 007386//EST s//0. 00066 : 61 : 91 //Hs . 1 493 1 8 : A 1 248642 

F-PUCE 1 007402//EST//1 . 7e-06 : 1 93 : 65//H$ . 1 321 24: A 1 041 287 

F-PUCE 1007409//Hoao sapiens aitoaantrone resistance protein 1 aRN 

A, partial sequence//3. 8e-l8: 128:92//Hs. 14387: AF093771 

F-PUCE 1 00741 6 

F-PUCE 1D07450//ESTs//2. 6e-36: 194: 97//Hs. 22359: Al 024436 
F-PLACE 1007452//EST// 1 . 8e-34: 197: 94//HS. 134795 :AI 090359 
F-PUCE 1 007454//Hoao sapiens (clone si 53) aRNA f ragaent//2. 6e-53:3 
17:93//Hs. 6445:140391 

F-PUCE1007460//ESTS//0. 0012: 168:64//Hs. 151708: AA554714 
F-PUCE1 007478//ESTs//1 . 0e-42 : 440: 74//Hs . 1 41 722 : AA769 103 
F-PUCEI007484//ESTs//7. 1 e— 18: 127:91//Hs. 100251 :AA535975 
F-PUCE 1007488 

F-PUCE 1007S07//ESTs//1.2e-99: 274 :98//Hs. 1 23462: AA903385 
F-PUCE 1 0075 1 1/Aer a t i n 1 9//4. 2e-3 1 : 586 : 64//Hs. 2376 1 : Y00503 
F-PUCE1007524//ESTs//6. 8e-71 : 356: 97//HS. 163067 :AA897296 
F-PUCE 1007525//E5Ts//0. 073:242: 59//HS. 1 2871 1 : AA8S6979 
F-PUCE 1007 5 37//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//0. 9 
3:468: 57//Hs. 1 1 3283 : AF0 1 8080 

F-PUCEI 007544//EST*//) . 7e-74; 360: 98//Hs. 1 28632 :AI07675S 

F-PUCE 1007547//Hoao sapiens aRNA for KIAA0661 protein, coaplete c 

ds//1 . 0e-70: 733 :71//Hs. 65238: AB014561 

F-PUCE 100 75 S7//EST//0. 58:80: 72//Hs. 1 30267 :AI 001863 

F-PUCE 1 007 583//ESTs//l . 8e-46 : 234: 98//Hs. 1 55071 : AA584257 

F-PUCE 1 007 598//E ST s//l . 7e-83 : 400: 99//Hs. 1 20206 : A 1 089 1 63 

F-PUCE10076I8//Hoao sapiens aRNA for KIAA0633 protein, partial cd 

s//7. 2«— 12:778: 56//Hs. 33010: AB01 4533 

F-PUCE1 007621 

F-PUCE! 007632//ESTs//1 . 7e-32: 1 75: 97//Hs. 1 22278 : AA78 1 867 

F-PUCE 1007645 

F-PUCE1007649 

F-PUCE 1007677//ESTs//3. 0e-1 3 : 125: 82//Hs. 1 43382 AA476266 
F-PUCE J007688//ESTs//6. 8e-0S: 31 1 :61//Hs. 1 32926 : AI02/0S5 
F-PUCE 1 0076 90//ESTS//1. 9e-1 3: 83 :98//Hs. 150088: A 1 348503 
F-PUCE 1007697//TRANSFORM INC GR0VTH FACTOR BETA 1 PRECURS0R//0. 99: 
2!6:63//Hs. 1 1 03 : X0281 2 

F-PUCE 1 007 705//Huaan aRNA for RTP, coaplete cds//4. 8e-58: 637 : 70// 
Hs. 75789:087953 

F-PUCE 1007 706//Hoao sapiens aetal loprotease 1 (MP1) aRNA, coaplet 
e cds//4. 1 e-l49:709: 97//Hs. 481 2: AF061 243 

F«-PUCEI007725//ESTs. Veskly siailar to No definition line found 
[C. e I egans] //A. 5e-36 : 233 : 89//Hs. 1 08797 : AA4768 1 5 
F-PUCE 1007729//ESTs. Moderately siailar to RETROVIRUS-REUTED PRO 
TEASE (H. sapiens]//0. 00033: 270 :64//Hs. 104129:AA923278 
F-PUCE1007730//Hoao sapiens aRNA for K1AAQ685 protein, coaplete c 
ds//2. 6e- 1 56 : 728: 98//Hs. 153121 : AB01 4585 

F-PUCE1007737//Coagulat ion factor II (throabin) receptor//1 . 1 e-1 
8: 364 : 68//Hs. 1 59347 :N6 2424 



F-PUCEI007743//ESTs//0. 029:421 : S8//Hs. 1 06090: AA457030 

F-PUCE 1 007746//ESTs//6. 7e-55: 330: 89//Hs. 1 53392 : A 1089469 

F-PUCE 1 00779 1 //EST//0. 39: 261: 62/ZHs. 145991 :AI277656 

F-PUCE! 0078Q7//ESTs//2. 0e-54: 385: 83//Hs. 1 63930 :AA640504 

F-PUCE 10078 1 0//ESTS//6. Ie-53:416:81//Hs. 152395:AA533I07 

F-PUCE1007829//EST//0. 28: 271 :61//Hs. 125514: AA883841 

F-PUCE1007843//EST//0. 020 : 307 : S9//Hs. 1 45535 : A 1 261635 

F-PUCEI 007846//Huaan Line-1 repeat aRNA aith 2 open reading fraae 

s//6. 3e-3B: 396: 77//Hs. 23094:819503 

F-PUCEI 007852 

F-PUCE 1007858//Hoeo sapiens aRNA for KIAA0766 protein, coaplete C 
ds//1. 3e- 190: 894 :98//Hs. 28020 :AB01 8309 
F-PUCE1007866//ESTs//3. Oe-SO: 333: 86//Hs. !S792:AI038387 
F-PUCEI 007877 

F-PUCE 1007897//EST//1 . 0: 59: 72//Hs. 1 38770 :N70943 

F-PUCE 100 7 908//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t KIAA0487//7. 3e-156: 755:97//Hs. 92381 :AB007956 

F-PUCE 1 007 946//ESTs//8 . 9e- 1 6 : 2 50 : 6 8//Hs . 88 5 2 7 : N 24002 

F-PUCE1007954//ESTs//l . 6e-05: 76 : 90//Hs. 63314: AA056538 

F-PUCE 1007 955//Hoao sapiens cyclin-D binding Nyb-I ike protein aRN 

A, coaplete cds//8. 9e-l 73: 81 3: 98//Hs. 5671 :AF084530 

F-PUCEI 007 958//Hoao sapiens cAMP-spec i f i c phosphodiesterase 8B (P 

0E8B) aRNA. partial cds//8. 2e-155: 730:98//Hs. 78106 AF079529 

F-PLACE 1007 96 9//ESTs, Veakly siailar to hnRNA-binding protein 114 

[H. sap i ens]//5. 1 e-45 : 264 : 92//Hs . 42222 : 128567 

F-PUCE 1 007990//ESTS//1 . 2e- 1 04 : 493 : 99//Hs . 1 1 8445 : A 1 097043 

F-PUCE 1008000//Hoao sapiens veli 1 aRNA, coaplete cds//5. 7e-63: 57 

8:74//Hs. 1 50380: AF087693 

F-PUCEI 008002//ESTs//0. 52:236: S9//Hs. 1 34292 : AA60303I 
F-PUCE 1008044 

F-PUCE100804S//COL10A1//0. 29:221 :58//Hs. 37075: K60382 

F-PUCEI 008080//Huaan hoaeodoaain protein (Pro* 1) aRNA, coaplete 

cds//0. 00037: 151 :71//Hs. 159437:1344060 

F-PUCE 1008 09 5//Huaan hybrid receptor gp250 precursor aRNA, coaple 
te eds//1 . 0:461: 58//Hs. I55494:U60975 

F-PUCEI 0081 1 l//Hoao sapiens B lyaphocyte cheaoat trac tant 8LC aRN 
A. coaplete cds//0. 034: 497 :S8//Hs. 100431 :AF044 197 
F-PUCEI 0081 22//ESH//0. 95 : 1 98 : 60//Hs. 1 26776 : N28769 
F-PUCEI 0081 29//ESTS//1. 1e-99: 499: 96//HS. 131 807: AA778874 
F-PUCE 1 008 132//EST//3. 3e-27:218:B3//Hs. 1 452 58 : A 1 2 1 8683 
F-PUCEI 0081 77//ESTI, Moderately siailar to aeiosit-specif ic node 
ar structural protein 1 [i. auscu lus]//5. le-20: 124: 9S//Ks. 146238: Al 
263135 

F-PUCEI 008 181//ESTs//0. 01 8: 285 :61//Hs. 88843: AA281 427 
F-PUCEI 008 1 98//ESTs//5. 9e-07 : 4 1 0: 60//Hs. 63348 : AA643524 
F-PUCE 1008201 
F-PUCEI 008209 

F-PUCE 1 00823 1 //ESTs//D. 40:188:61 //Hs . 1 30266 : A 1 00 1 856 
F-PUCE 1008244//Mi 1 1 er-Oieker syndroae chroaosoae region//0. 22:24 
7:61//Hs. 7731 8: LI 3385 
F-PUCEI 008273 

F-PUCEI 008275//EST//0. 77: 74:71 //Hs. 145907 :AI 2751 13 

F-PUCEI 00B280//Hoao sapiens aRNA, chroaosoae I specific transcrip 

t KIAA0501//2. 6e-25: 389: 70//HS. 159897: AB007970 

F-PUCEI 008 30 9//Hobo sapiens serine phosphatase FCPIa (FCP1) aRNA. 

coaplete cds//0. 1 6:263 : 63//Ha. 4076 : AF081 287 
F-PUCEI 0O8329//EST//1 . 3e-09: 94 : 85//HS. 1441 35: R8207I 
F-PUCEI 008330//Hoao sapiens aRNA for KIAA0557 protein, partial cd 
s//1 . 5e-45: 291 : 83//H*. 1 01414: AB01 1 1 29 

F-PUCEl008331//ESTs. Veakly siailar to 0RF2-like protein [H. sapie 
ns]//S. 4e-74: 356 :98//Hs. I0S382:AA496362 

F-PUCE 1 008 3 S6/ /Hoao sapiens aRNA for KIAA0679 protein, partial cd 
s//3. 4e-139:659: 98//Hs. 5734:AB014579 

F-PUCEI 008368//Hoso sapiens actin binding protein MAYVEN aRNA, co 
aplete cds//0. 01 1 :3SS:60//Hs. 122967 :AF059569 
F-PUCEI 00 836 9//ESTs//0. 00074: 443 : 61 //Hs. 1 02756: AA52691 1 
F-PUCE! 0083 92//EST//7. 4e-08: 324: 60//Hs. 149930: Al 2891 71 
F-PUCEI 008398 

F-PUCE 100 84 01 //Hoao sapiens aethyl-CpG binding protein M802 (MBO 
2) aRNA. coaplete cds//2. 5e-09:461 :62//Hs. 25674: AF072242 
F-PLACE 1 00840 2//Hoao sapiens aRNA for p115, coaplete cds//l.4e-14 
9:711 :98//Hs. 7763:086326 

F-PUCEI 008405//ESTs//2. 8c- 102 : 529: 95//Hs. 1 16278 : AA628943 
F-PUCE 1008424//Huaan ONA sequence froa clone 753P9 on chroaosoae 
Xq25-26. 1. Contains the gene coding for Aainopeptidase P (EC 3.4.1 
1.9, XAA-Pro/X-Pro/Prol ine/Aai noacyl pro I ine Aainopept idase) and a 
novel gene. Contains ESTs, STSs. GSSs and a gaaa repest polyaorphi 
sa//0. 98 : 1 1 3: 67//Hs. 57922 : AL023653 
F-PUCE 1 008426/ /EST s//3. 2e-77 : 393 : 95//Hs .37585: V28499 
F-PLACE 1008429//0rf1 5* to PD-ECCF/TP. . . orf 2 5’ to PO-ECGF/TP [hua 
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an. epideraoi d carcinoaa cell line A431. aRNA, 3 genet. 1718 nt]// 
0. 019: 530: S8//Hs. 72248: S72487 
F-PLACEl 008437 

F-PUCE 1 008455/ /EST s//0. SI : 279:61//Hs. 1 22 3 1 9 : AA782 3 35 
F-PLACE 1 0Q84S7//ESTs//3. 0e-30 : 229 : 75//H*. 60740 : AA05390! 

F-PLACEl 00846 5/ /Hunan aRNA for K1AA0383 gene, partial cds//0.0Q84: 
210:63//H*. 27590: AB002381 

F-PLACEl 008488//Huaan density enhanced phosphatase-1 aRNA. coaplet 
e cds//6. 8e-07: 469 :60//Hs. 1177 :U1 0885 

F-PLACEl 008 S24//Hoao sapiens TVIK-related acid-sensitive K+ channe 
I (TASK) aRNA. coaplete cds//t. 0: 304: 60//Hs. 24040: AF006823 
F-PLACE 1 00853 1 //ESTs//1 .10-17:190: 76//HS . 1 5604 1 : A 1 274697 
F-PLACEl 008532//Throaboxane A2 receptor//5. 6e-l 7:231 :71//Hs. 89887 : 
D380B1 

F-PLACEl D08S33//Hoao sapiens PAC clone DJ130H16 froa 22ql2. 1-qter/ 
/1 . 1 0-45: 507:71 //Hs . 8003 : AC004997 

F-PLACEl 008 568//Hoao sapiens aRNA for neuronatin alpha, coaplete c 
ds//l . 0: 95: 71//Hs. 1 1 7546 :U3t 767 

F-PLACE1008584//ESTs//1 . 4e-1 3 : 252 : 68//Hs. 1 S3429 : A 1 283069 

F- PLACE 1008603//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 

ds//3. 9e-175:812:98//Hs. 23255: AB0I8334 

F-PLACE 10086 21 //EST s, Veakly siaiiar to reverse transcr iptase [H. s 

api ens]//l . 2e-l 5: 350: 66//Hs. 1 51087 : AA6493 26 

F-PLACEl 008625//ESTs//0. 86 : 269: 57//Hs. 94998 :N26794 

F-PLACEl 008626//ESTs//0. 55: 69: 71//Hs. 92096 :F1 0S60 

F-PLACEl 008627//ESTs//3. Oe-62 : 302 : 99//Hs. 1 20766 : H82458 

F-PLACEl 00862 9//EST//0. 0012: 1 74:67//Hs. 121 1 95: AA75721 1 

F-PLACE 1008630//ESTs//4. 5e-77 : 371 : 99//Hs. 132960: AA252394 

F-PLACEl 008643//Huaan aRNA for PK-120//4. 7e-25: 299:64//Ht. 76415 D3 

8535 

F-PLACEl 0086 50//Ho«o sapiens pleiotropic regulator 1 (PLRGl) aRNA. 

coaplete cds//3. 5e-l35:622:99//Hs. 147967 :AF044333 
F-PLACEl 008693//EST//0. 1 9: 36: 94//Hs. 1388I7:N93728 
F-PLACE t 0086 96//Huaan ai tochondr i al NADH dehydrogenase-ubiquinone 
Fe-S protein 8. 23 kDa subunit precursor (NDUFS8) nuclear aRNA enc 
oding ai tochondr ill protein, coaplete cds//8. 3e-25: 137: 97//Hs. 9044 
3:AF038406 

F-PLACEl 0087 15//Hono sapiens aRNA for natri lin-3//0. 99: 183:63//Hs. 
1 19534: AJ224741 

F-PLACEl 008748//ESTs//0. 88:204: 63//HS. 151 39: AA527080 

F-PLACEl 008757//ESTs, Veakly siaiiar to unknown protein (R. norvegi 

cus]//4. 3e-17: 285 :69//Hs. 35460 :H65503 

F-PLACEl 008 7 90//Hoao sapiens iaportin alpha 7 subunit aRNA. co0ple 
te cds//l .46-121:503: 97//HS. 6458 : AF060S43 

F-PLACEl 008798//ESTs. Veakly siaiiar to putative p150 [H. sapiens]/ 
/0. 30 : 1 27 : 68//Hs . 1 1 1 380 : AA258772 

F-PLACE 1 008807//ESTS//0. 81 : 346 :58//Hs. 116901 :AA663542 
F-PLACE I 008808//Hoao sapiens putative checkpoint control protein H 
RADI aRNA. coaplete cds//6. 7e-1 04: 376: 98//HS. 71 79: AF01 1 905 
F-PLACE1008813//Glutaaate decarboxylase I (brain, 67kD)//0. 1 7: 318 : 
6 1 //Hs. 75668: Ml 883 

F-PLACE 1008851//ESTs. Highly siaiiar to CELL DIVISION CONTROL PRO 
TEIN 2 HOMOLOG (Plasaodiua falciparua (isolate kl / thai land)]//0. 
73 : 3S4 : 59//HS. 26322 : AA1 56858 

F-PLACE 1 0088 54//ESTs//3. 0e-26: 391 :66//Hs. 133260: AI052728 

F-PUCE 1 008867//EST s//5. 9e-08 : 64 : 93//Hs. 9 1 1 1 5 : A 1 22 1 563 

F-PLACEl 008887//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//5. 5e-51:701:68//Hs. 23094:1119503 

F-PLACEl 008902//EST//0. 85:425: 60//Hs. 1 40573: AA8263 23 

F-PLACEl 008 9 20//Hoao sapiens aRNA for KIAA0765 protein, partial cd 

s//2. 10-159: 753: 98//Hs. 62318 : ABO 1 8308 

F-PLACEl 008925//ESTS//0. 025 : 1 33 : 67//Hs. 1032 1 8: V84771 

F-PLACEl 008 93 4//ESTs//0. 27: 307: 59//Hs. 1 351 68 :AI 394026 

F-PLACEl 00894 1//ESTs//3. 3e-53 : 266 : 98//Hs. 1 08677 : AA488937 

F-PLACEl 008947//Huaan TBP-associated factor OiTAFII130) aRNA. part 

i a I cds//2. 4e-1 3 : 625 : 58//Hs. 24644 : U75308 

F-PLACEl 009020//ESTs//3. 3e-l 1 : 1 22: 81//Hs. 1 3 f 777 : A 1 024950 

F-PLACEl 009027//Hoao sapiens aRNA for doublecortin//1.2e-15l :763:9 

6//Hs. 34780: AJ0031 12 

F-PUCE 1 009039//EST//0. 76:111: 63//Hs. 1 60997 : HS5762 
F-PUCE 1 009045//ESTs//2. 2e-76 : 399 : 95//Hs. 114919: AA457689 
F-PUCE 1 00 9048//GLYC0PR0TE IN HORMONES ALPHA CHAIN PR6CURS0R//2. 6e- 
16:93: 100//HS. 1 19689: S70585 

F-PUCE1 009050//ESTS//1 . 4e-92 :451 : 98//Hs. 66373 : AI 239698 
F-PUCE 1 009060//EST s//l . 4e-1 4 : 86 : 100//HS. 131725:AI090S25 
F-PUCE 1 009090//EST s//2 . 7e-20 : 1 98 : 78//Hs . 1 1 0044 : AA 1 8 1 800 
F-PUCE1009Q9l//ESTs//0. 99: 342: 57//Hs. 46903: AI093091 
F-PUCE 1 009094//ESTs//1 . 0 : 225 : 63//HS . 1 20374 : A 1 337031 
F-PUCE 100 90 99//H. sapiens ZNF81 gene//2. 2e-79: 733: 74//Hs. 104020:16 
8011 



F-PLACE10091 10//ESTs//2. 6e-91 :453: 96//HS. 1 4375G : A 1 040890 
F-PUCE 1009111 //EST s//2. 70-15: 159: 77//HS . 1 468 1 1 : AA4 1 0788 
F-PUCE 1 009 1 1 3//Hoao sapiens X-ray repair cross-coapleaent ing prot 
ein 3 (XRCC3) aRNA. coaplete cds//1. 10-1 39:671 : 97//Hs. 99742:AF0355 
86 

F-PUCE 1 0091 30//Huaan aRNA for KIAA0032 gene, coaplete cds//I. le-2 
4:718: 59//HS. 35804:025215 

F-PLACEl 009 150//Huaan HsLINIS aRNA for HsLialS, coaplete cds//1.7 
e-50:440: 78//Hs. 37181 : 0641 08 

F-PUCE 1009 l55//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K I AA0484//4. De-46 : 440: 69//Hs. 1 S8095 : ABO079S3 

F-PUCE 1 0091 58//Huaan growth/di f ferent iation factor 1 (CDF- 1 ) uRN 

A. coaplete cds//0. 28: 245: 61//Hs. 92614: M62302 

F-PUCE1009166//EST//0. 98: 1 14: 67//Hs. 1 37706 : AA977250 

F-PUCE 1 009 1 72//EST//6 . 2e-34 : 257 : 84//Hs . 1 6 1 08 1 : N2 2 770 

F-PUCE1009174//ESTs//6. Oe-24: 234: 77//Hs. 1 55196 :AI 282821 

F-PUCE 1 009 183//EST//0. 021 : 261 :62//Hs. 1 44222 :N901 00 

F-PLACE l 009 186//E ST s. Veakly siaiiar to No definition line found 

[C. el egans]//3. 6e-117: 588: 95//Hs. 54943: Z78396 

F-PUCE 1 0091 90//EST//0. 046 : 95 : 70//Hs . 1 31 646 : A 1 025689 

F-PUCE 1 009200//EST//2. 5e-41 : 195:78//Hs. 162404: AAS731 31 

F-PUCE 1 0092 30//CARC I N0EMBR YON 1C ANTIGEN PRECURSOR//S. 3e-29: 1 S7 : 77 

//Hs. 146403:M29S4O 

F-PUCE 1 009246//EST//0. 13:178: 62//Hs. 23298: R22575 

F-PUCE 1 009298//ESTS. Highly siaiiar to VACU0UR SORTING PROTEIN 

35 [Saccharoayces cerevis iae] //I. 9e-21 : 121 : 98//Hs. 124768: AA307735 

F-PUCE 1009308//SERUV PROTEIN MSE55//0. 44:1 95 :62//Hs. 148101 :M88338 

F-PUCE 1 00931 9//Hoao sapiens post-synaptic density protein 95 (PSD 

95) aRNA. coaplete cds//9. 7e-08: 41 1 : 59//Hs. 23731 :U83 192 

F-PLACEl 009328//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//2. 3e-9 1 : 594 : 86//H1 . 23094:1(19503 

F-PUCE1 009335//EST//0. 037:169: 63//Hs. 1 4887S : AI 240767 

F-PUCE 1 009338//ESTS//5. 7e-22: 1 23: 98//H s. 66783: AA0 59473 

F-PUCE 1 009368 

F-PLACE 10093 75 

F-PUCE 1 Q09388//Hoao sapiens KIAA0395 aRNA, partial cds//1.7e-41 :3 
17:81//Hs. 43681 :ALQ22394 

F-PUCE 100 93 98//Zinc finger protein 84 (HPF2)//1 . 4e-79: 730:74//Hs. 
9450: M2 7878 

F-PUCE1 00 9404//V I CR0TU8ULE- ASSOCIATED PROTEIN TAU//0. 099: 207: 61// 
Hs. 101 174:AF047863 

F-PUCE 1 0094 10//Hobo sapiens 8AF57 (BAF57) gene, coaplete cds//1.4 
e-27 : 2 1 0 : 86//H1 . 3404 : AF035262 

F-PUCE 1 009434//Huaan aRNA for KIAA000S gene, coaplete cds//2. 8e-4 
5 : 599 :68//Hs. 155291 :D1 3630 

F-PUCE1009443//H. sapiens 5T4 gene for 5T4 Oncofetal antigen//0. 1 
1 : 350: 58//Hs. 82 128: AJ 012159 

F-PUCE 1009444//PH0SPHAT IDYL INOSITOL 4-KINASE ALPHA//1 . 5e-22 : 146:9 
3//Hs. 76987 :AF0 12872 

F-PUCE1 0094 59//H. sapiens garp gene aRNA, coaplete CDS//1. 0:241 : 60 
//Hs. 151641 Z24680 

F-PUCE 1 00946 8//1 -PHOSPHATIDYL I NOS I T0L-4. 5-B1 SPH0SPHATE PHOSPHOOlE 
STERASE BETA 2//0. 00039: 347: 6O//H1. 994: N95678 

F-PUCE 1Q09476//Hoao sapiens Chroaosoae 16 BAC clone Cl T987SK-A-67 

A1//4. le-9l:464: 96/ZHs . 1 55049 : ACO0453 1 

F-PUCE 1009477//ESTs//0. 30:221 :61//Hs. 107287:AI308839 

F-PLACE 1009493//Hoao sapiens aRNA for LAK-4p, coaplete cds//1.6e-3 

0:608: 63//HS. 161 65: AB00240S 

F-PUCE 1009S24//Huaan Sec7p-like protein aRNA. partial cds//2. 3e-6 
8: 526: 78//Hs. 8517:1170728 

F-PUCE 1 009539//ESTS//3. 3e-1 8:186: 83//Hs. 71 922 : AA1 4841 7 
F-PUCE 1009542//EST//7. 8e-1 1 : 265: 65//Hs. I 59692: AI 41 6956 
F-PUCE 1 009571 //EST1//6. 1 e-1 5 : 94 : 97//Hs . 1 51 458 : AA600866 
F-PLACEl009581//Microtubule-associated protein 1A//I . O: I96:59//Hs. 
147918:1138291 

F-PLACE 1 009595//EST//1 . 8e-28 : 1 79 : 92//Hs . 60090 : AA004806 

F-PLACE 1009596//ESTs, Veakly siaiiar to LIS-t protein [H. sapiens]/ 

/4. 1 e-16:281 :66//Hs. 13889 :AI 341 394 

F-PUCE1009607//Hoao sapiens PYRIN (MEFV) aRNA, coaplete cds//4. 9 
e-S2: 31 3: 79//Hs. 1 1 3283 : AF01 8080 

F-PUCE 1 0096 1 3//ESTs//0. 50:297: 60//Hs . 2 51 1 4 : A 1 0740 1 1 
F-PUCE 1 009621 //EST s//1 . 4e-98 : 470: 98//Hs. 124695 : A 1 094085 
F-PUCE 1 009622//ESTS//9. Be-14: 94 : 93//Hs. 1 1 7227 : AA682773 
F-PUCE 1 009637//ESTi//4. 9e-92 : 440: 98//Hs. 1 26587 : AA91 7087 
F-PUCE 1009639 

F-PUCE 100 96 59//Hoao sapiens eRNA for K1AA0587 protein, coaplete c 

ds//4. 40-173:816: 98//Hs. 21862: AB01 1 1 59 

F-PUCE 1 009665//ESTs//9. 1 e-4S: 383: 79//Hs. 61 1 99: AA024494 

F-PUCE 1009670//Hoao sapiens genethonin 1 aRNA. coaplete cds//8. 1 

e- 1 49 : 701 : 98//HS. 1 09590: AF062534 
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F-PUCEI 00970»//EST«. Ye.kl, siailar to HYPOTHETICAL TRP-ASP REPEA 

TS CONTAINING PROTEIN IN HITI4-PHA2 INTERCENIC REGION [$.car»i>il 

e]//7. Se-51 : 295: 92//Hs. 48541 :AA827926 

F-PUCEI 00972 1//EST//0. 18:467: 58//HS. 1 24358 : AA830650 

F-PLACEl 00973 t//EST*//l . 0: 207: 63//H*. 60440: AA1 95789 

F-PUCEI 00976 3//Hoao sapient U8A3 (U8A3) aRNA, complete cds//1.3e- 

1 26 : 602 : 98//HS. 1 54320 : AF046024 

F-PLACEl 0097 94//ESTs//4. Oe-41 : 2S2 : 9I//Hs. 42927 : N20989 
F-PLACE 100 97 98//Huaan DNA sequence froa clone 1189B24 on chroaosoa 
e Xq25-26. 3. Contains NAOH-Ubiquinone Oxidoreductase MLRQ subunit 
(EC 1.6.5. 3, EC 1.6.99.3. CI-MLRQ), Tubulin Beta and Proto-oncogen 
e Tyrosine-protein Kinase FER (EC 2.7.1.112, P94-FER, C-FER. TYK3) 
pseudogenes, and part of a novel gene similar to hypothetical pro 
teins S. poabe C22F3. I4C and C. elegans C16A3.B. Contains ESTs and 
GSSs//5. Se-1 30:600: 95//HS. 16411 :A1030996 
F-PLACEl 009845 
F-PLACEl 009861 

F-PLACE 1 009879//EST s//6. 3e- 1 2 : 293 : 66//Hs. 147071 :AI200021 
F-PLACEl 009886 

F-PLACEl 009888//EST//0. 044:255 . S8//Hs. 1 60695 : Al 282889 
F-PLACEl 009908 

F-PLACE 100 992 l//Apopt os i s (APO-1) antigen 1//0. 62:407: 57//Hs. 823S 
9:X63717 

F-PLACEl 009924//EST//2.9e-29:1 55: 99//HS.1 62937 :AA634379 
F-PLACE 100 99 2 5 

F-PUCEI 009935//CATHEPS I M K PRECURS0R//0.43:153:66//Hs.83942:X8215 
3 

F-PUCE1 009947//ESTS//1 . 8e-07 : 56 : 1 00//Hs. 1 49940 : A 1 306446 

F-PLACEl 00997 1//Acy l-Coenzyae A dehydrogenase, C-2 to C-3 short ch 

ai n//0. 89: 243 : 61//H s. 127610: Z80345 

F-PLACEl 009992//ESTs//0. 99:123: 68//Hs. 91 202 : Al I 391 14 

F-PLACEl 009 995//ESTs. Veakly similar toC01A2.4 [C.elegans]//3.3e- 

24: 174: 88//HS. 11449: Al 201 540 

F-PLACEl 009997//Hoao sapiens aRNA for KIAA0629 protein, partial cd 
s//3. 7e-36 : 1 96: 96//HS. 1 53545 : AB01 4529 
F-PLACE I 01 0023 

F-PLACEl 01 003 l//ESTs//1 . 30-16: 132: 87//Hs . 46847 : 902878 
F-PLACE1010053//ESTs, Moderately similar to It-phase phosphoprotein 
4 [H. sapiens]//5. 2e-63: 312: 98//Hs. 142151 :AA984061 
F-PLACEl 01 006 9//£STs//6. 6e-33 : 171 : 98//Hs. 1 28844 : AA977596 
F-PLACEl 01 0074//Hoao sapiens sorting nexin 2 (SNX2) aRNA. coaplete 
cds//5. 9e-l68: 792 : 98//H s. I 1 1 83 : AF065482 
F-PLACE 1 01 0076//ESTs//0. 88:379: SS//Hs . 5884 : N2 1 424 
F-PLACEl 01 0083//Hoao sapiens aRNA for KIAAD456 protein, partial cd 
s//9. 6e- 1 54 : 727 : 98//Hs . 5003 : AB007925 

F-PLACEl 01 0089/ /EST s , Highly siai lar to PROBABLE UBIQUITIN CARBOX 
YL- TERM INAL HYDROLASE [Mus auscul us]//1 . 8e-38 : 21 2 : 9S//Hs. 98067: AA2 
36822 

F-PLACE I 01 0096//ESTs. Highly siai lar to hypothetical protein. 100K 
[R. norvegi cus]//1 . 8e-08: 100:89//Hs. 1 J469:U69567 
F-PLACEl 01 01 02//HO8O sapiens stimulator of Fe transport aRNA. coap 
lete cds//0. 0035: 339: 60//HS. 129683 :AF020761 

F-PLACEl 01 01 05//Hoao sapiens actin binding protein MAYVEN aRNA, co 
opiate cds//l. 2e-26:728:60//Hs. 1 22967 :AF059569 
F-PLACE1010I06//EST//8. Se~28: 394: 70//HS. 142044: AA1 66682 
F-PUCE1010134//H. sapiens hbra oRNA//1. 2e-14: 380:64//Hs. 77590:1728 
69 

F-PLACE 101 01 48//Huaan trans-Golgi p230 aRNA. coaplete cds//0. 26:70 

8: 57//Hs. 158245 :U41 740 

F-PUCE1010152 

F-PLACE101 018I//EST//1 . 3e-2l :3I2:71//Hs. 141501 :NS0792 
F-PLACEl 01 01 94//ESTs//2. 6e-55 : 284 : 97//Hs . 1 55940 : AA459582 
F-PLACEl 01 Q202//ESTs, Veakly similar to No definition line found 
[C. el egans]//2. 3e-72: 391 : 94//Hs. 3S225:H69637 
F-PLACE 1 01 0231 

F-PLACEl 01026 1//Hoao sapiens aRNA for KIAA0448 protein, coaplete c 

ds//1 . 9e- 1 46 : 693 : 97//Hs. 27349 : AB00791 7 

F-PLACEl 01 0270//ESTs//2. 0e-104: 514:98//Hs. 1 24062 :H04590 

F-PLACE 1 01 0274//ESTs. Veakly similar to C01A2.4 [C.elegans]//6.8e- 

25 : 1 49 : 93//Hs . 1 1 449 : A I 201 540 

F-PLACEl 01 0293//EST//4. 5e-3S: 358 : 74//Hs. 162398: AA57281 3 
F-PLACEl 01 03 IO//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//2. le-10:352:62/ 
/Hs. 74095:120433 

F- PUCE 10 10321 //Human hSIAH2 aRNA. coaplete cds//Q. 071 :604: 58//HS. 
20191 :U76 248 

F-PUCE1 0!0324//ESTs//0. 22 : 286 : S8//Hs. 1 30853 : Al 367875 
F-PUCE 101032 9//EST//5 . 7 e-05 : 3 5 1 : 60//Hs . 1 20644 : AA742659 
F-PLACEl 01 0341 //EST//4. 5e-1 6 : 255: 72//Hs. 1 41 206 : H531 1 7 
F-PUCE 1 01 0362//ESTs// 1 . 9e-41 : 246 : 92//Hs . 1 28771 : AA23685S 
F-PUCE 1 01 0364//EST//0. 11:292: 58//Hs. 1 3577 1 : A 1 005648 
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F-PLACEl 01 0383//EST//6. ie-08:107:76//Hs. 136441 :AA564986 
F-PLACEl 01 0401 

F-PUCE1010481//Huaan 8Lu protein (BLu) aRNA. coaplete cds//0.94:2 
54: 61//HS. 125257 :U70824 

F-PUCE1 01 0491 //Homo sapiens Cre binding protein-like 2 aRNA. coap 

lete cds//7. 2e-1 52:702: 99//Hs. 13313: AF03908 1 

F-PUCE101 0492//ESTs//1 .0:201: 60//HS. 146036 : At 038S0O 

F-PUCE1 0 1 0522//ESTS//3. 9e-S2 : 263 : 97//Hs. 1 251 49 : A 1 302100 

F-PUCE1010529//Hoao sapiens chromodoaa in-hel icase-DNA-binding pro 

tein aRNA. coaplete cds//1. 0: 17S:64//Hs. 1 59273 :AF0541 77 

F-PUCE 1 0 1 0547//ESTS//0. 96:288: 57//Hs .87156: AA233472 

F-PLACEl 01 0562//EST//1 .0:1 64: 6S//Hs. 1 47868 : Al 222979 

F-PLACE 1 0 1 0579//EST//0. 39:279: 58//Hs . 1 58960 : A 1 380 1 48 

F-PLACEl 01 0580//ESTs. Moderately similar to PUTATIVE ATP-DEPENDEN 

T RNA HE L I CASE C12C2.06 [Schi zosaccharoayces poabe] //3. 8e-3t : 193:9 

1//Hs. 145229: N44661 

F-PLACEl 01 0599//Hoao sapiens peroxisoaal aeabrane anchor protein H 
sPexMp (PEX14) aRNA. coaplete cds//9. 9e-l48: 707: 97//Hs. 19851 : AF04 
5186 

F-PUCE 1 01061 6//EST//3. 1 e-43 : 2 1 3 : 1 00//Hs .128215: AA972394 
F-PUCE 1 01 0622//NUCLE0L I N//0. 00040 : 282 : 6O//H1. 7911 0: M6 0858 
F-PUCE! 01 0624//Boao sapiens Jagged 2 aRNA. coaplete cds//1 . Ze-05: 
516: 61//HS. 106387: AF029778 

F-PUCE1010628//EST, Veakly siai lar to line-1 protein ORF2 [H. sapi 
ens]//0. 012: 258: 62//Hs. 1 44375 : AA484200 
F-PUCE1010629//EST//8. 3e-23: 218: 79//Hs. 161975:AA501461 
F-PLACE 1 0 1 0630//EST//0. 29:319: 58//H s. 1 37277 : N6222S 
F-PUCE!010631//Hoao sapiens aRNA for KIAA0S30 protein, partial cd 
s//9.Se-66:363:9S//Hs. 10801 :AB0I1 102 
F-PUCE1010661//ESTS//3. 9e-89: 504 :92//Ks. 122666 :V27076 
F-PUCE1010662 

F-PUCE 1010702/ /Huaa n repressor transcriptional factor (ZNF85) aRN 
A. coaplete cds//l. 1e-74:697:74//Hs. 37138:U3S376 
F-PUCE1010714//EST//0. 018: 253: 59//Hs. 1 48028: Al 270027 
F-PUCE 1 01 0720//Hoao sapiens chroaosoae-associated protein-C (hCA 
P-C) aRNA. partial cds//6. 1e-77: 393: 96//Hs. 50758: AF092564 
F-PUCE1 01 0739//Hoao sapiens aRNA for Sec24 protein (Sec24A isofor 
a), part ial//0. 97:314:59//Hs. 14574: AJ 13 1244 

F-PUCE1010743//Hua»n ayosin-IXb aRNA, coaplete cds//2. 4e-S6:409:8 
6//Hs. 159629:042391 

F-PUCE1 01 0761 //ESTs. Veakly similar to U1 SMALL NUCLEAR RIBONUCLE 
OPROTEIN 70 KD (Xenopus laevis]//5. 1e-80: 407 :96//Hs. 80965 :AA493284 
F-PUCE 101 0771 //ESTs, Highly siai lar to TRANSCRIPTIONAL REGUUTOR 
PROTEIN HCNGP [Hus ausculus]//6. Oe-45: 251 : 94//HS. 1 1379: AA594140 
F-PUCE1010786 
F-PLACEl 01 0800 

F-PUCE 1 01 0802//EST//0. 94: 1 28: 64//Hs. 1 20366 : AA7191 57 

F-PUCE 1010811 //ESTS//0. 89:339: 59//Hs. 1 273 1 4: N48085 

F-PLACE1Q10833//ESTS, Veakly similar to allograft inflaaaatory fac 

tor-1 [H. s ap i ens] //2. 9e-28 : 245 : 79//Hs . 1 32736 : AA583494 

F-PUCE 1 01 0856//ESTs//l . Se-06 : 95 : 87//HS . 1 740 1 : «8 1 048 

F-PLACEl 01 0857//ESTs, Veakly siailar to KIAA0157 gene product is n 

ovel. [H. sapi ens] //5. 8e-67: 336 : 97//Hs. 1 301 35: AA905493 

F-PUCE 1 0 1 0870/ /Z i nc finger protein 43 <HTF6)//9. 7e-40:498:69//Hs. 

74107: X59244 

F-PUCEI010877//Hoao sapiens aRNA for KIAA061O protein, partial cd 

s//3. 7e-149: 694: 98//Hs. 1 18087 : AB0 1 1182 

F-PUCE 1 0 1 0891 //EST s//6. 9e-S4 : 377 : 87//Hs. 24453 : R3 1 67 1 

F-PUC£1010896//Husan hoaologue of yeast sec7 aRNA, coaplete cds// 

0. 64: 167:65//Hs. 10S0: M8S169 

F-PUCE 1010900 

F-PUCEI 010916//EST//0. 55: 1 51 : 66//HS. 145800 : Al 269981 
F-PLACEl 010917 

F-PLACEl 01 0925//ESTs//2. 6e-8l : 437 : 94//Hs. 5876 : H26537 

F-PUCEI 01 0926//Hoao sapiens aRNA for KIAA0S54 protein, partial cd 

s//3. 1 e-1 39: 653 : 98//Hs. 74750 : A801 1 1 26 

F-PUCEI 01 0942//Hoao sapiens intersectin short fora aRNA, coaplete 
cds//2. 9e-91 : 437 : 98//Hs. 66392 : AF064244 
F-PLACEl 01 0944//ESTs//l . 3e- 1 7 : 1 1 7 : 91//Hs. 29444 : V30985 
F-PLACEl 01 0947//EST//0. 97:93: 72//HS. 1 62299 : AA5551 54 
F-PLACEl 01 0954//Apo I ipoprotein B (including Ag(x) ant i gen) //0. 28: 4 
44: 59//Hs. 585: X04506 

F-PLACEl 01 0960//ESTs//0. 98 : 238 : 60//H*. 1 63674: AA506632 

F-PLACEl 01 0965//ESTS//3. 1 e-74: 376 : 96//Hs. 1 1 5679: Al 379721 

F-PUCEI 01 1 026//EST//0. 022 : 222 : 60//Hs. 47154: NS093 1 

F-PUCEI 0 1 1 032//EST//1 . 1 e-05: 88 : 79//H s. 1 1 8024 : N34032 

F-PUCEI 01 1041 //Huaan density enhanced phosphatase-1 aRNA, coaplet 

e cds//0. 28: 179:67//Hs. I177:U10886 

F-PUCE 1011 046// 1 -PHOSPHAT I DYL I NOS I TOL-4, 5-B I SPH0SPHATE PH0SPH0D I E 
STERASE BETA 2//6. 2e-1 1 : 207: 68//H1. 994:M95678 
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F-PUCEIQ1 1Q54//H. sapiens OBF-1 aRNA for actaaer binding factor 1/ 
/6. 1 o-3$: 310: 78//HS. 2407 :Z49 194 

F-PLACE 101 l 056//Huaan putative serine/threonine protein kinase PRK 
(prk) aRNA, coapiete cds//0. 74: 228:6l//Hs. I53640:U56998 
F-PUCE101 1 057//EST//2. 5e-80: 388: 98//Ws. 1 26466 :AA91 3320 
F-PUCE101 1 090//ESTs//1 . 4e-94: 4S9: 97//HS. 1 06448: R76663 
F-PLACElOU 109//ESTs//0. 13: 303:62//Hs.49Z94:AA418037 
F-PLACE101 1 1 14//ESTs//5, 8e-l 2: 75: 100//Hs. 1 47422 : A 1 2 1 43 1 7 
F-PLACE101 1 133//ESTs//0. I7:22S:62 //Hs. 1 32S53 : A 1 370357 
F-PLACE 101 1 1 43//ESTS//0. 013:264: 63//H*. 1 1 5368 : AA629949 
F-PLACE101 1 160 

F-PUCE 101116 5//Ca I ac tok i nas e 2//2. 7e-32 : 1 94 : 92//Hs .129228: M84443 
F-PLACE101 11 85//EST//1. 4e-34:261 :83//Hs. 1 40250 :AA7081 14 
F-PLACE 1011 203 / /Hobo sapiens chroaosoae 18qll beta-1, 4-galactosyit 
ransferase aRNA, coapiete cds//6.9e-124:576:99//Hs. 159140:AF038664 
F-PLACE 101 1 214//ESTs, Veakly siailar to B0O35. 14 [C. slogans]// 9. 7 
e-101 :469:99//Hs. 8241 :AA283057 

F-PLACEJ0I1 219//ESTs, leak I y siailar to coded for by C. elegans cO 
NA CEESL70F [C. el egans]//2. 6e-62 : 221 : 88//Hs. 101821 : 127452 
F-PLACE101 1 221//ESTs//0. 46 :238 :62//Hs. 32853 :AA01S7S1 
F-PLACE10I1 229//Hoao sapiens aRNA for KIAA0529 protein, partial cd 
s//1 . 4e- 1 47 : 675 : 99//H s. 23 1 68 : AB0 1 1 101 

F-PLACE101 1 263//Hoao sapiens BAC clone CS166A23 froa 7p21//5.9e-7 
1 : 3SO: 98//Hs. 1 S144:AC005014 

F-PUCE1Q11273//ESTs//1.0:222:59//Hs. 35274 :AA495803 

F-PIACE1011291//Hoao sapiens clone 24712 unknown aRNA, partial cds 

//3. 4e-09: 1 91 : 65//H*. 1 40950 : AF070637 

F-PLACE 1011 296//ESTs//0 .019: 137: 63//HS . 1 406 54 : AA86591 S 

F-PUCE 101 1 31 0//EST//0. 066:336: S8//Hs. 162529: AA5841 60 

F-PUCE 1011 325//ESTs//7. 4e-43 : 229 : 96//HS. 21081: H083 1 0 

F-PLACE 1 01 1332//Hoao sapiens N-acetylgl ucosaai ne-phosphate autase 

aRNA, coapiete cds//4. 8e-151 : 696 : 99//Hs. 581 9: AF102265 

F-PLACE 1011 340//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 

t KIAA0501//1. Se-20: 120:81//Hs. 1 59897: AB007970 

F-PUCEI01 1371//Hu»an aRNA for PK-120//9. 5e-35:684:63//Hs. 76415:03 

853S 

F-PUCEl 01 1375//E$Ts, Moderately siailar to potassiua channel prot 
ein Raw3 fR. no rveg i cus] //6. 7e-68: 325: 99//Hs. 107245 :AA627053 
F-PUCE10I1 399//ESTs//8. 6e-05: 285: 61//Hs. 130105:AA904868 
F-PUCE101 1419//ESTs//0. 70:240:62//Hs. 1 59650:N95552 
F-PUCE101 1433//Hoao sapiens aRNA for KIAA0S30 protein, partial cd 
s//l . 5e-1 58: 743 :98//Hs. 10801 :AB011102 

F-PUCE1011452//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//l . 9e-53 : 557 : 72//Hs. 23094 : Ml 9503 

F-PUCE101 1465//EST//3. 1e-58: 380: 85//Hs. 1 31 60S: At 025204 
F-PLACE101 1472//Hoao sapiens aRNA for KIAA0712 protein, coapiete c 
ds//1 . 5e-1 52 : 703 : 99//Hs. 1 1 1 1 38 : AB01 8255 

F-PUCE 1 01 1477//Hoao sapiens sorting nexin 2 (SNX2) aRNA, coapiete 
cds//1.7e-146:675:99//Hs. 11 I83:AF065482 
F-PUCE101 1 492//ES7s//2. Oe-35: 1 86 : 98//Hs. 1 25886 : AA884264 
F-PUCE 101 1 503//EST//0. 67: 149: 6S//Hs. 149774: Al 285997 
F-PUCE1 01 1 520//ESTs//0. 0001 4 : 2 1 3 : 64//Hs. 1 1 9889 : AA7053 1 9 
F-PUCE1 01 1 563//ESTs//2. 2e-61 : 394: 86//Hs. 117718: AA883476 
F-PUCE101 1 567//Hoao sapiens DEC-205 aRNA, coapiete cds//3. 1e-46: 3 
25: 84//Hs. 1 53563: AF01 1 333 

F-PUCE101 1 S76//Hoao sapiens heaatopoietic cell derived zinc tinge 
r protein aRNA, coapiete cds//4. 3e-67:268:86//Hs. 86371 :AF054180 
F-PUCE 10 1 1 586//Hoao sapiens hLRp!05 aRNA for LDL receptor related 
protein 105, coapiete cds//0. 98: 1 53: 65//Hs. 143641 :AB009462 
F-PUCE101 I635 //Hobo sapiens Jagged 2 aRNA, coapiete cds//0. 00029: 
585: 57//Hs. 1 06387 :AF029778 
F-PUCE10I1641 

F-PLACE 101 1 643//Hoao sapiens aRNA for KIAA0293 gene, partial cds// 
0. 00058 : 499 : 58//Hs. 1 2784 : AB00663 1 

F-PLACE 1011 646//EST//3. 2e-26 : 201 : 68//Hs. 1 40349 : AA7S766 1 

F-PUCE 101 1 649//ESTS//0. 25: 1 45 : 64//HS. 23033 : R46086 

F-PUCE 1 0 1 1 650//ESTs//0. 04 1 : 96 : 77//Hs . 1 1 9351 : AA44774S 

F-PUCE 10 11S64//Huaan aRNA for stac, coapiete cds//1. 0:245 :60//Hs. 

56045:086640 

F-PUCE!0I167S//Cell division cycle 27//0.098:448:57//Hs. 73151 :S78 
234 

F-PUCE 10 11682//EST//9. 6e-06 : 1 19: 72//Hs. 93664:N23366 

F-PUCE101 1719//Huaan aRNA for K1AA0352 gene, coapiete cds//0.92:3 

65: 60//Hs. 17262: AB002350 

F-PUCEI011725 

F-PLACE 10 1 1729//EST//0. 56:304: S8//Hs. 86378: AA21 0853 
F-PUCE1 01 1 749//ESTs//4. 3e-88: 443 : 96//HS. 1 32850 : AA779891 
F-PUCE1 0 1 1 7S2//ESTs//0. 01 2 : 1 49 : 68//Hs. 1 45075 : A 1208240 
F-PUCE 1011 778//EST s//0. 00016: 199: 64//HS. 160395: Al 393693 , 
F-PUCE101 17B3//EST//1 . 0:119:66//Hs. 162191 :AA534660 
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F-PUCE101 1858//Huaan novel hoaeobox aRNA for a DNA binding protei 

n//B. 9e-0S:477: 59//Hs. 37035 :U07664 

F-PUCE 1011 B74//EST//0. 20:118: 66//H* . 127351: AA954775 

F-PUCE 101 1 875//Hoao sapiens aRNA for KIAA0580 protein, partial cd 

s//S. 3e-l 10: 526: 98//H*. 22572: AB0I 1152 

F-PUCE101 1891//ESTs//1. 8e-58: 397 :88//Hs. 84698: AA72S913 

F-PUCE101 1896//ESTs, leakly siailar to YS3C12A.3 [C.elegans]//9.4 

e-09:478:56//Hs. 107747: Al 357868 

F-PUCE 1 01 1 922//ESTs//0. 49 : 249 : 62//Hs. 1 52627 : AAS9581 7 
F-PUCE101 1923//Hoao sapiens serua-i nduc ible kinase aRNA, coapiete 
cds//3. 7e-1 40 : 664 : 98//Hs. 3838 : AF05961 7 
F-PLACE 1 0 1 1 962//EST//1 . 7e-07 : 8 1 : B5//Hs. 1 04333 : AA250763 
F-PUCEl 01 1964//EST//6. 6e-38:4l 2: 74//HS. 140562. AA826514 
F-PUCE 1011 982//ESTs//0. 40:405: 60//Hs . 1 2 7743 : A 1 26 1 59 1 
F-PUCEl 01 1995//ESTS//1 . 7e-22: 486: 64//Hs. 1 051 57: AA5275I4 
F-PUCEl 01 2031 //Hoao sapiens aRNA for KIAA0713 protein, partial cd 
t//4. Oe- 1 48 : 690 : 98//Hs. 88756 : AB01 82 56 

F-PUCE2000003//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0487//6.5e-54: 290: 81//H*. 92381 :ABO079S6 
F-PUC£2000006//ESTs//0. 067 : 224 : 62//HS. 1 44 1 00 : A 1 205503 
F-PUCE2000007//ESTs//8. te-23: 147:91//Hs. 1 28530: AA32S330 
F-PUCE200001 1 //I n t er I euk i n 1 0//4. 2e-42 : 362 : 78//H s. 2 1 80: M57627 
F-PUCE20000 1 4//EST//0. 10:214: 61 //Ms . 1 60247 : A 1 1 3883 1 
F-PUCE 2 00001 5//I n ter I euk i n 1 0//1 . 4e-44 : 393 : 78//HS. 2180: N57627 
F-PUCE2000017 

F-PUCE20Q0021//Hoao sapiens TRFI-interacting ankyr in-related ADP- 
ribose potyaerase aRNA, partial cds//S. 7o-8S: 844: 72//Hs. 7928: AF082 
557 

F-PUCE2 000030 

F-PUCE2000033//Huaan adhesion aolecute ninjurin aRNA. coapiete cd 
s//0. 85: 234: 66//H1. 1 1342:1191512 

F-PUCE2000034//Hoao sapiens aRNA for KIAA0607 protein, partial cd 
s//0. 058 : 348 : 62//Hs . 94653 : ABO 1 1 1 79 

F-PUCE2000039//Huaan plectin (PLEC1) aRNA. coapiete cds//0. 0058:4 
73: 59//HS. 79706 :U53204 

F-PUCEZ000047//ESTs//4. 9e-32 : 328 : 7S//Hs . 1 41 024 : H071 28 
F-PUCE2000050//ESTS//3. Oe-36 : 270 : 83//H* .155512: AA663966 
F-PUCE2000061 

F-PUCE2000062//Huaan aeabrane-assoc iated lectin type-C aRNA// 2. 9 
e-11 4 : 662 : 86//Hs. 23759 :M98457 

F- PUCE2 00007 2//Hoao sapiens ZNF202 alpha (ZNF202) aRNA. coapiete 
cds//7. 1 «— 1 35 : 631 :98//Hs. 9443: AF027219 
F-PUCE2000097//ESTs//0. 021:117: 70//Hs. 13281 1 : A 1034333 
F-PLACE2000100 

F-PUCE20001 03//ESTS//1 . 1 e-56 : 284 : 98//Hs. 1 44786 : A 1 21 921 9 
F-PLACE20001 1 I//H. sapiens aRNA for 1-acylglycerol-3-phosphate 0-ac 
yl transf erase//0. 76: 21 5: 65//HS. 6587:1156417 
F-PUCE20001 15 

F-PUCE 2000 124//Huaan aRNA for KIAA0355 gene, coapiete cds//2.8e-4 
9: 400: 79//Hs. 1 53014: AB0023S3 
F-PUCEZ0001 32 

F-PUCE 2000 1 36//E ST s. Moderately siailar to hypothetical protein 

[H. sapi ens]//1 . 2e-08 : 245 : 64//Hs. 1 40343 : AA71 891 1 

F-PUCE20001 40//Adeny late kinase 2 (adk2)//3. 7e-24: 162: 90//HS. 8383 

3: U5464S 

F-PUCE2000164 

F-PUCE2000170 

F-PUCE20001 72//ESTs//0. 64 : 239 : 62//HS. 311 75 : At 21 91 79 
F-PLACE20001 76 
F-PLACE2000187 
F-PUCE 2 0002 16 

F- PUCE 20002 2 3//EST//0. 0092 : 1 71 : 6O//H1 . 1 62830: AA643933 

F- PUCE2 00023 5//Hu aan aRNA for KIAA0298 gene, coapiete cds//1.6e-3 

8 : 7 92 : 6 3//Hs . 2 1 560 : AB002 2 96 

F-PUCE2000246/ /Hoao sapiens aRNA for KIAA0795 protein, partial cd 
s//1. 5e-74:367:98//Hs. 22926 :AB01 8338 

F-PUCE 2 0002 64//Hoao sapiens aRNA for KIAA0792 protein, coapiete c 
ds//2. Oe-29: 366 : 73//Hs. 1 1 9387 : AB007958 

F-PUCE 2 0002 74//Hobo sapiens aRNA for dynein heavy chain//1.0e-23: 
650 : 62//Hs . 1 44672 :AJ000522 

F-PUCE2000302//ESTS//1 . 7e-05 : 66 : 89//Hs. 55572 :137560 
F-PLACE2000305//ESTS//1. 6e-78: 382 :98//Hs.1 36731 .AA745869 
F-PUCE20D031 7 

F- PUCE 200033 S//Fc fragaent of IgE, high affinity I. receptor for; 

beta po I ypept ide//6. le-24: 295:76//Hs. 30:M89796 
F-PUCE2000341//Kuaan sodiua iodide syaporter aRNA, coapiete cds// 
6. 8e-21:S93:61//Ks. 103983:1166088 

F-PUCE2000342//Cent roaere protein B (80kD)//1.4e-06:326:6l//Hs. 85 
004: X05299 

F-PLACE2000347//ESTs. Moderately siailar to FI 8S47_1 [H. sapiens]// 
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3-7 e— 1 6 : 139:82//Hs. 28209:AI073817 

F-PLACE2000359//ESTs//S. Oe-1 9 : 251 : 71//HS. 58272:176645 

F-PLACE20Q0366//ESTs//l . 7e-37 : 399 : 75//Hs. 1 3664$ : AA748045 

F-PLACE20Q0371//EST//0. $5:107 : 65//H*. 1 57S77 : At 3 5886 1 

F-PLACE2000373//EST*//0. 30 : 207 : S9//Hs . 1 43902 : A 1 1 3 1 03 2 

F-PLACE2000379/ /EST t//\. 3e-64 : 402 : 87//H* . M6307 : AA584638 

F-PLACE200 03 94/ /Horn sapiens aRNA, chroaosoae 1 specific trmscrip 

t KIAA0484//1 . 0e-87 : 694: 80//Hs. 158095: AB0O7953 

F- PLACE 20003 98 

F-PLACE2000399 

F-PLACE2000404 

F-PLACE2000411 

F-PLACE2000419//Hoao sapiens PYRIN (8EFV) aRNA, coaplete cds//8.0 
e-52:463: 74//Hs . 1 1 3283 : AFO 1 8080 
F-PLACE2000425//EST//0. 44:168: 62//Hs. 44677 :N34966 
F-PLACE2 000427 

F-PLACE2000433//ESTS//4. 7e-l 8 : 2 1 3 : 74//HS. 110187: AA6997 1 9 
F-PLACE200043S//EST//4. 7e-05: 1S9:64//Hs. 1 23604 :AA8l 5257 
F-PLACE2000438//H. sapiens aRNA for UDP-GalNAc: pol ypept ide N-acetyl 
galactosaainyl transferase (T2)//1.9e-20:418:64//H$. 130181 : X8501 9 
F-PLACE2000450//Hoao sapiens PYRIN (REFV) aRNA, coaplete cds//4.0 
e-83 : 324: 81 //Hs. 1 1 3283 : AF01 8080 

F-PLACE2000455//ESTs, Moderately siaitar to ! ! ! ! ALU SUBFAMILY SC 
1ARN INC ENTRY MM [H. sapiens]//4, 0e-05: 100:73//Hs. 104239: AA488082 
F-PLACE2000458//H. sapiens aRNA for hFat protein//0. 0010:545: 57//H 
s. 91 107 : X8724I 

F-PLACE2000465//EST s//4. 4e-3B : 377 :75//Hs. 55855 :AA62 1381 
F-PLACE2 00047 7//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//1.8 
e-68 : 520 : 8 1 //Hs . 1 1 3283 : AF01 8080 

F-PLACE3000004//Huaan EYA3 hoao log (EYA3) aRNA. coaplete cds//3.9 
e-14:204:73//Hs.46925:Y10262 

F-PLACE3000009//Huaan aRNA for KIAA0386 gene, coaplete cds//4.8e-5 
9: 696 : 69//Hs. 101 359: AB0023S4 

F-PLACE3Q00020//Prostaglandin 12 (prostacyclin) receptor (IP)//0. 0 
0081 : 500: 61//HS. 393:038128 
F- PLACE 300002 9 

F-PLACE3D00059//ESTS//0. 0026: 49:1 00//H s. 4291 3 : At 082248 
F-PUCE3000070//ESTs//5. 6e-15: 202 : 74//HS. 1 54993: AA1 42842 
F-PLACE3000103//Hoao sapiens cofactor of initiator function (CIF1S 
0) aRNA. coaplete cds//1.0: 186: 62//Hs. 122752 :AF026445 
F-PLACE30001 1 9//Hoao sapiens aRNA for KIAA0752 protein, partial cd 
s//2. 8e~48:283:83//Hs. 23711 : ABO 18295 
F-PLACE3000121 

F-PLACE3000I24//Throaboxane A2 receptor//1. 1 e-55:1 95 :83//Hs. 89887: 
038081 

F-PLACE3000136//Hoao sapiens aRNA for KIAA0703 protein, coaplete c 
ds//1. 0: 194:59//Hs. 6168: AB0146O3 
F-PLACE3000142//EST//0. 41:1 79 :59//Hs. 137438: AA282243 
F-PLACE3000l4S//ESTs//3. 5e-25: 145:96//Hs. 163950: AA68301 6 
F-PLACE3000I47//EST//5. 0e-43: 285: 86//Hs. 1 60895 :AI 365871 
F-PLACE30001 48 

F-PLACE30001 55//Hoao sapiens aRNA for KIAA0672 protein, coaplete c 
ds//5. 6e-80:382:99//Hs. 6336 :AB014572 
F-PLACE30001 56//ESTS//0. 000 15:277: S2//Hs. 1 56834 : A 1 336023 
F-PLACE3000I57//Calciua channel, voltage-dependent, P/Q type, alph 
a 1 A subuni t//0. 54: 320: 60//HS. 96253 :U79666 

F- PLACE 30001 58//Hooo sapiens aRNA for KIAA0575 protein, coaplete c 

ds//4. 9e-66 : 31 9: 88//Hs. 153468: AB0 1 1 147 

F-PLACE3000160 

F- PLACE 3000 1 69//Saa 1 1 inducible cytokine AS (RANTES)//1 . 3e-64 : 501 : 
80//HS. 155464: AF08821 9 
F-PLACE30001 94 
F-PLACE30001 97 

F-PLACE3000199//EST//1. 0: 108:68//Hs. 98488 . AA426546 
F-PLACE3000207//EST//1. 0e-32: 184:75//Hs. 160146 :AI049975 
F-PLACE3000208//CLASS H HISTOCOMPATIBILITY ANTIGEN, M ALPHA CHAIN 
PRECURS0R//1 .0:271: 61//HS. 77522: X62744 
F-PLACE3000218//EST//1 . 3e-46: 317: 84//HS. 1621 97 :AA535216 
F- PLACE 3 0002 20//EST//9. 3e-95: 443: 99//Hs. 112702:AA609377 
F-PLACE300022I//Hoao sapiens ONA f ragaentat i on factor 40 kDa subun 
it (OFF40) aRNA, coaplete cds//9. 2e-56 : 200:8S//Hs. 133089: AF064O19 
F-PLACE3000226 

F-PLACE3000230//EST//6. la-16: 173:72//Hs. 1 48578: A I 201568 
F-PLACE3000242//Huaan DNA sequence froa clone 1409 on chroaosoae X 
pit. 1-11.4. Contains t Inter-Alpha-Tryps in Inhibitor Heavy Chain L 
IKE gene, a alternatively spliced Malanoaa-Associated Antigen MACE 
LIKE gene and a 6-Phosphof ructo-2-kinase (Fructose-2, 6-bisphospha 
tase) LIKE pseudogene. Contains ESTs, STSs and genoaic aarker 0XS8 
032//1 . 2e-54 : 434: 80//HS. 4943: Z98046 
F- PLACE 3 000 244 



F- PLACE 30002 54//NUCLE0L I N//2 . 6 e-05 : 445 : 60//HS, 79110: M60858 
F- PLACE 3 000271 //ESTs// 1, 6e-25: 195: 72//Hs. 108452:H78650 
F-PLACE3000276//ESTs//l . Oe-1 3: 274: 6S//Hs. 28589: Al 004944 
F-PLACE3000304//EST//0. 043:210:61 //Hs. 1 32378 : A 1 026770 
F-PLACE30003I0 

F-PLACE3000320//EST// 1 . 2e- 1 2 : 1 88 : 70//Hs . 1 4577 MAI 269586 
F-PLACE3000322//Saa 1 1 inducible cytokine AS (RANTE$)//4. 7e-29:252: 
80//HS. 155464 :AF0882 19 
F-PLACE3000331 

F-PLACE3000339//Hoao sapiens aRNA for KIAA064S protein, coaplete c 
ds//0.9l:222:61//Hs. 1 55987 :AB0 1 4545 
F-PLACE3000341//EST//1 . 8 e-05 : 394 : 58//HS. 1 1 2894: AA620741 
F-PLACE3000350//EST s. Highly siailar to SERINE/THREONINE-PROTEIN 
KINASE SULU [Caonorhsbd i t i s e I egans]//2. 9e-59: 474: 77//Hs. 125850 :AA 
885355 

F-PLACE30Q0352//H. sapiens 0BF-1 aRNA for actaaer binding factor 1/ 
/I. 5e-48 : 442 : 78//HS . 2407 : Z49 1 94 

F-PLACE3000353//H. sapi ens aRNA for UDP-Ga INAc :polypept i de N-acetyl 
galactosaainy I transferase (TD//0. 78: 234: 63//HS. 7498:041514 
F-PLACE3000362//EST//6. Se-25 : 302 : 73//Hs. 1 40504 : AA81 0441 
F-PLACE 300036 3 

F-PLACE 300036 5//E ST s//0. 81 :200:60//Hs. 141556:N49928 

F-PLACE 300037 3//E ST s//0. 0071 :82:73//Hs. 1 36310; AA442641 

F-PLACE 3000388//ESTs//7. 9e-1 6 : 235 : 71//Hs. 44701 : AA830432 

F-PLACE 30003 99//C I a th r i n, light polypeptide (Lcb)//5. 2e-70:391 : 81/ 

/Hs. 73919: X81 637 

F-PLACE3000400//EST s//0. S3 : 1 62 : 66//Hs. 49303 : AA81 0785 
F-PLACE3000401//EST//2. 3e-3S : 1 78 : 1 00//Hs. 162851 :AA632270 
F-PLACE3000402//ESTs//2.4e-84:425:96//Hs. 148962 :AI21971 5 
F-PLACE3000405//EST//2. 1e-39: 452: 73//Hs. 140414: AA778541 
F-PLACE 3000406/ /Hoao sapiens apoptotic protease activating factor 
1 (Apif-1) aRNA, coaplete cds//l.9e-07:116:78//Hs. 77579: AF01 3263 
F-PLACE 30004 1 3//ESTs, Veakly siailar to aethyl sterol oxidase [H. s 
apiens]//!.6e-51:260:98//Hs. 12251 2 :H61502 

F-PLACE3000416//Hoeo sapiens aRNA for KIAA080I protein, coaplete c 
ds//0. 00020 : 630 : 57//Hs . 1 7585 : ABO 1 8344 
F-PLACE 300042 5//EST// 3. 8e-34 : 286 : 79//Hs. 1 35301 : Al 0391 6 1 
F-PLACE3000455//Hoao sapiens aRNA for cytochroae b saall subunit o 
f coaplex II, coaplete cds//3. 6e-32: 183: 93//Hs. 108326 :AB0D6202 
F-PLACE 300047 5//ESTs//1 . 9e-09: 422 : 61 //Hi. 1 45783 : AA081 874 
F-PLACE 3000477//H. sapiens aRNA for cheaokine receptor D6//1. 0:426: 
54//Hs. 1 1 7572 : U94888 

F-PLACE4000009//TR I CHOHYAL IN//3. I e-09 : 692 : 60//Hs . 82276 : L09 1 90 
F-PLACE40000 1 4/ /Hoao sapiens aRNA for KIAA0809 protein, partial cd 
s//3. 6e-1 18: 331 : 100//Hs. 105399:AB0l 8352 

F-PLACE400D034//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-69 
G12//1. 1 e-06 : 244 : 63//HS . 1 54050 :AC0041 31 

F-PLACE 400004 9//Hoao sapiens clone 24619 aRNA sequence//4. 3e-45: 37 
1 : 79//Hs. 1 39088 :AF070533 

F-PLACE 400005 2//Huaan ATP binding cassette transporter (ABCR) aRN 
A, coaplete cds//1. 4e-53: 669: 67//HS. 40993 :AFO00 148 
F-PLACE 40 0006 3 

F-PLACE4000089//ESTS//2. 2e-l0: 121 :85//Hi. 49391 :M0O713 
F-PLACE4000093/ /EST s//0. 0053 : 273 : G0//Hs. 1 36952 : AA8258 1 9 
F-PLACE4D00100//ESTs//8. 0e-21 :24G:73//Hs. 1 40207: N32058 
F-PLACE40001 06//Hoao sapiens aRNA for KIAA0462 protein, partial cd 
s//3.8e-147:684:99//Hs. 129937: AB007931 

F-PLACE4000! 28//Hoao sapiens ES/13D aRNA. coaplete cds//0. 23 : 398: 6 
0//Hs. 98614: AF006751 
F-PLACE40001 29 

F-PLACE4000 1 3 1 //ESTs//2. 4e-l 3 : 1 94 : 72//Hs .41418: H90627 

F-PLACE 40001 47//ESTs//0. 0060 : 324 : 60//Hs. 85640 : AA535856 

F-PLACE40001 S6//Z i nc finger protein 136 (clone pHZ-20)//2. 3e-89: 76 

4;76//Hs. 69740 U09367 

F-PLACE40Q0192 

F-PLACE400021 1 

F-PLACE 4000222//EST//1 . 9e-1 5 : 317 : 66//Hs. 1 49206 : Al 246594 
F-PLACE4000230//Huaan aRNA for KIAA0331 gene, coaplete cds//0. 004 
8:258:60//Hs. I46395:AB002329 

F-PLACE4000233//ESTs//4. 4e-38: 240: B0//Hs. 1 1 4605 : A 1 30431 7 
F-PLACE4000247//Hoao sapiens ai tochondr ia I outer aeabrane protein 
(TOM40) aRNA, nuclear gene encoding ai tochondr ial protein, coaplet 
e cds//0. 0095 : 1 56 : 69//Hs. 30928 : AF043250 
F-PLACE4000250/ /EST s//3. 8e-72 : 377 : 94//Hs. 1 24234 : T89609 
F-PLACE4Q00252//ESTs//1 .0:196: 64//Hs. 1 44869 : AA493886 
F-PLACE40002S9//Hoao sapiens aRNA for KIAA0788 protein, partial cd 
s//6. Ze-27:191 :87//Hs. 2397:270200 
F-PLACE4000261 

F-PLACE 4000269//ESTs, 8eak1y siailar to coded for by C. elegans cD 
NA yk$2b!0. 3 [C. elegins]//9. 5e-41 :202: 100//Hs. H8849:AA2I5645 
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F-PLACE4000270 

F-PLACE4000300 

F-PLACE4000320//FKBP-RAPAMYC I III ASSOCIATED PR0TEIN//4. 5e-23: 135:96/ 
/Hs. 1 S S 952 : U88966 

F-PLACE400O323//E5T//6. 7e-09: 180:68//Hs. 1 1 6769: AA630365 
F-PLACE4000326//E5Ts//2. 1e-94:453:98//Hs. 1031 77 *72798 
F-PLACE4000344//EST//6. 4e-Q5: 1 3S:67//H*. 1467 29: All 47292 
F-PLACE40003B7 
F-PUCE40003S9 

F-PLACE4000379//EST//3. 9e-42: 381 :79//Hs. 162335: AA5642S6 
F-PUCE4000387//ESTI//0. 19: 93 : 69//Hs. 1 54173: Al 379823 
F-PlACE4000392//ESTs//0. 001 5:381: 59//HS. 1201 72 : AA709046 
F-PLACE 400040 1 / /Hobo sapiens aRNA for KIAA0640 protein, partial cd 
s//3. le-47:605:71//Hs. 1 53026: ABOt 4540 

F-PLACE400041 l//ESTs, Moderately siailar to plakophilin 2b [H. sapi 
ens)//4. 7«-33: 159: 8l//Hs. 1 54257: Al 275982 

F-PLACE40Q043 1//Hoao sapiens aRNA for KIAA0788 protein, partial cd 

s//1 . 3e-45 : 263 : 92//Hs. 2397 : Z7Q20Q 

F-PLACE4000445 

F-PLACE4000450 

F-PLACE4Q0O465//ESTs//t . 5e-l 1 : 273 : 65//HS. 1 45783 : AA081 874 
F-PLACE4000487//$ialophor in (gpLMS, leukosialin. CD43)//3. Oe-14: 1 
89: 7l//Hs. 80738X52075 

F-PUCE4000489//ESTs//0. 94: 104:68//Hs. 125119: R38951 
F-PLACE4QQ0494/ /EST s//l .0:185: 60//HS. 1 43053 : A 1 1 26289 
F-PUCE4000S2 l//ESTs//0. 0027 : 1 61 : 7Q//Hs. 1 35740 : AA6S1 73 1 
F-PLAC£4000522//ESTs, Highly siailar to NEUROGENIC LOCUS NOTCH PR 
OTEIN HOMOLOC 1 PRECURSOR {Hoao sapiens}//0. 047: 1 1 9:65//Hs. 1 29053 : 
AA767022 
F-PUCE4000S48 

F-PLACE4000558//Hoeo sapiens aRNA for DFFRY protein, abundant tran 

sc r i pt//0. 0035: 51 0: 59//Hs. 391 63 : AF000986 

F-PLACE4000581 

F-PLACE4000590//ESTs, Highly siailar to POL POLYPROTEIN [Friend a 
urine leukeaia virus (isolate S7)]//3.4e-13:275:68//Hs. 1 1 3980: A103 
4080 

F-PLACE4000593//ESTs, leakly siailar to F2S07. 1 [C. elegant] //5. 2e- 
28:239:79//Hs. 1 09084 :A 1 004675 

F-PLACE400061 2//Kerat in 9//0.27:207:64//Hs. 2783:229074 
F-PLACE4000638//Hoao sapiens aRNA froa chroaosoae 5q21-22, cl oners 
F2//3. 5e-47 : 562 : 69//Hs. 1 29685 : AB002446 
F-PLACE4000650 
F- PLACE4000 6 54 

F-PLACE4000670/ /EST s//6. te-88: 41 1 :100//Hs. 1 30688 A 1028 1 32 
F-SKNMC1 00001 1//Centroaere protein B (80kD)//0. 0013: 243: 62//Hs. 850 
04X05299 

F-SKNMCl 00001 3//ESTs. Highly siailar to MULTIORUC RESISTANCE PROT 
EIN HOMOLOC 50 (Drosophila «elanogaster]//2. 5e-36: 197: 96//Hs. 11863 
4U66688 

F-SKNMC 1 000046/ /Hoao sapiens aRNA for KIAA0654 protein, partial cd 
s//2. Se- 1 48 : 706 : 98//Hs . 1 09299 : ABO 1 4554 

F-SKNMC 1 000050//Ca Ipai n, large polypept ide. L2//4. 1 e-53 : 330: 90//Hs. 
76288: M2 3254 

F-SKNMC 1 00009 1 //ESTS//3. 3e-64: 420: 88//HS. 90997 :AA946877 
F-THYR01 00001 7//Huaan aRNA for KIAA0315 gene, partial cds//1.0:3! 

0: 60//Hs. 3989:48002313 

F-THYR01 000026//H. sapiens 08F-1 aRNA for octaaer binding factor 1/ 
/2. 9e-3S: 299: 81//Hs. 2407:249194 
F-THVR01 000034 

F-THYR01000035//ESTs//4. 1e-37: 317:79//Hs. 1 41 254 : A 1 334099 
F-THYR0!000040//ESTs//0. 30: 331 : S9//Hs. 871 76 : Al 1 48326 
F-THYR01 000070//Huaan aRNA for KIAA0347 gene, coaplete cds//0.069: 
278:63//Hs. 1 0 1 996 : AB002345 

F-THYR01 000072//Hoao sapiens clone 23584 aRNA sequence//8. 7e-86: 72 
2:77//Hs. 6654: AB014557 
F-THYR01 000085 

F-THYR01 000092//ESTs//3. 1e-100:469:99//Hs. 1 32207: Al 14806S 
F-THYR01 000107 

F-THYR01 0001 1 1//Huaan Line-1 repeat aRNA eith 2 open reading fraae 
s//6. 8e- 1 06 : 690 : 86//Hs. 23094 : M 1 9503 
F-THYR01 000121 

F-THYR01000!24//Huaan aRNA for alanine aainot ransf erase//0. 0026:42 
0:S8//Hs. 1 03502 :U70732 

F-THYR01 0001 29//Hoao sapiens TED protein (TED) aRNA, coaplete cds/ 

n. 8e- 1 55 : 732 : 98//Hs .87619: AF087I 42 

F-THYR01 000 1 32//ESTS//1 . 9e-3 5 : 1 64 : 79//HS . 1 39 1 79 : AA650203 

F-THYR0 1 000 1 56//EST//0. 32:102: 58//Hs. 139634: AA4784 1 6 

F-THYR01 000163//Saal I induci ble cytokine AS (RANTES)//S. 2e-S0 : 331 : 

8S//Hs. 1 55464: AF0882 19 

F-THYR01 0001 73//Huaan ctathrin asseabiy protein 50 (AP50) aRNA, co 
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aplete cds//1 . 1e-05: 261 : 6l//Hs. 1 52936:063475 

F-THYRQ1 000 186//H. sapiens aRNA for phosphoinos i tide 3-kin as e//3. 7 
e-41 : 270:87//Hs. 101238: Y1 131 2 

F-THYR01 000 1 87//EST//0. 11:227: 62//Hs .101773: H23270 
F-THYRQ1 0001 90//ESTs//0. 82:194 : 63//Hs. 128818: AA976883 
F-THYR01000197//Hoao sapiens aRNA for poly (A)-speci f ic ribonucleas 
e//2. 4e- 1 75 : 80S : 99//H s. 43445 : AJ00S698 

F-THYR01 0001 99//Hoara sapiens aRNA for KIAA0652 protein, coaplete c 

ds//4. 0e-88:6l6:84//Hs. 79672: ABO 1 4552 

F-THYR01 000206//EST//0. 96:291 :61//Hs. 1 04962 :AA443848 

F-THYR01 00022 1//Huaan clone 23589 aRNA sequence//0. 035: 242:62//Hs. 

1 1506:1179297 

F-THYR01 00024 1 //EST//0. 48:102: 69//Hs . 1 60764 : A 1 3 1 3322 

F-THYR01 000242//Z i nc finger protein 84 (HPF2)//I. 2e-42: 534:64//Hs. 

9450:M27878 

F-THYR01 000253//Hono sapiens aRNA for KIAA0690 protein, partial cd 
s//0. 61 :211 :64//Hs. 60103: AB0 14590 
F-THYR0 1000270 

F-THYROI 000279//ESTs//0. 0020 : 1 04 : 72//HS. 1 21 476 : A 1 21 5500 
F-THYR01 000288//Hooo sapiens aRNA for Hs Ste24p. coaplete cds//1.3 
e- 1 80 : 848 : 9B//Hs . 25846 : ABO 1 6068 

F-THYR01 000320//ESTs, Weakly siailar to Siailar to glutaaate decar 
boxy I as e [C. e I egans] //7. 6e-92 : 43 1 : 99//Hs. 122719: AA777803 
F-THYROI 00032 7//Au toe r ine aotility factor receptor//2. 8e-52:290:93 
//Hs. 80731 :M63 175 

F-THYR01 000343//Hoao sapiens aRNA for KIAA0790 protein, partial cd 
s//7. Ze- 164:763: 98//Hs. 1 2002 : AB0 1 8333 

F-THYR01 000 3 58//Huaan seleniua-binding protein (hSBP) aRNA. coapte 

te cds//6. 9e-34: 1 77 : 84//Hs. 7833: U29091 

F-THYR01 000368//EST s//0. 001 1 :55: 96//Hs. 34994:AA2S2919 

F-THYROI 000381 //Hoao sapiens aRNA for KIAA0562 protein, coaplete c 

ds//0. 081 : 240:6 2//Hs. 118401 :AB01 1134 

F-THYROI 000387//EST//3. 6e-14: 197 : 71//HS. 139399: AA41685S 

F-THYROI 0003 94//ESTs, Weakly siailar to No definition line found 

[C. e I egans]//S. 8e-39 : 245 : 91//Hs. 1 1 9095 : T7941 3 

F-THYROI 000395//EST//5. 8e-69 : 333 : 99//HS. 1 56524 : AA724572 

F-THYRO 1 00040 1 //E$Ts//1 . 8e-24 : 132 : 98//Hs . 54852 : 126238 

F-THYROI 000438//EST//1 . 9e-05 : 21 7 : 63//Hs. 115930: AA579773 

F-THYROI 000452/ /B cell lyophoaa protein 6 (zinc finger protein 51) 

//D. 096: 306:6O//Hs. 1 55024 :U00l 15 

F-THYROI 00047 1//Tyros ine aainotransf erase//5. 6e^44: 403: 77//Hs. 299 
9: X52S20 

F-THYROI 000484//EST. Weakly siailar to putative p150 [H. sapiens]// 
8. 9e-22 : 248 : 76//Hs. 1 6201 1 : AAS1 3663 
F-THYROI 000488 

F-THY RO 1 OOO 50 1 //H. s ap i en s S t a f 50 aRNA//3 . 2 e-75 : 6 1 5 : 77//HS . 680 54 : X8 
2200 

F-THYROI 000502//ESTa//t . 0: 350:57//Hs. 1 1 9749:AA689298 
F-THYROI 000505//I nter I euk i n 1 3//0. 95 : 245 : 60//Hs . 845 : U3 1 1 20 
F-THYROI 000558//EST//1 . 3e-24 : 351 :64//Hs. 142326 :AA3S 1877 
F-THYROI 00056 9//Hoao sapiens aRNA for dihydropyriai drnase related 
protein 4, coaplete cds//0. 28:229: 6 1//Hi. 1 00058 : ABO0671 3 
F-THYROI 000570//EST//0. 80 : 1 71 : 61 //Hs. 112790: AA609949 
F-THYROI 000S8S//Hoao sapiens protein associated with Myc aRNA, coa 
plate cds//2. 4e-l 68 : 808 : 97//Hs. 151411: AF07S587 
F-THYR01000596//EST//9. 5e-94:461 :96//Hs. 1 35397 :A1 056322 
F-THYR0 1 000602//EST//4. 9e-06 : 80 : 80//H* . 162135: AA5263 3 1 
F-THYROI 000605//Guany late cyclase 1. soluble, alpha 2//0. 44: 182: 62 
//Hs. 2685:Z50053 

F-THYROI 00062S//Throaboxana A2 re ceptor//4. 5e-45:323:82//Hs. 89887: 
038081 

F-THYROI 000637//ESTs//4. 4e-24 : 255: 75//Hs. 1 01 014 : AA1 94941 
F-THYROI 00064 1//ESTs//0. 0001 7: 375: 58//Hs. 32703: AA054 125 
F-THYROI 0006 58//CD4 receptor {exons 1 and 2} [huaan, T-lyaphocy te, 
aRNA, 3429 nt]//1. 8e-09: 127: 77//Hs. 1 16007: S79267 
F-THYROI 000662 

F-THYROI 000666//ESTs// 1 . 9e-28 : 149 : 99//Hs. 1 051 87 : A 1 3941 57 
F-THYR01000676//CD4 receptor {exons 1 and 2) [huaan, T-lyaphocy te, 
aRNA. 3429 nt]//S. 7e-49: 281 : 77//Hs. 1 1 6007 : S79267 
F-THYROI 00 06 84//ESTs, Weakly siailar to band-6-protein (H. sapiens] 
//0. 46 : 368 : 57//Hs . 26557 : AA480380 

F-THYROI 0006 99//ESTS//1 . 6e- 1 0 : 314 : 65//Hs . 1 392 1 2 : AA243452 
F-THYROI 0007 1 2//ESTs//3. 3e-42 : 21 1 : 99//Hs . 693 30 : A 1 056324 
F-THYROI 00071 5//Huaan plectin (PLEC1) aRNA, coaplete cds//2. 9e-06: 
631 :59//Hs. 79706 :U53204 

F-THYROI 0007 34//ESTs//8. 4e-08: 226: 64//HS. 125754: AA806085 
F-THYROI 000748//Hoao sapiens KIAA04U aRNA, coaplete cds//3. 1e-35: 
339: 74//HS. 7977 :AB007871 

F-THYROI 000 7 56//Hoao sapiens protocadher in (PC0H8) aRNA, coaplete 
cds//1 . 0:209: 62//Hs. 1 9492 : AF06 1 573 
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F-THYRO 10Q0777//Huaan aRNA for KIAA0I47 gens, partial cdj//0.0006 
9 : 636: 57//H*. 158132:063481 

F-THYROI 000783/ /Hoao sapiens Arp2/3 protein coaplex subunit p41-Ar 
c (ARC41) aRNA. complete cds//0. 70:452:58//H*. 1 1538: AF006084 
F-THYROI 000787 
F-THYR01 000793 
F-THYROI 000796 

F-THYRO 100080S//Hoao sapiens aRNA froa cbroaosoae 5q2l-22, clone. s 
F2//9. 4e-36 : 561 : 68//Hs. 1 29685 : AB002446 

F-THYROI 00081 S//Huaan aRNA for KIAA0118 gene, partial cds//1.2e-4 
5:465: 75//Hs. 154326:042087 

F-THYROI 00082 9//E ST s//1 . 7e-66: 361 : 95//Hs. 7906: HI 6339 
F-THYRO 1000843 

F-THYRO 1 000852//ESTs//6. 2e-23 : 204: 81//Hs. 1 44452 : AA838788 

F-THYROI 000855//ESTs//0. 049: 159:64//Hs. 163532: AI424170 

F-THYROI 000865/ /EST a, leak I y siailar to !M! ALU SUBFAMILY J WARN I 

NC ENTRY MM [H. sapiens)//3. Oe-33 : 190: 7S//Hs. 133526:121103 

F-THYROI 000895//ESTs//3. 8e-24 : 1 91 : 84//Hs. 1 32722 : AA61 8531 

F-THY ROI 00091 6//Hoao sapiens aRNA, cbroaosoae I specific transcrip 

t K I AA0487//1 . 8e-43 : 3 1 8 : 79//Hs. 92381 : A80079S6 

F-THYROI 000926//Hoao sapiens c AMP- spec i f i c phosphodiesterase 8B (P 
DE8B) aRNA. partial cds//3. Oe- 179: 839: 98//Hs. 78106 :AF079529 
F-THYROI O0O934//PYRROL I NE-5-CARBOXYLATE REDUCTASE//1. le-33:759:63/ 
/Hs. 79217:177836 

F-THYROI 000951 //MUELLER IAN INHIBITING FACTOR PRECURSOR//0. OSS: 662: 
56//Hs. 1 12432 :AC005263 

F-THYROI 000952//Huaan aRNA for KIAA0208 gene, complete cds//0. 98:1 
77: 65//HS. 83558:086963 

F-THYROI 000974//Hoao sapiens putative ATP-dependent mitochondrial 
RNA helicase (SUV 3) aRNA, nuclear gene encoding ai tochondr ial prot 
ein. complete cds//2.7e-15:123:90//Hs. 106469: AF0421 69 
F-THYRO 1000975//EST//0. 45:172: 62//HS. 1 05449: AA51 3907 
F-THYROI 000983 

F-THYROI 000984/ /EST//0. 0075: 1 1 9: 65//Hs. 150347 :AA9 84646 
F-THYROI 000988//ESTs//0. 056 : 99 : 71//Hs. 1 53409 : AI 224307 
F-THYRO 100 1003 

F-THYR0100103l//Thiopur ine S-aethy I transferase//3. 8e-44: 568: 71//H 
S. 51 124: AF019369 

F-THYROI 00 1033//H. sapiens aRNA for cylicin 1 1//0. 0061 : 287: 60//Hs. 3 
232.Z46788 

F-THYROI 001 062//I SLET AMYLOID POLYPEPTIDE PRECURS0R//3. 2e-4S: 394:7 
9//Hs. 51048 : X68830 

F-THYROI 001 093//Huaan aRNA for KIAA0355 gene, coaplete cds//3.4e-3 
3:421 :72//Hs. 1 53014: AB002353 

F-THYROI 00 1 100//Huaan DNA-binding protein aRNA. 3' end//2. 1e-74:74 
1 : 74//HS. 159249: Z991 30 

F-THYROI 001 I20//Hoao sapiens deltex (Dx) aRNA, coaplete cds//4.5e- 
1 8:447: 62//HS. I 24024 :AF053 700 

F-THYROI 001 1 21//EST s//0. 92 : 257 : 61//Hs. 1 1 8246 : N9S41 6 
F-THYROI 001 1 33//EST//1 . 1 e-38 : 367 : 7S//H*. 1 441 75: H70425 
F-THYROI 001 1 34//ESTS//1 . 4e-28 : 1 86 : 91 //Hs. 109468 : 152074 
F-THYROI 001 1 42//EST1//1 . 8e-44: 332 : 82//Hs. 146811: AA410788 
F-THYROI 001 173 

F-THYRO 1 001 1 77//ESTs//7. 7e-40 : 240 : 84//Hs. 1 55384 : 278385 
F-THY ROI 001 1 S9//ESTs//2. 1 e-36 : 323 : 76//Hs. 1 20206 : A 1 0891 63 
F-THYROI 00 1 204 

F-THYROI 00121 3//Saa 1 1 inducible cytokine AS (RANTES)//3. 1e-43:256: 
81//Hs. 1 55464 :AF0882 19 

F-THY R0 1 00 1 2 6 2//EST s//7. 9e-44 : 279 : 87//H s . 1 3 88 56 : H4 746 1 

F-THYROI 001 271 //Hobo sapiens aRNA for synaptogyrin 3//0.0045:273:6 

0//Hs. 6467: AJ 002309 

F-THYROI 001 287//Hoao sapiens alpha 1, 2-aannosidase IB aRNA, coapie 

te cds//0. 014: 1 78 : 66//H*. 1 2531 5: AF0271 56 

F-THY ROI 001 290//ESTs//3. 9e-43 : 1 45 : 99//Hs. 1 47797 : AA069836 

F-THYROI 00131 3//ESTs//l .0:244:61 //Hs . 1 27488 : AA528 1 82 

F-THYROI 001 320//ESTS//0. 062: 126: 67//HS. 133296 :A»31 1872 

F-THYRO 1 001 321 //Homo sapiens DEC-20S aRNA, coaplete cds//2. 5e-3S:S 

60:88//Hs. 1 53563 :AF0I 1333 

F-THYRO 1 001 322//ESTs//0. 12:238: 61//Hs. 29169: N66S45 
F-THYROI 001 347//ESTs//7. 5e-S1 : 293: 99//Hs. 1 29962 :AA927207 
F-THYROI 001 363//ESTa//1 . Oe-16: 178:78//Hs. 1639S4:NS7939 
F-THYRO 1001365/ /Hoao sapiens KIAA0417 aRNA. coaplete cds//3. 6e-18: 
187:79//Hs. 12385: AB007877 

F-THYR01001 374/ /Hobo sapiens aRNA for KIAA0707 protein, partial cd 

s//7. 4e- 1 57 : 740 : 97//Hs . 1 38488 : AB0 1 4607 

F-THYROI 001 401//EST//4. 6e- 1 4 : 1 71 : 76//HS. 1 57587 : A 1 356993 

F-THYROI 001 403//ESTS//2. 2e-50 : 464 : 79//HS. 1 1 8046 : N49946 

F-THYROI 001 405//EST*//l . 7e-44 : 226 : 98//Hs. 1 56667 : A 1 347694 

F-THYR0 1 00 1406//Hyd rosy stare id (17-beta) dehydrogenase 3//2. 8e-20: 

4S9:62//Hs.477:U0S659 
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F-THYROI 00141 1//ESTs//l. 9e-41 : 342: 78//HS. 14681 1 :AA410788 
F-THYROI 00 1426//Huaan ring zinc-finger protein (ZNF127-Xp) gene an 
d 5* flanking sequence//4. 6a-33: 153: 81//Hs. 102877:041 31 5 
F-THYROI 001434//ESTs//1 . 1 e-07 : 274: 60//Hs. 1 S 1 093 : A 1 224099 
F-THYROI 00 14S8//Nyos in, heavy polypeptide 9, non-ausc I e//6. 2e-60: 6 
53: 71//Hs. 44782: Z8221 5 

F-THYROI 00 1480// 1 SLET AMYLOID POLYPEPTIOE PRECURS0R//1 . 3e-42 : 370: 7 
8//HI. 51048: X68830 

F-THYROI 001 487//EST//1 . 0: 88:71//Hs. 160760: A 1 31 1943 
F-THYR0 1 001 534//ESTs//1. 2e- 94: 457 : 98//Hs. 1 25523 :AA883 904 
F-THYROI 001 537//ESTs//3. Se-94:469: 97//HS. 1 06448 : R76663 
F-THYROI 001541//EST//1 . 4e-1 0: 1 58:65//Hs, 1451 59 : A 1 1 5021 1 
F-THYROI 001 559//ESTs//l . 4e-07 : 9 1 : 8 1//Hs. 43507 : N24046 
F-THYROI 001 570//ESTs//2. 3e-41 : 280: 80//HS. 1 1 9752: AA703335 
F-THYROI 001 573/ /Hoao sapiens clone 24778 unknown aRNA//2. 7e-105: 54 
6 : 95//Hs . 25306 : AF070572 

F-THYROI 001 584//Huaan RCP3 aRNA, coaplete cd*//0. 14:335:58//Hs. 822 
94:1127655 

F-THYROI 001 595//Huaan RSU-l/RSP-1 aRNA, coaplete cds//3. 6e-3S: 1 65: 
84//HS. 75551 : LI 2535 

F-THYROI 001 602//ESTs//3. le-42:350:80//Hs. I38384:R72849 

F-THYROI 00 1 605//EST//0. 11:426: S7//Hs . 1 5 1 206 : A 1 1 2607 1 

F-THYROI 00161 7//ESTs//5. 2e-43 : 345 : 81 //Hs . 8710:107046 

F-THYROI 001 637//ESTS, teakly siailar to anion exchanger [H.sipien 

s]//5. 2 e- 1 3 : 108:86//Hs. 141Q4S:AAI91659 

F-THYROI 001 656//Solutfl carrier faaily 2 (facilitated glucose trans 

porter), aeaber 4//0. 099: 540: S5//Hs. 95958:191463 

F-THYROI 001661//ESTs//0. 12:S3:92//Hs. 151586:145568 

F-THYROI 00 1671 //Hoao sapiens aRNA for 2' —5* ol igoadenyl ate synthet 

ase 59 kDa isofora//8. Oe-166: 780:98//Hs. 1 t 8633 : AJ22S089 

F-THYROI 00 16 73//Von Hippel-Lindau syndroae//4. 6e-2S:2l2:73//Hs. 781 

60: AF010238 

F-THYRO 1 00 1703//Hoao sapiens clone 24767 aRNA iequence//0. 27:421 : 5 
7//Hs. 122908 :AF070552 

F-THYROI 001 706//ESTs//l. 8e-24: 142: 95//Hs. 1 12536: A 1 147691 

F-THYR01001721//EST s. Highly siailar to RING CANAL PROTEIN [Droso 

Phi I a ae I anogas t er]//2. Se-SI : 296 : 92//Hs. 3826 : U69560 

F-THYROI 00 1 738//EST//6. 9e-30 : 1 80 : 94//Hs . 5864 1:181229 

F-THYROI 00 1745//ESTs//6. 1 e-49:244: 98//Hs. 97534: AA3988 13 

F-THYRO 1 00 1746//EST//0. 96:1 19:53//Hs. 1441 07 :AI 053590 

F-THYROI 001 772//ESTS. leakly siailar to •!!! ALU SUBFAN I LY J 1ARNI 

NC ENTRY MM (H. tapiens]//2. 2e— 21 : 182:81//Hs. 1 18053:N75725 

F-THYROI 001 793//ESTs//l . 9e-93 : 439: 99//Hs. 1 501 1 6 : A 1299324 

F-THYROI 00 1 809//Huaan aRNA for KIAA0297 gene, partial cds//0.47:16 

8:67//Hs. 1171 1 :AB00229S 

F-THYR0100I828 

F-THYRO 1 00 1 854//EST//0. 038:128: 67//Hs. 1 60649 : A 1 241 823 
F r THYR0100l895//lntercel lul ar adhesion aoiecule T (CDS4), huaan rh 
inovi rus receptor//9. 6e-13:288:65//Hs. 51061:124283 
F-THYROI 001 907//EST//1 . 9e- 1 2 : 1 26 : 80//Hs. 1 39296 : AA3S01 98 
F-VESEN100Q1 22 

F-Y79AA1 0000 1 3//ESTs//1 . 7#-72 : 369: 96//Hs .97176: AA447885 
F-Y79AA1 000033 

F-Y79AA1000037//Mur ine leukeaia viral (bai-l) oncogene hoaolog//7. 
8e-2 1 : 230 : 66//Hs . 43 1 : LI 3689 

F-Y79AA1000059//Hoao sapiens iaaunophilin hoaolog ARA9 aRNA, coapl 
ete cds//7. 3e-40: 629:64//Hs. 75305 :U7852I 
F-Y79AA1 000065//CD81 ANTIGEN//0. 0050: 241 : 60//Hs. 54457:133680 
F-Y79AA10001 31//Guany I ate cyclase 1, soluble, alpha 2//0. 078: 477:5 
8//Hs. 268S:Z50053 

F-Y79AAI 0001 81//Fa tty acid synthase (3‘ region) [huaan, breast and 
HepG2 cells, aRNA Partial. 2237 nt]//0.0022:684:$8//Hs.83190:U293 

44 

F-Y79AA 1 000202//EST s//2. 5e- 1 7 : 1 43 : 86//HS. 76925 : AA2 1 1 860 
F-Y79AA 1 0002 1 4/ /Hoao sapiens histone H2A.F/Z variant (H2AV) aRNA, 
coaplete cds//3. 9e-73:345: 100//HS. 9242 : AF081 1 92 
F-Y79AA1000230//Pol yaer ic iaaunoglobul in receptor//0. 98:335: 59//H 
s. 842:173079 

F-Y79AAl000231//ESTs//0. 1 1 : 209: 66//Hs. 1321 84: AI 278623 
F-Y79AAI0002S8//Hoao sapiens aetase (MET-t) aRNA, coaplete cds//0. 
30:444: 61//H*. 99941 L231 34 

F-Y79AA1000268//Huaan aRNA for KIAA0367 gene, partial cds//9. 1 e— 1 
1:300: 64//HS. 2331 1 : AB002365 

F-Y79AAI 00031 3//Huaan aRNA tor KIAA0I29 gene, coaplete cds//0. 89:7 
44 :56//Ha. 4436 1:0509 19 
F-Y79AAI 000328 

F-Y79AA1000342//Hoao sapiens OPA-containing protein aRNA, coaplete 
cds//8. 4e-l 5: 223: 7S//HI. 8531 3 : AF071 309 
F-Y79AA 1 000346 

F-Y79AAI000349//ALPHA-2C-1 ADRENERGIC RECEPTOR//8. 3e-06: 180: 73//H 
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1. 123022: J03853 
F-Y79AA10003S5 

F-Y79AA1 000368//EST s//0. 0062 : 23$ : 64//Hs. 1 1 4777 : AA782908 
F-Y79AA1 000405//EST s//0. 76:244: 62//Hs. 153027: AA648897 
F-Y79AA1000410//Saal I inducible cytokine AS (RANTES)//8. !e-31 : 229: 
83//Hs. 1 55464: AF0882I 9 

F-Y79AA1000420//ESTs//1. 1e-53:27l:87//Hs. 1 3056 : AA 1 8 1 01 8 
F-Y79AA1 00046 9//Hoao sapiens 1-1 receptor candidate protein aRNA, 
complete cds//0. 0047: 315: 66//H*. 26285: AF082S16 
F-Y79AA I 000480 

F-Y79AA1000538//ESTs//5. 7e-09: 1 10:77//H*. 98790 :AA284871 
F-Y79AA1000539//ESTs//2. 6e-52:41 2: 77//Hs. 81648:126521 
F-Y79AA1000540//Hoao sapiens chromosome 7q22 sequence//0. 70: 133:69 
//Hs. 151555: AF053356 

F-Y79AAI 000560//Hoao sapiens gaaas2-adaptin (C2AD) aRNA, complete 
cds//1.2e-07: 371 :63//Hs. 8991 :AF068706 

F-Y79AA1000574//Huaan mRNA for GC box bindig protein, coaplete cds 
//0. 95: 258:62//Hs. 1S0557: 031716 

F-Y79AA1000589//Hoao sapiens clone 614 unknown aRNA, complete sequ 
ence//2.8e-1 54: 755: 97//Hs. 21811 : AF0910B0 

F-Y79AA1 000627//Homo sapiens zinc finger protein (ZF5128) mRNA, co 
ap I ete cds// 1 . 7e- 1 36 : 644 : 98//Hs . 60580 : AF060503 

F-Y79AA1 000705//Hoao sapiens 0631 aRNA, coaplete cds//0. 0023: 523: 5 
9//Hs. 22670: AF00651 3 

F-Y79AA1000734//Homo sapiens peroxisoaal biogenesis factor (PEX11 
b) aRNA. coaplete eds//1. 6e-1 81 : 850: 9B//Hs. 83023 AF093670 
F-Y79AA1 000748//ESTs//4. 2e-l 2 : 95 : 90//Hs. 33687: R85969 
F-Y79AA1000752//ESTs//8. 1e-114: 551 : 97//Hs. 153471 :A1 198377 
F-Y79AA1 000774//ESTs//2. 9e- 59 : 296 : 98//Hs . 1 50536 : *20067 
F-Y79AA1 000782//EST//0. 97:7S:69//Hs. 147351 :AI 208468 
F-V79AA1 000784//Hoao sapiens RanBP7/iapor t in 7 aRNA. coaplete cds/ 
/!. 1e-178:847:97//Hs. 5151 :AF098799 

F-Y79AA1 0007 94//C- rich RNA sequence binding factor 1//0. 83: 228:61/ 
/Hs. 79295:007231 

F-Y79AA1 000800//Hoao sapiens GA8A-B receptor aRNA, coaplete cds// 
0. 12: 244:6 0//Hs. 12307 :AF056085 

F- Y79AA 1 000802//Hoao sapiens actin binding protein MAYVEN aRNA, co 
ap I ete cds//0. 87 : 466 : S9//Hs. 1 22967 : AF059569 
F-Y79AA1 000805 

F-Y79AA1000824//Ti t in//1 . 0:437: 58//Hs. 83049:190568 
F-Y79AA1000827//Fat ty acid synthase {3’ region) [huaan, breast and 
HepG2 cells. aRNA Partial, 2237 nt]//0. 0048: 630: 57//Hs. 831 90:U293 

44 

F-V79AA100Q833//TUBULIN ALPHA-4 CHAIN//6. 9e-!07:603:90//Hs. 7S318: X 
06956 

F-Y79AA1000850//ESTs. feakly similar to T22CI.7 [C. e I egans]//6. 0e- 
77 : 366 : 99//Hs. 86660 : AA398644 

F-Y79AA1 00096 2//Hoao sapiens orphan nuclear horaone receptor 6073 
aRNA. 3’ end//0. 14: 499: S8//Hs. 37288:016815 
F-Y79AA1 000966//ESTs//0. 80:52: 86//Hs. 6671 : Al 341 699 
F-Y79AA1000968//ESTs. Moderately similar to initiation factor elF- 
2B gamma subunit [R. norvegicus]//6. 9e-69:310: 94//Hs. 76822 :AI 359536 
F-Y79AA1000969//LYMPHOTOX IN-BETA RECEPTOR PRECURS0R//1 .0:150: 64//H 
S. 1116: L04270 

F-Y79AAI000976//Arachi donate 15-t ipoiygenase//0. 87: 174: 66//Hs. 7380 
9:1123892 

F-Y79AA1000985//Huaan plectin (PLEC1) aRNA. coaplete cds//0. 091 : 38 

S:S8//Hs. 79706 :U532 04 

F-Y79AA1001023 

F-Y79AAI 001041 //Human autY hoaolog (hMYH) gene, coaplete cds//0. 9 
9:37: I00//Hs. 78489:1763329 

F-Y79AAI001048//Acy l-Coenzyae A dehydrogenase, very long chain//8. 
7e-30: 772 :60//Hs. 82208 :L46590 

F-Y79AA1 001061 //ESTs//6. 3e-41 : 303 : 84//Hs. 55855 : AA62 1 381 
F-Y79AA1001068//E5T//3.0e-23:165:90//Hs. 1 57607: Al 357511 
F-Y79AA1 D0 1 077//ESTs//4. 9e-40 : 237 : 94//Hs. 11197: AA309047 
F-Y79AA 100 1078 

F-Y79AA1001 I05//Hoao sapiens homeodoaain protein (0G12) aRNA. cosp 
lete cds//6.5e-1 1 : 247 :66//Hs. 55967 AF022654 
F-Y79AA1001 145//ESTs//1. 3e-20: 234: 75//Hs. 55855: AA621 381 
F-Y79AA1001 !67//Hoao sapiens aRNA for KIAA07S0 protein, coaplete c 
ds//1 .0:1 55:63//Hs: 5444: AB01 8293 

F-Y79AA1001 177//Huaan hSIAH2 aRNA, complete cds//6. 5e-09: 299:65//H 
S. 20191 :U76248 

F-Y79AA1001 185//ESTs//1 . 7e-56: 318: 93//Hs. 102991 :AA639646 
F-Y79AA1001 21 1//ESTs//9. 1e-108:5O3:99//Hs. 100605: AA305965 
F-Y79AA1 00121 6//Perox i some receptor 1//0. 00028: 458 :57//Hs. 1 58084:Z 
48054 

F-Y79AA1001 22B//Fragi le X aental retardation 2//0. 040:207:64//Hs. S 
4472:1148436 
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F-Y79AA1001 233//ESTRAOIOL 1 7 BETA-DEHYDROGENASE 1//6. 5e-25: 731 :60/ 
/Hs. 85279:1134879 

F-Y79AA1001 236//Hoao sapiens aRNA for JN23 protein, complete codin 
g sequence (clone IMA G£ 34581 and IMAGE 45355 and LLNLcl 101 133Q7 
(RZPD Berl in))//4. 0e-1 35: 441 :97//Hs. 23170:AJ005892 
F-Y7 9AA 1001 281 //ESTs//2. 7e-21 : 157:88//Hs. 163825:AI 393240 
F-Y79AA1001 299//Huaan tnil aRNA, coaplete cds//2. 2e-1 16 : 323:93//H 
*.155626:004847 

F-Y79AA1001 31 2//ESTs//3. 7e-95: 448 : 99//H*. 104469: V3839S 
F-Y79AA1001 323//ESTs//8. 9e-50: 340: 86//Hs. 1441 98:AI0I75SS 
F-Y79AA100I 384 

F-Y79AA1001 391//Huaan Hoab-13 aRNA. coaplete cds//8. 6e-42: 505: 70// 
Hs. 66731 :(J81 599 

F-Y79AA1001 394//EST*. leakly siailar to F54B3. 3 [C. el egans]//! . 5e- 
90:424 : 96//H*. 1 54221 : H231 67 

F-Y79AA1001 402//EST*//1 . 0: 245: 62//HS. 1 34695: Al 088489 
F-Y79AA1001 493//SRY (sex determining region Y)-box 4//0. 38:311:61/ 
/Hs. 83484: X70683 

F-Y79AA1 00 1 51 1//ESTs//9. 9e- 1 05 : 487 : 99//H*. 1 53581 : AA630465 
F-Y79AA1001 533//EST*. Highly siailar to RETROVIRUS-RELATED POL P0 
LYPROTEIN [Hobo sapiens]//0. 95: 256:63//Hs. 29974: A 1 360447 
F- Y79AA 1001 541 //EST//0. 96:202: 61//H*. 991 41 :AA447744 
F-Y79AA1001 548//ESTs//2. 6e-25: 166 : 90//H*. 164036 :AA845659 
F-Y79AA1 001 555//ESTs//1 . 6e-3S: 191 : 97//Hs . 52885 : H29851 
F-Y79AA1001581//Cycl in-dependent kinase inhibitor 1C (p57. Kip2)// 
2. 5e-05: 272:S4//Hs. I06070:U22398 

F-Y79AA1 001 585//ESTS//1 . I e-84: 473 : 93//Hs. 42547 : AA21 0783 
F-Y79AA1 00 1 S94//EST*//! . 7e-08 : 169:71 //Hs . 97366 : AA393 1 09 
F-Y79AA1001603//E$Ts//4. 6e-07:429: 59//H*. 160422 :Ai 363426 
F-Y79AA100161 3//Hoao sapiens aRNA for KIAA0683 protein, coaplete c 
ds//0. 00078 : 520 : 57//H* . 1 2334 : AB0 1 4583 

F-Y79AA1001647//EST*, leakly siailar to ZK10S8.S [C. el egans] //9. 4 
e-79:421:94//Hs. 107039:127244 

F-Y79AA1 00 1 665/ /VON VIILEBRAND FACTOR PRECURSOR//!. 0:386 :60//Hs. 1 1 
0802: X04385 

F-Y79AAI001679//Guanine nucleotide binding protein (G protein), be 
ta polypeptide 1//0. 88: 243: 61//H*. 3620:X04526 
F-Y79AA1001692//lnsul in-l ike growth factor binding protein 2//1.9 
e-06 : 426 : 59//Hs . 1 62 : X 1 6302 

F-Y79AA!00l696//ESTi//2.3e-44:249:94//Hs. 1 63665 :AA250877 
F-Y79AA1001 70S//Hoao sapiens inter I euk in-l receptor-associated kin 
ase (IRAK) aRNA, complete cds//0. 19:609: 58//Hs. 77297:L76191 
F-Y79AAI001 71 l//ESTs//5. 2e-29: 224: 83//Hs. 100461 :A1018620 
F-Y79AA1 00178 l//Hoao sapiens KIAA0443 aRNA, coaplete cds//0.49:18 
3 : 66//Hs. 1 1 3082 : AB007903 

F-Y79AAI 001 8Q5//ESTs//l . 1 e-62: 31 5: 98//H*. 16141:156079 
F-Y79AA1001827//EST*, leakly siailar to Siailar to S.cerevisiae YD 
9335.03c protein [H. sap i ens]//2. 9e-62: 31 3: 98//Hs. 15709:181 213 
F-Y79AA100l846//ESTs//9. 4e-16: 1 46: 82//Hs. 140588 :H60S33 
F-Y79AA1001 848//EST*, leakly siailar to KIAA0390 [H. sapi ens]//t. 6 
e-l 9: 142: 90//Hs. 1 03349:AI 1411 24 

F-Y79AA1 001 866//Hoao sapiens aRNA for zinc finger protein I0//5. 1 
e-09: 2I5:67//Hs. 1 041 1 5: X52332 

F-Y79AAI 001 874//Hoao sapiens Jagged 2 aRNA, complete cds//S. 4e-06: 
412:62//Hs. 106387 :AF029778 

F-Y79AA1 001 875//ESTI//6. Be-09: 1 98 : 67//Hs. 1 38036 : A 1 343 1 73 

F-Y79AA1001 923//Hoao sapiens growth-ar res t-spec i f i c protein (gas) 

aRNA, coaplete cds//0. 98: 430: 58//H*. 78501 : LI 3720 

F-Y79AA1 001 963//ESTS//8. 1 e- 1 31 : 642 : 97//H*. 54971 : A 1 424382 

F-Y79AA1 002027//ESTS//0. 00042 : 58 : 91 //Hs. 5375 : AA62061 1 

F-Y79AA1 002083//ESTs//2. Se-51 : 285 : 9S//HI . 1 1 7205 : 188943 

F- Y 7 9AA 100208 9/ZESTs. leakly siailar to putat i ve pi 50 [H. sapiens]/ 

/8. 3e-53:348:88//Hs. 18122 : Al 338045 

F-Y79AA1 002093 

F-Y79AA1 002 1 03//EST*//! . 5e-1 5 : 223 : 71//H* . 97427 : AA41 1 865 
F-Y79AA1 0021 1 5 

F-Y79AA1 0021 2S//ESTs//6. Se-41 : 206 :99//Hs. 1 S9257:N4039S 
F-Y79AA1O021 39//EST*, leakly siailar to BC035.14 [C. el egans] //I. 2 
e-24: 165: 90//HS. 6473 :AA8S3955 

F-Y79AA1002204//Hoao sapiens aRNA for K1AA0638 protein, partial cd 
s//9. Se-05 : 393: 62//Hs. 77864 : AB01 4538 
F-Y79AA1 002208//ESTs//2. 7 e— 13:21 1 :69//Hs. 11 2469: AA59851 5 
F-Y79AA1 002209//ESTs, leakly siailar to TYROSYL-TRNA SYNTHETASE [B 
ac i 1 1 us ca I do tenax]//2. 3e-1 1 3 : 568 : 98//Hs. 111637: AA305890 
F-Y79AA1002210//EST*, leakly similar to D204S. 8 [C. el egans]//8. 6e- 
33: 338: 73//Hs. 26662:1155984 

F-Y79AA1 00221 l//ESTs//2. Se-15: 1 21 :75//Hs. 159584: AA524477 
F-Y79AA1002220//EST//0. 010:360: 60//HS. 136341 : AA482508 
F-Y79AA1002229//Huaan aRNA for KIAA0086 gene, coaplete cds//0. 004 
1 : 203 :63//Hs. 1560:042045 
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F- Y7 9AA 1002234/ /Homo sapiens wRNA for KIAA0692 protoin. partial cd 
s//4. Ie-I76:82l:98//Hs. 1 00729: A8014592 

F-Y79AA1 00224S//Huaan involucrin aRNA//5. 6e-05: 525: 59//H*. IS709I :M 
13903 

F-Y79AA1 002258//Hoao sapiens nRNA for KIAA06SS protoin. partial cd 

s//2. 2e-l 60: 748 :98//Hs. 9673 1:AB01 4555 

F-Y79AAI002298//EST1//2. So-05: 1 15: 77//H*. 87164: T84489 

F-Y79AA1 002307//Hoao sapiens aRNA for KIAA0634 protein, partial cd 

s//2. 1 o-l 30 : 622 : 97//Ms. 30898 : AB01 4534 

F-Y79AAI0023t 1//ESTs//4. 9o-l 9: 1 26 : 94//H*. 58595 :AA830999 

F-Y79AA10D2351//Huaan high conductance inward rectifier potass iua 

channel alpha subunit aRNA. complete cds//0. 028: 587: 58//Hs. 2363: L3 

6069 

F-T79AAI002361//ESTs//8. 7e-29: 1 49: I00//H*. 1 56074: AA824377 
F-Y79AA1 002399 

F-Y79AAI 002407//ESTs//l . 5o-25 : 1 83 : 89//Hs .110031: T52569 
F-Y79AAI 002416//CTP synthetase//9. le-51 :489:72//Hs.84»12:X52142 
F-Y79AA 1002431 

F-Y79AA1O02433//EST//O. 0037 : 94: 71/AlS. 136780: AA772318 
F-Y79AA1002472//Hono sapiens DMA f row chroaosoae 19, BAC 33I52//I. 
le-37:263:69//Hs. S5452:AC003973 

F-Y79AA1 002482//ESTS//1 . 4e-49 : 313: 80//HS . 1 32590: A 11 60765 
F-Y79AA1002487//lnsul in-l ike groeth factor binding protein 2//0.4 
3: 249:61//Hs. 162: XI 6302 
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R-HEIKJA1 000005/ /ESTi, Highly siailar to HYPOTHETICAL 31.6 KD PROT 
EINFS4F2.9 IN CHROMOSOKE III [Caenorhabd i t i s e I egans]//5. 6e-93 : SO 
1 : 93//H*. 1 301 5: AA628434 

R-KEKBAI 000030/ /Huaan POU doaain protein (Brn-3b) aRNA. coaplete c 
ds//0. 83 : 314: 61//Hs. 266:1106233 

R-HEK8A1000042//Archain//1. 4e-45: 282: 89//Hs. 33642: XII 1 98 
R-KEKBAI 00Q046//Huaan aRNA tor KIAA0118 gene, partial cds//8.3e-S 
2: 528: 72/ All. 1 54326:1)42087 

R-HEKBA1 000050//EST//0. 043: 155:63//H*. 149031 :AI 243340 

R-HEKBA 1000076//ESTs//3. le-77: 394:97//Hs. 1 1 1 742 : R39329 

R-HEMBA10001 1 1//ESTs//l . 7e-33: 228 :85//H*. 14681 1 : AA410788 

R-HEKBA 1 000 1 29/ /E5T s, Veakly siailar to contains siailarity to hel 

i cases [C. el egans]//4. 4e-90: 502 : 90//H*. 5591 8: AA1 51667 

R-HEKBA 1000141/ /Hoao sapiens aRNA for KIAA0797 protein, partial cd 

s//2. 1 e— 1 00 : SI 4 : 94//Hs. 2 7 1 97 : AB0 1 8340 

R-KEKBAI 0001 50//Hoao sapiens aRNA for KIAA0640 protein, partial cd 
s//3. 1 e-4S : 435: 77//Hs. 1 53026 : AB0 1 4540 

R-HEKBA 1 000 156//ESTs. Moderately siailar to The K1AA0138 gene prod 
uct is novel. [H. sapiens]//7. 7e-92:428: 100//HS. 126925: AA931 237 
R-HEKBA 1 000 1 58 

R-HEMBA1 0001 68//ESTs. Veakly siailar to FI 3B1 2.1 [C. el egans}//1 . 3 
e-05 : 58: 91//HS. 5570: Al 377863 

R-HEK8A1 0001 80//E$Ts//7. 7e-90: 461 :95//Hs. 1 59200 : N50545 
R-HEKBA 1 0001 85//ESTs// 1 . 3e-72 : 371 : 96//Hs. 1 34506 : AA308366 
R-HEKBA 1 0001 93//ESTs//4. 2e- 1 03 : 481 : 99//Hs . 143251: AA769927 
R-ICK8A1 00020 t//Huaan In i t aRNA. coaplete cds//3. Oe-25: 1 37: 99//Hs. 
155626:1304847 

R-HEKBA 1 00021 3//ESTS//5. 4e-85: 465 : 94//Hs . 2341 2 : AA1 333 1 1 
R-HEKBA 1 00021 6//EST$//3. 0e-37: 31 1 : 79//Hs. 1 37875: AA993532 
R-HEKBA1 000227//EST//2. 2e- 1 00 : 498 : 96//Hs .161570: V80404 
R-HEKBA 10002 31 //Hoao sapiens KIAA0414 aRNA. partial cds//2. 7e-34:2 
87 :70//Hs. 127649 :AB007874 

R-HEMBA1000243//Hoao sapiens aRNA for KIAAQ475 protein, coaplete c 

ds//1 . 3e-23 : 276: 75//HS. S737 : AB007944 

R-HEKBA 1 000244//ESTS//2. 3e-88: 455 : 96//Hs. 8929: AA7I 901 9 

R-+CKBA1000251//ESTs//0. 96:41 1 : 56//HS. 120277 :AI 243808 

R-HEKBA 1 000264//EST s//3. 7e-97 : 487 : 96//H s. 29258 : V37424 

R-HEKBA I 0002B0//ESTs. Moderately siailar to ovarian-specific prote 

i n [R. norvegi cus]//4. 9e- 1 4 : 208 : 73//Hs. 93332 : AA81 1 920 

R-HEKBA 1 0Q0282//ESTS//2. 5e-38 : 2 1 6 : 94//HS. 120757 : R924B5 

R-HEMBA1 000288//ESTs//2. 6e-43 : 289 : 86//Hs. 1 51 365 : AA643962 

R-HEKBA 1000290//ESTs//5. 1e-1 10: 543:96//Hs. 1 39068: AA51 6409 

R-KEKBAI 000302//Hoao sapiens aRNA for KIAA0S27 protein, partial cd 

s//1 . 0 : 1 22 : 67//Hs . 1 29748 : ABO 1 1 099 

R-HEKBA 1000303//ESTs//7. 4e-76: 386 : 97//HS. 22276 : AA1 91 323 
R-HEKBA 1 0003 04//Huaan Ca2+- dependent activator protein for secreti 
on aRNA. coaplete cds//8. 8e-30: 160:98//Hs. 151301 :U36448 
R-KEKBAI 000307//ESTs, Highly siailar to 8A-2V protein [M. ausculus] 
//I. 1 e- 1 03 : 489 : 99//HS . 108881 :AI 018024 
R-HEKBA 1 000333//ESTs//9. 3e-99 : 472 : 98//Hs. 16351 2 : AA903238 
R-HEK8A1000338//EST//5. 1 0-49:278 :92//Hs. 15081 5: Al 302560 
R-KEKBAI 0003 51 //Huaan high-affinity copper uptake protein (hCTRI) 
aRNA, coaplete cds//l. 1 e-42: 270:88//Hs. 73614:U83460 
R-HEKBA 1 000355//ESTS//1 . 0e-1 05 : 53 1 : 96//Hs .61762 : Al 422243 
R-HEKBA 10003S7//Huaan kpni repeat arna (cdna clone pcd-kpni-4). 3* 
end//9. 4e-89:432:87//Hs. 1 39107 K00629 
R-HEKBA 1 000366/ /EST s//l . 1 e-99 : 524 : 95//HS. 11785: T65857 
R-HEKBA 1 000369//ESTS//6. 5e-70 : 355 : 96//Hs. 1 24847 : AA843938 
R-HEKBA 1 0003 76//Huaan aRNA for KIAA0205 gene, coaplete cds//3.6e-4 
4: 388: 77//HS. 3610:086960 

R-HEM8A1000387//Huaan high-affinity copper uptake protein (hCTRI) 
aRNA. coaplete cds//5. Se-47: 337 :83//Hs. 736t4:U83460 
R-HEKBA1 000390//0iy toe i n receptor//2. 4e-l 6: 428 : 62//Hs. 2820: X64878 
R-HEK8A1 000392//ESTs//3. 9e- 1 05 : 53 1 : 96//HS . 1 3066 1 : A 1 340248 
R-1EH8A1 000396//ESTs. Veakly siailar to line-1 protein 0RF2 [H. sap 
i ens]//1 . 1 e-44: 447 : 75//Hs. 42849 : N31 920 

R-KEKBAI 00041 1//ESTs, Veakly siailar to ankyrin 3, long fora [H.sa 

pi ens]//6. 1 e-92 : 373 : 99//Hs. 48675: Al 005282 

R-HEKBA1 00041 8//ESTs//3. I e-66 : 3 1 5 : 1 00//Hs . 94 1 33 : A 1270700 

R-HEKBA 1 00042 2//ESTS//1 . 6e-99 : 464 : 99//Hs. 33024 : AA0021 40 

R-HEKBA 10004 2 8//Hoao sapiens aRNA for oligophrenin 1//4. 9e-85 : 535: 

87//H*. 1 581 22: AJOO1 1 89 

R-HEKBA 1 0004 34//ESTS//3. 7e-53 : 266 : 99//HS. 22782 : 238 1 43 
R-KEKBAI 00044 2//ESTs//0. 93 : 322: 57//Hs. 1 44763: Al 218014 
R-HEKBA1 000456//ESTs//4. 1 e-48 : 277 : 93//Hs. 6937 : AA524349 
R-HEKBA 1000459//ESTs//0. 010: 184:63//Hs. 1 28797: A I 246316 
R-HEKBA) 000460 

R-HEKBA 1 000464//EST//0. 082 : 87 : 70//Hs . 1 47977 : Al 26 2370 

R-HEKBA1 000469//Saal I inducible cytokine AS (RANTES)//1.4e-65:494: 

8I//H*. 155464: AF08821 9 

[0 9 0 0 ] 



R-KEKBAI 000488//ESTs, Veskly siailar to The KIAA0132 gene product 

is related to Drosophila aelanogaster ring canei protein. [H.sapie 

ns]// 1. 1e-3l : 181 :94//Hs. 61 454.AA31 2449 

R-HEKBA 1 000490//ESTS//6. 4e- 1 7 : 1 32 ; 86//Hs. 32855 : N25S28 

R-HEIfiJAl 00049 1//E$Ts//2. 2e-22:171 :85//Hs. 8035 AA195087 

R-HEKBA 1 000504//ESTS//0. 016:282: 58//Hs . 1 30778 : A 1 077571 

R-HEKBA 1 000505//EST//6 . 1 e- 1 S : 1 1 6 : 87//HS . 1 62783 : AA627 3 1 8 

R-HEKBA 1000508//ESTS//1 . 1 e-28 : 244: 81//Hs. 1 32722 : AA61 8531 

R-HEK8A1 00051 8//EST//0. 60: 141 :60//Hs. 97831 :AA400885 

R-HEKBA1 00051 9//ESTs//2. 8e-64 : 334 : 96//Hs. 97885: AA40241 4 

R-KEKBAI 000520//EST s//6. 9e-1 04 : 503 : 97//H*. 18370: AA947280 

R-HEKBA 1 000523//C I eavage stiaulation factor. 3' pre-RNA, subunit 

3. 77kD//4. Oe-55: 203 :92//Hs. 15551 0:U1 5782 

R-HEKBA 1 00053 1//ESTS. Veakly siailar to HEAT SHOCK 70 KD PROTEIN 1 
[H. sapiens]//!. 3e-117:5S0:99//Hs. 99722:AI 422277 
R-HEKBA 1 000540//ESTs//4. 7e-72 : 350: 98//Hs. 1 09755 : AA1 SOB09 
R-HEKBA 1000 54 5//Hoao sapiens clone 23892 aRNA sequence//3. 7e-68: 54 
9: 80//Hs. 91916: AF03S31 7 

R-HEKBA 1 0Q0555//EST s//2. 3e-66 : 342 : 97//Hs . 7 1 9 1 6 : AA2 1 9699 
R-HEKBA1000557//EST//1 . 5e-49: 297 : 90//Hs. 149580: Al 281881 
R-KEKBAI 00056 1//ESTs, Koderately siailar to zinc finger protein [ 
R. norvegi cus]//l . 8e-108 : 550: 96//Hs. 26799: V74481 
R-HEKBA1 000563//Adenos ine kinase//0. 16 : 367: 58//Hs. 94382 :U50 196 
R-HEKBA 1000568//ESTS//5. le-42: 321 : 82//Hs. I41024:H07128 
R-KEKBAI 000569 

R-HEKBA1000575//6STs//3. 8e-45: 352: 80//Hs. 14681 1 :AA410788 
R-KEKBAI 0005B8//ESTS//0. 18: 122:67//Hs. 140507 :AA 761 944 
R-HEKBA 1000591 //Hoao sapiens aRNA for E1B-S5k0a-associated protein 
//3. 9e-1 13:591: 94//HS. 155218: AJ007509 

R-HEKBA1 000592//TYR05 1 NE-PR0TE IN KINASE I TK/TSK//0. 024 : 309 : 6 1 //Hs . 
89519 : LI 071 7 

R-HEKBAI0OQ594//ESTs//8. 6e-07 : 172 :68//Hs. 160289 :A1 168041 

R-HE1CA1000604//Huaan teloaerase-assoc i ated protein TP-1 aRKA, coa 

ptete cds//1. Se-1 9:1 29 :93//Hs. 158334 :U86 136 

R-HEKBA 1 000608//ESTS//2. 2e-95: 506: 94//Hs. 6103: AA496424 

R-HEKBA 10006 2 2//ESTS//3. 8e-1 0 :440: 61//Hs. 1 37538: AA769438 

R-HEKBA I 0006 36//ESTs. Veakly siailar to SOS RIBOSOMAL PROTEIN L20 

[E. COl i]//l . 4e-86 : 422 : 97//Hs. 26252 : AA643235 

R-HEKBA 10006 3 7//Hoao sapiens aRNA for KIAA0690 protein, partial cd 
s//3. 7e-99 : 443 : 97//Hs. 60103: A8014590 

R-HEKBA I 0006 55//Huaan aRNA for KIAA0392 gene, partial cds//1.3e-S 
0 : 426 : 79//Hs .40100: AB002 390 

R-HEKBA 1 000657//ESTs//3. 0e-74:41 9:93//Hs. 1 09477 :AA477929 
R-HEKBA 1 00066 2//EST//1. 1 e- 90: 425: 99//Hs. 1 22144: AA 7801 36 
R-HEKBAI000673//ESTs//1.2e-101:473:99//Hs. 13821 5:AI123922 
R-HEKBA 1000682//ESTs, Veakly siailar to putative plSO [H. sapiens]/ 
/3. 5e-l 14:553 : 97//Hs. 1 1 1 730: AA604403 

R-HEKBA 1000686//ESTs. Veakly siailar to C27F2.7 gene product [C.el 
egans]//6. 8e-1 8 . 1 37 : 86//Hs. 7049 : AM41736 

R-HEKBA 1 0007 02//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 
4)//7. 4e-52 : 345 : 84//Hs . 1 44563 : AF057280 
R-HEKBA1Q00705//EST//0. 21 : 1 39: 63//Hs. 1 32687: Al 033672 
R-HEKBA 1 0007 1 9//ESTs//8. 4e-90 : 484 : 94//Hs. 29005 : AA4772 1 3 
R-HEKBA 10007 2 2//ESTs, Veakly siailar to siailar to enoyl-COA hydra 
tases/isoaerases [C. elegans]//7. 2e-113: 572:95//Hs. 28644: AI018612 
R-HEKBA 1000726//ERYTHROCYTE BAND 7 INTEGRAL KEMBRANE PROTE1N//2.8 
e-40: 449: 75//HS. 74478: U33931 

R-HEKBA 1000727//ESTs//0. 0047: 267 :60//Hs. 13 3095 :AA927777 
R-HEKBA 1 000747//EST//3. 9e-20: 1 60 : 8S//Hs. 99048 : AA4461 1 0 
R-HEKBAI000749//Saal I inducible cytokine A5 <RANTES)//4. 7e-37: 286: 
82//Hs. 155464: AF0882 19 

R-HEKBA 1000 7 5 2//EST//0. 041 :39:94//Hs. 127772: AA961 131 
R-KEKBAI 00076 9//Hovo sapiens aRNA for cheaokine LEC precursor, coa 
plete cds//1.6e-32:309:7S//Hs. 10458 :AF088219 
R-HEK8A1000773//EST//7. 5e-05: 201 :63//Hs. 1 22887 : AA76761 2 
R-KEKBAI 000774/Aangai 1 (suppression of tuaor igenic i ty 6, prostat 
e: CD82 antigen (R2 leukocyte antigen, antigen detected by aonoclo 
nil and antibody IA4))//1 . 3e-48: 284: 90//HS. 1 03458: 153795 
R-HEKBA 10007 91 //Husan mRNA for KIAA0118 gene, partial cds//1.2e-4 
5:291 :87//H$. 1 54326 :D42087 

R-HEKBA1 00081 7//ESTs//8.3e-95: 445: 99//Hs. 1 07357 :AA983939 
R-HEKBA 1 000822//EST a//1 . 1 e- 1 07 : 522 : 97//Hs . 92832 : AA63 1 027 
R-HEKBA 1 00082 7//Hoao sapiens Ser/Arg-related nuclear aatrix protei 
n (SRK160) aRNA. coaplete cds//2. 2e-44:228:98//Hi. 18192:AF048977 
R-HEKBA 1 00084 3 //Hoao sapiens UK protein aRNA, coaplete cds//6. 6e- 
46: 410: 77//Hs. 154103:AF061258 
R-HEKBA1 000851 

R-KEKBAI 00085 2//A I dehyde dehydrogenase 10 (fatty aldehyde dehydrog 
enase)//3. 7e-33: 284: 80//Hs. 159608:046689 . 

R-HEK8A1000867//EST//2. Oe— 17:21 1 : 74//Hs. 145670: AI26S794 
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R-HEMBA1000869//ESTs//3. 1e-l 6: 237 : 7!//Hs. 1 16518: AA6S3202 
R-HEMBA1000870//ESTs//1 . 6e-43: 222 : 98//HS. 69564: AA203608 
R-HEMBA 1 000872//ESTs//1 . 9e-93 : 4S3 : 98//M1. 1 52622 : AA59495 1 
R-HEMBA1000876//S«II inducible cytokine AS (RANTES)//3. Oe-41 : 329: 
79//H* . I SS464 : AF0882 1 9 

R-HEMBA 1 00090B//ESTs//l . 6e-51 : 291 : 92//Hi. 12247: Al 2031 54 
R-HEMBA 1 00091 0//EST//0. 98 : 1 39 : 64//H*. 1 32687 : At 033672 
R-HEMBA 1 00091 8//EST//9. 6e-30: 1 52 : 84//H*. 162136: AA526508 
R-HEMBA1 00091 9 

R-H£M8A1000934//E$Ts//4. 1e-3B:254:89//Hs. 87784: AA460597 

R-HEMBA 1 Q00942//ESTs//3. Se-20: 1 72 : 69//H*. 1 60065: A 1 01 861 9 

R-h£MBA1000943//Hoao sapiens aRNA for KIAA0748 protein, coaplete c 

ds//1. 3e-44:281:78//Hs.33l87:AB01829l 

R-HEMBA 1 000946/ /ESTs// 1 . 6e-68 : 352 : 96//Hs . 2 1 33 1 : H93074 

R-HEMBAI000960//Hoao sapiens tapasin (NGS-17) aRNA. coaplete cd %// 

4. Oe-61 : 347 :81//Hs. 5247: AF029750 

R-h£MBA)000968//Hoao sapiens aRNA, chroaosoae I specific transcrip 

t K I AA0508//6. 8e-51 : 362 : 84//HS . 1 591 87: AB007977 

R-KEMBA1 00097 1//E$Ts//2. 8e-41 : 246: 91//Hs. 104287 :AI 363498 

R-HEMBA 1 00097 2//Hoao sapiens aRNA for XPR2 protein//?. 3e~44: 341 : 81 

//Hs. 44766 :AJ007590 

R-HEMBA1000974//ESTs//l . 4e-32 : 1 66 : 1 00//HS. U9274 : A 1 01 81 70 
R-HEMBA 1000 97 S//0*y toe in receptor//2. 7e-4S: 563:73//Hs. 2820: X64878 
R-HEMBA1 000985//ESTS//4. 4e-0S : 1 25 : 69//Hs. 147434 : A 1 214464 
R'HEMBAl 000986//ESTs//7. 8e-44: 266 : 84//Hs. 163784: N54902 
R-HEM8A1 00099 1//EST//1 . 4e-42: 1 62 : 86//Hs. 149580: Al 281 881 
R-HEMBA 100 1007 

R-HEMBA 1001 DQ8//ESTs//2. 3e-82:463:92//Hs. 1 0339: AA058764 
R-HEMBA 1 001 00 9//EST*. Veakly siailar to non-lens beta gacaa-crysta 
llin like protein [H. sapiensJ//2. 6e-58: 280: 100//Hs. 1 28738 :AA970836 
R-HEMBA 1001 01 7//Hoao sapiens aRNA for KIAA0468 protein, coaplete c 
ds//3. 3e-1 15: 587 : 9S//Ws. 1 58287 : AB007937 

R-HEMBAI00101 9//Cel I division cycle 2. Cl to S and G2 to M//1.1e-2 
4: 1 40: 95//Hs. 58393 : X0S360 

R-HEMBA 1 00 1 020//ESTS //0 . 52 : 86 : 72//Hs . 6 9683 : AA 1 1 52 9 2 
R-HEMBA 1 00 1 022//ESTs//3. 4e- 1 8 : 1 02 : 1 00//Hs .63243:AI123912 
R-HEl©A100I024//E$Ts//l . 9e-07 : 262: 61//Hs. I24399:AA832336 
R-HEMBA1 00 1 026//ESTs//0. 0017:142: 67//Hs . 1 44 1 09 : A 1 345543 
R-HEMBA1Q01043//Ankyr in C//0. 23: 244 :60//Hs. 75893:013616 
R-HEMBA 100 105 1 //Hoao sapiens aRNA for KIAA0621 protein, partial cd 
s//6.4e-21 :186:79//Hs. 1 32942 :AB01 4521 
R-H£«A100lOS2//ESTs//S.4e-107:497:99//Hs. 1 21 773 : Al 357886 
R-HEMBA 1 00 1 060//ESTs//l . 1 e- 3 1 : 298 : 80//Hs. 24821: AA0448 1 3 
R-HEMBA1001071//Alpha-1 type 3 col lagen//9. 1 e-34: 1 79: 98//Hs. 1 1 957 
1 : XI 4420 

R-HEM8AI001077//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t Kl AA0492//2. 7e-2t :417:64//Hs. 127338: AB007961 
R-HEMBA 100 1080 

R-HEM8A1001 085//ESTs//1 . 9e-47: 38S:79//Hs. 146811 : AA4I0788 
R-HEMBA 1 001 088//ESTs//2. 8e-1 02 : 548 : 93//HS. 1 27273 : AA522674 
R-HEMBA! 001 094 

R-HEMBA! 001 099//ESTs//0. 24:41 :97//Hs. 186I2:T99245 

R-HEMBA 1001 109//Saal I inducible cytokine A5 (RANTES)//2. 4e-46 : 396: 

B0//HI. 1 55464 :AF0882 19 

R-HEMBA 1 001 1 21//ESTs//1 . 7e-15: 216: 71//HS. 141605:H92974 
R-HEMBA 1 001 1 22//ESTs//2. 0e-90: 474: 94//Hs. 107884: AA131 320 
R-HEMBA1001123//B-CELL GROWTH FACTOR PRECURSOR// 2. 7e-45:319:84//H 
s. 99879 : Ml 5530 

R-HEMSA1001 133//ESTs//1. 2e-92:443:99//Hs. 99626 :AA632341 
R-HEMBA 1 001 1 37//ESTs//2. Oe-86 : 426 : 97//HS. 1 57103:160265 
R-f£MSAI001 140// Sail I inducible cytokine AS (RANTES)//2. 9e-45: 323: 
83//Hs. 1 55464 : AF08821 9 

R-HEMBA 1001 1 72//ESTs, Moderately siailar to • * ! * ALU SU8FAMILT J ■ 

ARNING ENTRY !!M [H. sapiens]//!. 1e-39: 309:82//Hs. 96337: AA225358 

R-HEMBA 100 11 74//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K I AAQ492//0. 21 : 238: 60 //Hs. 127338: AB007961 

R-HEM8A1001 197//ESTs//0. 0 1 0 : 388:61//Hs. 14881 :R91896 

R-HEMBA 1 001 208//ESTS, Highly siailar to Siailar to S.cerevisiae hy 

pothet ical protein 5 [H. sapiens]//0. 27 :305:62//Hs. 100238:U69194 

R-HEMBA 1001 226//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//S. 0 

e-54: 333:81//Hs. 1 1 3283 : AF018080 

R-H£MBAl00l235//EST//2.3e-07:42:92//Hs.14l620:N63316 

R-HEMBA 1 001 247//ESTS, Weakly siailar to W»P2 [H. sapi ens]//2. 9e-20: 

I6087//H*. 103102:155932 

R-HEM8AI 00 1 257//ESTs//3. 3e- 1 1 2 : 544 : 97//H s . 1 28749 : AA779728 
R-HEMBA 1 00 1 265//EST s//8. 7e- 1 1 6 : 564 : 98//Hs . 1 55 1 50 : A 1 06 1 435 
R-HEMBA 1001 281 //ESTs, Weakly siailar to Lpa8p [S. cerevisi ae]//2. 4 
e-35:239:87//Hs. I039I9:AAI 59181 

R-HEMBA 1 00 1 286//ESTs//1 . 4e-97: 507: 95//Hs. 26244 :A1 352674 
R-HEM8A1 001 289//ESTs//8. 2e-44: 1 22 : 96//Hs. 76267 : AA877534 
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8-HE«BAI001J94//ESTl//K0:H0:tS//Hl. 1 496 3S : A I Z9S324 

R-HEMBA 10012 99/ /Saa 1 1 inducible cytokine A5 (RANTES)//! . 1 e-4S: 307: 

84//HS. 155464: AF0882I9 

R-HEMBA I 00 1302//Hoao sapiens aRNA for APC 2 protein, coaplete cds/ 
/0. 53: 89: 68//Hs. 20912: ABO 12162 

R-HEMBA1001 303//EST//0. 00053 : 27 1 : 60//HS. 1 56 1 48 : Al 3332 1 4 

R-HEMBA 1001 3 10//ESTS//1 . 4e-91 :486: 93//HS. 86228: AA20601 9 

R-HEMBA 100131 9//ESTs//0. 05 1 : 22 B : 6 1 //Hs . 99404 : AA953977 

R-HEMBA 100 13 23//ESTs//6. 2e-83: 401 : 98//HS. 47343: Al 282950 

R-HEMBA 1 001 326//ESTS, Veakly siailar to HYPOTHETICAL 55.1 K0 PR0TE 

IN IN FAB1-PES4 INTERGEN 1C REGION [S. cerevi s iae]//1 . 3e-77:458: 92// 

Hs. 9398:N4)838 

R-HEMBA1 001 327//ESTS//0. 60 : 251 : S8//Hs . 1 1 7 1 62 : AA701 259 

R-HEMBA1001 330//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//1.1 

e-46: 249: 78//Hs. 11 3283: AF01 8080 

R-HEMBA 1001 35 l//ESTs//0. 1 3: 230: 57//Hs. 1 3851 0: R9481 6 

R-HEMBA 1 00 1 36 1 //ESTs//3. 5e- 107: 570: 94//Hs. 7727: AAI 42837 

R->BIBA1001375//ESTs//l. 1 e-96:454: 99//HS. 59584: AA587334 

R-HEMBA 1 00 1377//ESTs//8. 5e-91 :459:95//Hs. 61859: AA628550 

R-HEMBA1001383//ESTs//0.077:38t :58//Hs. 1 63093 : AA745458 

R-HEMBA 1 00 1387//ESTs//2. Oe-85: 405: 99//Hs. 152127 : Al 246482 

R-tCMBA100l388//ESTs//1.5e-B3:395:99//Hs. 105191 : AAI 33439 

R-HEMBA 1 001 391 //ESTs//7. 7e-90:455: 96//Hs. 1 20905 : R22204 

R-HEMBA 1 00 1398//Throaboaane A2 receptor//4. Oe-46: 279 :89//Hs. 89887: 

D38081 

R-HEMBA 1 00 1405//ESTs//1 . 2e-98: 485: 97//Hs. 73287:116714 
R-HEMBA 1 001407//ESTs//2. 2e-76 : 365 : 99//Hs. 110128: AA584364 
R-HEMBA 100141 1//ESTs//1. 2 e- 102: 476: 100//HS. 1431 62: Ai 380343 
R-HEM8A1001413//ESTs//3.7e-66:321 :98//Hs. 1 52472 :AA041 1 99 
R-HEMBA l 00 141 5 

R-hEM8A 1 00 1 432/ /Pu t a t i ve aisaatch repair/binding protein hMSH3//7. 
9e-42 : 1 83 : 82//HS. 42674 : U6 1 98 1 

R-HEMBA 1 00 1433//ESTs//1 . 4e-34: 240: 77//Hs. 9561 1 :U51 704 
R-HEM8A100143S//ESTs//5.6e-23: 292: 70//Hs. 1 1631 5: AA629263 
R-HEMBA 1 001442//ESTs//0. 76:414: 58//Hs . 1 56 1 89 : Al 41 9982 
R-HEMBAI001446//ESTs//2.2e-95:447:99//Hs. 154091 :AA767546 
R-HEMBA 1 001 450//ESTs// 1 . 0e~93:49l :94//Hs. 161 30: AAI 95077 
R-HEMBA1 00 1454//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//1 . 7e-47 : 304 : 88//Hs. 23094 : M 1 9503 

R-HEMBA1 001455//ESTs//7. 1 e-1 03 : 482 : 99//HS. 97407 : A 1 41 7220 
R-HEMBA 1001 463 

R-HEMBA 1 001 476//Huaan aRNA for KIAA0186 gene, coaplete eds//2.0e-2 
5 : 409 : 66//Hs. 36232:080008 
R-ICMBAI001478 
R-HEMBA 100 1497 

R-HEMBAI001S10//ESTs//3. 3e-44: 381 : 78//Hs. 139882 :AA864426 
R-tO8A100151S//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//S. 9e-79 : 528 : 84//Hs. 23094: Ml 9503 

R-HEMBA1 001 51 7//ESTS//5. 8e-32: 272 : 81//Hs. 11951 2 : AA487269 
R-HEMBA 1 00 1522/ /EST s// 1 . 7e-84: 364: 95//Hs. 1 1 7858 : AA702493 
R-HEMBA1001 526//ESTs//l . 8e-93 : 527 : 93//H$: 1 0624: N64723 
R-HEMBA1 001 533//ESTs//1. 9e-42:21 1 : 100//HS. 55830 :AA580270 
R-HEMBA1 001 557//ESTs//4. 2e-83 : 41 3 : 97//Hs. 47546 : AAI 81 348 
R-HEM8A100IS65//Saal I inducible cytokine AS (RANTES)//3. 4e-50: 304: 
88//HS. 1S5464: AF088219 

R-HEMBA 100 1 56 9//POU doaain, class 3. transcription factor 4//2.3e- 
06 : 259: 62//Hs. 2229: X82324 

R-HEICA1001570//Hobo sapiens pendrin (PDS) aRNA. coaplete cds//3.5 
e-47 : 456: 7 7//Hs. 159275 :AF030880 

R-HEMBA 100 1 579//ESTS//0. 1 1 :299:60//Hs. IQ6Q90:AA4S7030 

R-HEMBA 100 1 581 //ESTs//0. 016 : 3S0:61//Hs. 124664: Al 01 5652 

R-HEMBA 100 1 SB S//Huaan aRNA for KIAA0331 gene, coaplete cds//0.30:2 

51 : 63//HS. 146395: AB002329 

R-HEMBA 100 1589 

R-HEMBA 1 00 1595//ESTs. Weakly siailar to SEPTIN 2 [0. ael anogas ter]/ 
/6. 9e-71 :431 :88//Hs. 26625:125874 

R-HEMBA 100 16 08//Huaan kpni repeat arna (edna clone pcd-kpni-8), 3' 
end//l . 3e-73: 533 : 82//Hs. 1 03948 ; K00627 

R-HEMBA 1 00 1620//ESTI, Highly siailar to MY0- INOSITOL- I -PHOSPHATE 
SYNTHASE [Arabidopsis thal iana]//4. 5e-93 : 537 : 90//Hs. 2021 8: AA628S30 
R-HEMBA 1 001 635//Hoao sapiens antigen NY-C0-16 aRNA. coaplete cds// 
0.054: 362 :60//Hs. 132206: AF03 9694 

R-HEMBA 1 00 1 636//ESTs//4. 9e-53 : 26 7 : 97//Hs . 47459 : AA700 1 S8 
R-HEMBA 1 001 640//ESTs//2. 9e-27 : 299: 72//HS . 65236 : AA927623 
R-HEMBA 1 001 651 //ESTs, Veakly siailar to Mi-2 protein [H. sapiens]// 
1 . 2#-B6 : 442 : 95//Hs . 63888 : AA203398 

R-HEMBA 100 1 655//ESTs//1. 5e-101 : 516: 9S//Hs. 86541 :AA214554 
R-HEMBA 1001 658 

R-HEMBA 100 1661 //Hoao sapiens protocadher in 68 (PCH68) aRNA. coaple 
te cds//1.3e-16:427:6l//Hs. 106511 :AF029343 
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R-HEMBAI 001 672//Hoao sapiens aethyl-CpG binding protein MBD3 (M8D 
3) bRNA, complete cds//1 . 4e-93: 493: 92//HS. 107254 :ACQ0$943 
R-HEMBAI 001 675 

R-HEMBAI 001678//Homo sapiens voltage dependent anion channel prote 

in bRNA, conplete cds//4. 2e-103:534:94//Hs. 7381 :AF038962 

R-HEMBAI 00l6B1//ESTs//6. Oe-49 : 292 : 92//Hs. 655B8: AA523424 

R-HEMBAI 001 702//ESTs//9. Oe-98 : 478 : 97//Hs. 2866 1 : AA805916 

R-KEMBA 1 00 1 709/ /Hobo sapiens aRNA for KIAA06S8 protein, coaplete c 

ds//6. 3e-98:483:96//Hs. 31 720: AB014S98 

R-HEMBAI 001 7 1 1//ESTs//5. 8e-83 : 398 : 98//Hs . 34804 : AAS1 4960 

R-HEMBAI 00171 2//E$Ts//0. 028 : 202 : 63//Hs . 1 05790: AAS28095 

R-HEMBAI 001 71 4//EST s. Highly siBilar to ATPASE INHIBITOR. MITOCHO 

NDRIAL PRECURSOR [Rattus norvegicus]//1. 8e-46: 236: 98//H*. 132948:AA 

194452 

R-KENBA1001718//Saa 1 1 inducible cytokine A5 (RANTES)//8.6e-43: 166: 
88//H*. I55464:AF088219 

R-HEMBAI 001 723//E5T*. Highly siailar to HYPOTHETICAL TRP-ASP REPE 

ATS CONTAINING PROTEIN IN SIS1-MRPL2 INTERGEN 1C REGION [Sac char oay 

ces cerevisiae]//7. 1e-88:431 :96//Hs. 29203 :AI 3441 OS 

R-KEM8A 1 00 1 73 1 //EST//0 . 2 S : 1 00 : 6 8//Hs . 1 4 9 1 7 1 : A 1 2 4 57 1 2 

R-HEHBA 10017 34/ /Huaan bRNA for KIAA035S gene, coaplete cds//2.6e-3 

9:366: 77//Hs. 153014: AB0023 53 

R-KENBA1001 744 

R-HEM8A1 001 745//ESTS//6. 6e-05 : 244 : 62//Hs. 1 57663 : A 1 358623 
R-HEHBA1 001746//EST//4. 9e-65:409:88//Hs. 1 24673 AA8S81 62 
R-HEM8A 1001761 //EST s//1 . 9e-44 : 3 1 5 : 84//Hs . 1 595 1 0 : AA297 1 45 
R-HEMBAIC01781//ESTS//3. 0e-98: 462 : 99//Hs. 60059 :AI 057306 
R-HENBA1 001 784//EST// 1 . Oe- 1 2 : 250 : 68//Hs. 1 52 366 : AA48672 1 
R-HEMBAI 001 791//EST//1 . 4e-47 : 292 : 89//HS. 163333: AA879053 
R-HENBA1 00 1 800//ESTs//8. 4e-37 : 3 1 4 : 79//HS. 105151: AA970243 
R-HEMBA1 001 803//ESTs//4. 5e-99 : 46$ : 99//H*. 135159 : Ai 09582 3 
R-HEMBA 1 00 1 804/ /Zinc finger protein 148 (pHZ-S2)//0. 78: 232: 57//Hs. 
112180:AF039019 

R-HEMBA 100 1 808//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t N I AA0500//9. Oe- 1 1 4 : 548 : 98//HS .118164: AB007969 
R-KEM8AI0QI809//EST//3. 8e~63: 292:89//Hs. 158591 :AI 369334 
R-HElfflA1001815//Calciua aodulating 1 igand//1. 1e-47: 299: 87//Hs. 1357 
2: AF068179 

R-HEMBAI 00181 9//Z INC FINGER PROTEIN HF. 12//1. 2e-l6: 259: 69//Hs. 1554 
70:107290 

R-HEMBAI 00 1 820//ESTs//2 . Se-86 : 404 : 1 00//HS .112881: AA620707 

R-HEM8A1 001 822//ESTs//2. 2e- 1 01 : 480 : 99//HS. 1 59940: AA971 578 

R-KEMBA 1001824/ /EST s , Meekly siailar to MATRIN 3 [H. sapiens] //6. 2 

e-27 : 1 47: 97//Hs. 23476 : AA401 21 0 

R-HEMBA 1 001 835//EST//0. 79: 216:64//Hs.47437:N52250 

R-KEMBA 1 00 1 844//ESTs//4. 7e-62 : 3 1 9 : 9S//H* . 55200 : N9851 3 

R-HEMBAI 001 847//ESTs//2. 3e-1 02 : 522 : 95//HS. 20879 : AA845446 

R-HEMBAI 00 1861 //Hobo sapiens aRNA for KIAA0617 protein, coaplete c 

ds//1 . 1 e- 1 09 : 553 : 96//H s . 78946 : AB0 1 45 1 7 

R-HEMBAI 00 1 864//ESTS//7. 4e-94 : 449 : 99//Hs . 1 32776 : A 1 1 42853 

R-HEMBAI 001 866//Myel in oligodendrocyte glycoprotein (alternative p 

roduc ts}//1 . 9e-37 : 3S7 : 76//HS. 53217: Z4805 1 

R-HEMBA 1 001 86 9//ESTs, leikly siailar to trithorai hoaolog HTX. ver 
Sion 2 [H. sapi ens]//2. 3e-32: 1 93: 94//Hs. 9489: R84329 
R-HEMBA 1 00 1888//H. sapiens aRNA for urea transpor ter//2. Oe-47: 425: 7 
8//Hs. 66710: X96969 

R-HEHBA 1 001 896//ESTs//3. 5e-56 : 274 : 99//Hs . 1 290 1 8 : H03 1 28 
R-HEMBAI 001910 

R-HEMBAI 001 91 2//ESTS, Meakfy siailar to !M! ALU SUBFAMILY J 1ARNI 
NG ENTRY !!!! [H. sapi ens]//l . 5e-73 :347 : 1 00//Hs. 30991 : AA994438 
R-HEMBAI 001 91 3//ESTs, Highly siailar to GCN20 PROTEIN [Saceharoay 
ces cerevisiae]//5. 1e-57: 320: 9I//Hs. 91251 :U66685 
R-HEMBAI 00191 5//ESTs//4. 9e-88:459: 95//Hs. I228IO: AI 273706 
R-HEMBAI 001 91 8//E$Ts//1 . 2e-106: 505:99//Hs. 98518: A 1 027 125 
R-HEMBAI 001 92 1//Hoao sapiens gerainal center kinase related protei 
n kinase aRNA, coaplete cds//5. 5e-107: 534:96//Hs. 1 54934: AFOO0 145 
R-HEMBAI 001 939//ESTS, Moderately siailar to !M! ALU SUBFAMILY J I 
ARMING ENTRY !!•! [H. sapi ens]//2. 9e-99 : 482 : 98//Hs. 96849: AA879470 
R-HEMBAI 001 940//Huaan aRNA for KIAA0392 gene, partial cds//5.6e-4 
5 : 336 : 82//HS . 401 00 : AB002390 

R-HEMBAI 00 1 942//EST//2. 6e-84 : 397 : 99//Hs. 145444 : A 1 203668 
R-HEMBAI 001 945//ESTs//1 . 4e-92 : 437 : 99//Hs . 1 44565 : A 1 1 92 452 
R-HEMBAI 001 9 50//ESTS//3. 9e-43: 280: 88//Hs. 84429 :N28866 
R-HEMBAI 001 960//ESTs//0. 040 : 243 : 62//HS . 29567 : AA64042 1 
R-HEMBA 1 00 1 952//EST s//0. 0071:113: 69//HS .49792: N70048 
R-HEMBAI 001 964//ESTS//3. 0e-38 : 239: 87//Hs. 158126: M26B25 
R-HEXBA!001967//Huain DNA sequence froa clone 341 El 8 on chroaosoae 
6p1 1.2-12. 3. Contains a Serine/Threonine Protein Kinase gene (pre 
suaptive isolog of a Rat gene) and a novel alternatively spliced g 
ene. Contains i putative CpG island, ESTs and GSSs//1 . 8e- 1 06 : 5 T 7 : 9 



7//Hs. 1 1050: AL031 178 

R-HEMBAI 001 979//EST//0. 039 : 1 67 : 63//Hs. 129451: AA993932 

R-HEMBA 1 001 987//ESTI//3. le-44:320:83//Hs. 1 3S839 : H937 1 7 

R-HEMBA 100 199 I //Huai n aRNA for KIAA0355 gene, coaplete cds//9. Se-4 

7 : 303 :88//Hs. 153014 :AB002353 

R-HEMBAI 002003/ Aloao sapiens aRNA for protein phosphatase 2C (bet 
a)//l. 6e-91 : 448 :97//Hs. 5687: AJ005801 

R-HEMBAI 002008//ESTS//9. 2e-47:297 : 87//Hs. 142314: AA347930 
R-HEMBAI 00201 8//ESTs//9. 4e-21 :1 18: 97//Hs. 7871 AI 041 837 
R-HEMBAI 00202Z//Kuaan aRNA for KIAA0075 gene, partial cds//0.2S:19 
6:63//Hs. 1 189:038550 

R-HEMBAI QQ2035//ESTs//7. 7e-l01 : 475:99//Hs. 8858: A1 1 31538 
R-HEMBAI 002039//H. sapiens aRNA for phosphoi nosi t ide 3-kinase//0. 6 
8:256: 64//HS. 101 238 : VI 1312 

R-HEMBA 10 02 049//Hoao sapiens aRNA for XIAA0563 protein, coaplete c 

ds//2. 4e-51 : 254: 85//HS. 1 5731 : AB01 1135 

R-HEMBA 1002084//EST//0. 31 :219:60//Hs. 162396 : AA572764 

R-HEMBA 1 002092//EST//6. 4e-72 : 342 : 99//Hs. 1 48533 : A 1 200996 

R-HEMBA 1 0021 00//EST//5. 6 e- 38 : 258 : 8S//Hs. 1 03094 : *52354 

R-HEMBA 1 002 1 02//Th i opu r i ne S-aethyl transferase//!. 4e-46: 403: 79//H 

s. 51 1 24: Af 01 9369 

R-KEMBA1002113//Prostagl and in 12 (prostacyclin) synthase //1.4e-7 
6 : 280: 90//H*. 61333:083402 

R-HEMBA 1 002 1 19//Hoao sapiens 0R7E12P pseudogene, coaplete sequence 
//1 . 4e-87 : 362: 94//HS. 1 03443 : AF06S854 

R-HEMBA 10021 2S//EST s, leakly siailar to Y53C12A.3 [C. elegans]//!. 7 
e-16: 94: IOO//Hs. 107747: A 1357868 

R-HEMBA 1 002 139//H. sapiens aRNA for nebu I i n//0. 001 9:68: 8B//Hs. 8387 
0: X83957 

R-HEMBAI 002! 44//ESTs//3. le-30:259: 72//Hs. 141575:AA211734 

R-HEMBA 10021 S0//ESTs//7. Ie-I05: 543:95//Hs. 32275: AA5951 99 

R-HEMBAI 0021 SI//ESTs//2. 2e-35 : 1 78 : 1 00//Hs. 77703 : Ml 9642 

R-HEMBAI 0021 S3//EST//4. Sa-49 : 458 : 77/ZHs. 1 41 708:144337 

R-HEMBAI 002 160//Hoao sapiens nephrocystin (NPHP1) aRNA, partial cd 

s//l . 4e-36 : 400 : 75//Hs . 75474: AF02 3674 

R-HEMBAI 0021 61 //Hoao sapiens EVI5 hoaolog aRNA. coaplete cds//1.9 
e-33: 294: 77//HS. 26929: AF00891 5 

R-HEMBA 10021 62//ESTs//1. Oe-47: 31 7: 85//HS. 4891 9:N64043 

R-HEMBA 1 002) 66/Ah roaboxane A2 receptor//6. 8e-46: 296: 81//Hs. 89887: 

D38081 

R-ICMBA1 002! 77//EST//2. 6e-42 : 21 5 : 99//HS. 1 1 6880: AA662457 
R-HEMBAI 0021 85//Hoao sapiens class-1 MHC-restr icted T cell associa 
ted aolecule (CRTAM) aRNA, coaplete cds//6.0e-42:419:73//Hs. 15952 
3: AF001622 

R-HEMBAI 002 189//Hoao sapiens aRNA for KIAA0792 protein, coaplete c 
ds//1 . 4e-29: 244: 72//Hs. 1 1 9387: AB007958 
R-HEM8A1002191//ESTs//2.6e-3l :275:66//Hs. 133852: AI076357 
R-HEMBA10021 99//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//4. 3e-84:S57 :84//Hs. 23094: Ml 9503 

R-HEMBAI 002204//EST//0. 00057 : 1 1 3: 71//HS. 144868 :AI 202342 
R-HEMBA 100221 2//ESTs//l . 5e-48 : 2 77 : 93//Hs . 1 0474 1 : A 1 393 3 1 5 
R-HEMBA 1 0022 1 5//ESTS//1. le-23: 158: 90//HS. 152529: AA897151 
R-HEMBA 1 0022 26//Hoao sapiens aRNA for KIAA0706 protein, coaplete c 
ds//5. 1 e-21: 230 :75//Hs. 139648: ABO 14606 

R-HEMBAI 002 2 29//Hoao sapiens growth suppressor related (DOC-IR) aR 
NA, coaplete cds//1 . Se-47: 238:98//Hs. 25664: AF089814 
R-HEMBA 1 0022 37//ESTS//6 . 9e- 35 : 3 57 : 76//HS .116518: AA653202 
R-HEM8A1002253//EST//6. 0e-1 9 : 1 25 : 81 //Ms. 140596 : AA82 942 6 
R-HEMBA 10022 57 

R-HEM8A10Q2267//ESTs, Weakly siailar to HYPOTHETICAL 27.8 KD PROTE 
IN IN VMA7-RPS3IA INTERGENIC REGION [S. cerevi s i ae]//1 . 3e-3! : 201 : 91 
//Hs. 114673:172675 

R-HEMBA 1 002 2 70//ESTs//4. 6e- 1 00 : 48 3 : 97//HS . 34940 : A 1 2643 1 4 
R-HEM8A1 002321 //ESTs//2. 3e-85:403: 99//HS. 120388: AA723595 
R-HEM8A1 0023 28//ESTs// 1. 3e-90 : 423: 100//Hs. 1 1 7936 : A 1 28081 8 
R-HEM8A1 002337//ESTs//8. 7e-24: 1 47 : 93//Hs . 9893 : AA007679 
R-HEMBAI 002341 //Hoao sapiens aRNA for KIAA0771 protein, partial cd 
s//7. 8e- 1 30 : 642 : 96//Hs . 6 1 62 : ABO 1 83 1 4 
R-HEM8A1 002348//EST s// 5 . Oe-7 1 : 387 : 93//Hs . 30494 : H04822 
R-HEM8A1 002349//ESTS//9. 7e-88 : 420 : 98//HS. 1 32972 : AA543094 
R-HEMBAI 002363//Hoao sapiens chroaosoae-associ ated protein-E (hCA 
P-E) aRNA. coaplete cds//3. 9e-1 23 : 661 : 93//Hs. 1 1 9023 : AF092563 
R-HEMBA 1 002381 //ESTs// 1 . 3e-73: 352 : 99//Hs. 56121 : AA78143S 
R-HEMBAI 002389//EST//2. 3e-05 : 1 32 : 69//Hs. 37558 : H58237 
R-HEMBAI 00241 7//Hoao sapiens chroaosoae 19. cosaid R28784//3. 9e-6 
3 : 358: 9t//Hs. 25527: AC005 954 

R-HEMBAI 00241 9//ESTs, Veakly siailar to APK1 antigen [H. sapi ens}// 

5. 6e-87 : 429 : 96//Hs. 1 3209 : A 1 41 7849 

R-HEMBAI 002430//ESTs//0. 10: 388: 57//Hs. 1 19238 :AA476267 

R-HEMBAI 002439//Huaan aRNA for KIAA0080 gene, partial cds//2.0e-2 
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2:181:8Q//Hs. 74554:038522 

R-HEMBA 1 002458//ESTs//1 . 8e-88 : 448 : 95//H*. 9791 4 : AA769069 
R-HEMBA I 002460//Ca t» I ase//0. 67:314: 60//H s. 76359 : X04085 
R-HEMBA1 002462//EST//0. 032 : 44 : 88//Hs. 1 61 $36 : N80395 
R-HEMBA 1002475//ESTs, Weakly similar to F08G12. 1 (C. al egans]//$. 4 
«-9S : 488 : 9S//H* . 1 081 1 5 : AA582 1 93 

R-HEMA1002477//Hoao sapiens KIAA039S aRNA, partial cds//2. 5e-37: 2 
81 :80//Hs. 43681 :AL022394 

R-HEMBA 1002486//$aa II inducible cytokine A5 (RANTES)//!. 1e-49: 31 1 : 
88/ At* . I5S464: AF088219 

R-HEM8A1 002495//ESTS//1 . 2e-94 : 457 : 98//HS. 421 40 : A 1 1 88995 

R-HEMBA I 002498//E$Ts//1 . 7e-35 : 240 : 78//Hs. 119871: AA7051 33 

R-HEM8A1002503//E$Ts//2. 3e-l4: 64: 8S//Hs. 140190:AA701449 

R-HEMBA! 002508//ESTs//0. 00057 : 1 60 : 62//HS. 1 4966 1 : AA872990 

R-HEMBA1 00251 3//Hoao sapiens aRNA' for bistone deacetyl ase-l ike pro 

tein (JM21 )//2. 3e—1 1 3:456: 92//HS. 6764: A J01 1972 

R-HEMBA! 00251 S//EST//1.0: 153: 63//HS. 11 8045:1151 71 5 

R-KEMBA1002538//Hoao sapiens aRNA for KIAA04S4 protein, partial cd 

s//5. Ie-I06:564:93//Hs. 129928: AB007923 

R-HEMBA 1 002 542//EST*// 1 . 0e- 1 0 1 : 539 : 93//Hs . 93872 : AAS24700 

R-HEMBA 1 002 54 7//EST//8. 7e-27 : 1 51 : 96//Hs. 1321 45: A 1 041 804 

R-HEMBA 10O2552//EST//5. 9e-49: 33S:85//Hs. 149580: Al 281 881 

R-HEM8A1002555//ESTs//l . 1 e-77 : 461 : 91//Hs. 38750: M3001 2 

R-HEMBA 1 002 558//Hoao sapiens 4FSS aRNA. coaplete cds//1. 3e-42:264: 

89//Hs. 32567: AF073S1 9 

R-HEMBA 1 00256 1//Saa It inducible cytokine AS (RAMTES) //6. 4e-40 : 1 96: 
78//Hs. 155464: AF088 21 9 • 

R-HEMBA 1 002 56 9//Hoao sapiens protein associated with Myc aRNA, cob 
plete cds//1. 4e-120:587:97//Hs. 151411 :AF075587 
R-H£l©A10D2583//ESTs//7. 1 e-79: 410: 95//HS. 21599: AA478904 
R-HEMBA10D2590//EST//3. 3e-54:278:97//Hs. 1 38637 :N20838 
R-HEMBA1002592//ESTs//2. 6e-44: 500: 74//H*. 1 10934:N260S5 
R-HEMBA1 002621 

R-HEMBA 1 002624//Mobo sapiens aRMA for KIAA0808 protein, coaplete c 
ds//2. 2 e-77: 380: 97//H*. 91 338: AB01 8351 
R-HEMBAl002€28//ESTs//0. 0020: 167:66//Hs. 140605: AA830881 
R-HEMBA1 002629//E5TS//0. 0001 4:50:1 00//Hs. 1 1 91 32 : AA39871 5 
R-HEMBA1002645//EST//2. 1e-37: 285:82//Hs. 141728:173041 
R-HEMBA1 002651//EST//2. 2e-23 : 374 : 69//Hs. 1 39357 : AA420970 
R-%MBAI002659//Huaan 53K isofora of Type II phosphatidyl inos itol- 
4-phosphate 5-kinase (PIPK) aRNA, coaplete cds//1. 5e-53 :406: 81//H 
a. 108966:1148696 

R-HEMBA 1 00266 1//Hoao sapiens aRNA for KIAA0764 protein, coaplete c 

ds//1 . 1 e-4 1 : 296 : 84//HS. 6232 : AB01 8307 

R-HEMBA 100 266 6//EST//4. 4e-Q9: 79:88//Hs. 7201 5 : AA1 SI 945 

R-hEMBA 1 002678/ /EST, Moderately siailar to !!!! ALU SUBFAMILY J VA 

RUING ENTRY !!!! [H. sapi ens)//7. 6e-104: 560: 92//Hs. 1 61 748: T64896 

R-HEMBA 1 002679//EST//0. 15: 136: 69//HS. 129570: AA995396 

R-HEMBA1002688//T-CELL SURFACE PROTEIN TACTILE PRECURSOR//0. 1 6:24 

7 :62//Hs. I42D23:M88282 

R-HEMBA1 002696//ESTS//3. 5e-94 : 529 : 92//H*. 1 6725. AA1 96477 

R-HEMBA 1 00271 2//Hoao sapiens aRNA for KIAA0772 protein, coaplete c 

ds//6. 0e-46 : 302 : 86//Hs. 1 551 9: AB01 83 1 5 

R-HEMBA 1 00271 6//ESTs//l . 3e-l 09 : 555 : 96//Hs. 98 1 2 : AA 1 47884 

R-HEMBA 1 002 728//Hcrmo sapiens aRNA for K1AA0621 protein, partial cd 

s//3. 8e-37 : 267 : 81//Hs. 132942:AB01452I 

R-HEMBA 1002730//ESTs//l . 2e-95: 468 : 95//Hs. 22030: AA521 1 68 

R-HEMBA 1 002742//ESTS// 1 . Oe-91 : 437 : 99//Hs. 1 39987 : AA652 1 63 

R-HEMBA 1 002746//ESTs//4. 4e-97 : 468: 98//Hs. 1 29903 : AA576526 

R-HEM8A1002748//ESTs//5.0e-98:475:98//Hs. 125461 :AI375792 

R-HEMBA 1002750//ESTs//1 . 6e-42 : 223 : 97//Hs. 40460: N36090 

R-HEMBA 1002768//Hoao sapiens aRNA for KIAA05S4 protein, partial cd 

s//4. Oe- 106 : 545 : 9S//Hs . 74750 : AB01 1 1 26 

R-HEM8A1002770//EST//0. 34: 294: S9//Hs. 43091 : N221 27 

R-HEMBA 1 002777//ESTs//3. Oe-85: 316 : 98//HS. 1 7537: C06491 

R-HEMBA 1 002779//Huaan aRNA for KIAA0013 gene, coaplete cds//0.25:3 

42 :58//Hs. 48824: 0877 17 

R-HEMBA 1002780//Hoao sapiens 0EC-205 aRNA, coaplete cds//4. 2e-46:4 
49:75//Hs. 1 53563: AF01 1 333 

R-HEMBA 1002794//ESTs//1.2e-1 15: 559: 97//HS. 79741 :AI 279709 
R-HEMBA 1 002801 //EST//0. 00049 : 287: 60//HS. 1 26466 :AA91 3320 
R-HEMBA 1 00281 0//Hoao sapiens forain binding protein 21 aRNA. coapl 
ete cds//l.4e-1 16:559: 97//HS. 28307:AF071 185 

R-HEMBA 1 00281 6//Huaan ptectin (PLEC1) aRNA. coaplete cds//0. 28:28 
I : 62//HS. 79706 : U53204 

R-HEMBA 1 002826//EST//6. 7e-25 : 1 34: 99//Hs . 1 34683 : A 1 09201 3 

R-HEMBA 1002 833//ESTs, Highly siailar to ribosoae-binding protein p 

34 [R. norvegicus]//4. 3e-25: 1 37 : 98//Hs. 5337: AA243757 

R-HEMBA 1 002 850//ESTs//0. 010: 323:57//Hs. 18282:167514 

R-HEMBA 1 002 863//ESTs//1. 1e-67: 359: 94//Hs. 1 24699:127830 



R-HEMBA1002876//ESTS//0. 72:202:62//Hs. 144816:AI 220827 

R-HEMBA1002886//EST//3. 2e-85:401 :99//Hs. 96580 :AA405670 

R-HEMBA 100 28 96//Hoao sapiens SH3-containing adaptor aolecule-1 aRN 

A. coaplete cds//1. 2e-l07: 541 :95//Hs. 33787:AF037261 

R-HEMBA 1 002921/ /Huaan aRNA for KIAA0189 gene, coaplete cds//0.84:1 

03 :71//Hs. 951 40:08001 1 

R-HEMBA1 002924//ESTS//3. 5e-86 : 423 : 98//Hs. 27513: N34820 

R-HEMBA) 002 934//Huaan aRNA for KIAA0118 gene, partial cds//2. le-S 

0:308: 88//Hs. 1 54326 : D42087 

R-HEMBA1002935//E5Ts//1. 0e-73: 384: 95//Hs. 1I8193:N7448I 
R-HEBBA1002937//ESTs//0. 052: 167:65//H*. 145S04:AI2S4165 
R-HEMBA1002939//ESTs//1. 6e-94: 467: 97//Ms. 9893:AA007679 
R-HEMBA 1 002 944//ESTs//2. 7e-1 7: 176: 80//Hs. 1 43768 : AA229732 
R-HEMBA 1 00295 1//ESTs//3. 7e-1 1 9. 565: 98//Hs. 1 6218 : Al 1 90892 
R-HEMBA 1 0029S4//EST//Q. 076: 285 :58//Hs. 98706 :AA43 108 5 
R-HEMBA 1 002 966//Th i opu r i ne S-ae thyltransferas e// 1 . 9e-46 : 3 14 : 8S//H 
s. 51 124: AF019369 

R-HEMBA 1002970//EST//0. 00050: 164: 64//Hs. 1296 30: A 1 000405 

R-HEMBA 1002971 //Hobo sapiens aRNA for KIAA0679 protein, partial cd 

s//2. 3e-30 : 1 62 : 99//HS. 5734 : AB01 4579 

R-HEMBA1002973//Saalt inducible cytokine A5 (RANTES) //5. 7e-42: 318: 
81//Hs. 155464: AF0882 19 

R-HEMBA 1 002997//ESTS//3. 2e- 1 8 : 1 02 : 1 00//Hs . 1 46255 : AA 1 97064 
R-hCMBA1002999//ESTs. Moderately siailar to laaina associated poly 
peptide 1C (R. norvegi cus]//7. 9e-1 13: 560:96//Hs. 1 25749 :AI 377682 
R-HEMBA 1 00302 l//Hoao sapiens PYRIN (MEFV) aRNA, coaplete cds//3. 3 
e-42: 290:8S//Hs. 11 3283 :AF0 18080 

H-HEMBA 1 003033//ESTs//2. 8e-77 : 41 7 : 94//Hs. 1 38860 : M47480 

R-HEMBA 1 003034//ESTs//3. 7e-42 : 429 : 74//Hs. 1 328 1 8 : A 1038577 

R-HEMBA 1 00303S//ESTS//0. 025: 1 56 : 64//Hs. 8473 : T40827 

R-HEMBA 1 003037/ /EST s//0. 69:381: 57//Hs. 473 1 2 : Al 240366 

R-HEMBA 1 00304 1/ZESTs. Highly siailar to PUTATIVE SER I NE/THRE0N I N 

E-PROTEIN KINASE C41C4.4 IN CHROMOSOME II PRECURSOR (Caenorhabdi t i 

s elegans]//5. 6e-34: 280: 79//HS. 1 14905: AA088442 

R-KEMBA1003046//Hoao sapiens ai tochondr ia I processing peptidase be 
ta-subunit aRNA, coaplete cds//1 . 3e-1 19:578: 97//Hs. 44097 :AF054 182 
R-HEMBA 1003064//ESTs//7. 8e-85:41 9:96//Hs. 87020: AA706627 
R-HEMBA 1003067//Von Hippel-Lindau syndroae//2. 0e-30: 299: 7S//Hs. 781 
60: AF010238 

R-HEMBA1 003071 //ESTs//2. 3e-74 : 360 : 98//Hs. 1 7270: AA701 903 
R-HEMBA 1003077//ESTs, Meekly siailar to KIAAO405 [H. sapiens]//!. 1 
e-90: 434:99//Hs. 14146: M922 35 

R-HEMBA 1 003078//ESTs//5. 9e-1 6 : 1 56 : 77//HS. 142684 : AA902402 
R-HEMBA 1003079//ESTs//0. 16 : 341 : S8//Hs. 95923 :AI075Z49 
R-HEM8A1003083//Saal I inducible cytokine AS (RANTES) //I . 9e-39: 284: 
83//Hs. 1 55464: AF0882 1 9 

R-HEMBA 1 003086//EST//1 . Oe-48 : 372 : 82//Hs .161917: AA483 223 
R-HEMBA 100 30 96//ESTs. Meakly siailar to Mouse 19.5 aRNA, coaplete 
cds [M. auscu I us]//4. 2e-100 : 531 : 94//Hs. 1 04800: AA709! 55 
R-HEMBA 1 0030 98//ESTs//4. 2e- 1 07 : 537 : 96//Hs. 1 072 1 3 : AA1 21 624 
R-HEMBA 1 003 1 1 7//ESTs//2. 4e-67 : 331 : 97//Hs. 157 1 58: A 1 1 50058 
R-KEMBAI003129//Huaan nucleolar fibrillar center protein (ASE-1) a 
RNA. coaplete cds//2. 1 e- 1 3 : 109: 88//Hs. 1 18717:U86751 
R-HEMBA 1 00 31 33//ESTs//1. le-34 : 1 80 : 98//Hs. 1 59387 : Al 370845 
R~tflEM8AI0031 36//ESTs. Weakly siailar to MANNOSE- 1 -PHOSPHATE GUANYL 
TRANSFERASE [Saccharoayces cerevisi ae]//9. 2e-1 14: 577:9S//Hs. 27059: 
A 108861 5 

R-HEMBA10031 42//Saa 1 1 inducible cytokine A5 (RANTES)//!. le-45: 285: 
88//Hs. 155464: AF0882I9 

R-HE1BA1 0031 48//Hoeo sapiens aRNA for dachshund protei n//3. 6e-l 1 8: 
586 :96//Hs. 63931 :AJ005670 

R-HEM8A 1 003 1 66//ESTs//1 . 6e-96 : 479 : 96//Hs. 1 1 9940 : AA705933 
R-HEMBA1 003 1 7S//ESTs//2. 7e-74 : 407 : 92//Hs. 1 391 67 : AA71 5389 
R-HEM8A1 003 1 97//ESTs//1 . 6e-68 : 384 : 94//Hs. 1 20969 : M92000 
R-HEMBA 1003 1 99//Sjogren syndroae antigen B (autoantigen La)//0. 19: 
328 :S7//Hs. 8371 S:X69804 

R-HEMBA 1003202//Hoao sapiens aRNA for KIAA0640 protein, partial cd 
s//l. 3e-40 : 290 : 83//Hs. 153026: ABO 14S40 
R-HEMBA 1 003204//EST s//1 . 1 e-34 : 2 1 5 : 9 l//Hs. 108090: AA424943 
R-KEM8A1 003212//ESTs//1 . 9e— 8 1 : 44 1 : 93//Hs. 28471 :W2026$ 

R-HEMBA1 003220//ESTs. Weakly siailar to MITOCHONDRIAL 40$ RIB0S0MA 
L PROTEIN $28 PRECURSOR [S. cerev is iae]//l. 6e-40: 232: 93//Hs. 107707: 
N32817 

R-NEM8A1 003222//ESTs, Weakly siailar to weak siailar ity to HSP90 

[C. e I egans]//l . I e-42 : 3 10 : 85//Hs. 23294 : W27666 

R-HEMBA 1 003229//ESTs//4. 8e- 1 8 : 1 33 : S0//Ha. 61763: AA03530 5 

R-HEMBA 1 003235//ESTs//7.7e-35: 201 :78//Hs. 163979 :AA828834 

R-HEMBA! 0032S0//Hoao sapiens pZI-activated kinase 3 (PAK3) aRNA. c 

oaplete cds//7. 4e-05: 534: 58//Hs. 1 52663 : AF068864 

R-HEMBA 1 00 32 S7//E ST//I . 4 e- 9 5 : 47 3 : 9 7//Hs . 3 2 44 3 : H2 892 9 
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R-hEMBA1003273//Saa I I inducible cytokine AS (RANTES)//2. 6e-38: 253: 
86//HS. 1 55464: AF08B21 9 

R-HEMBA1003276//E$Ts//7. 6e-S5: 269: 99//Hs. 23817: AAS26392 
R -HEM8A 1 00 3 2 7 8//EST s//2 . 6 e-4 S : 3 0 1 : 7 1 //Hi . 5 1 6 52 : A 1 084 7 85 
R-HEMBAl 003281 

R-HEMBAl 00 3 291 //Hobo sapiens aRNA for KIAA0537 protein, coaplete c 

ds//9. 7e-1 17:551 :99//Hs. 1 2836: ABO 1 1109 

R-HEMBAl 00329S//ESTs//4. 8e-t 7:210: 72//Hs. 44451 : AA20326S 

R-HEMBAl 003304//ESTs//2. 8e-9B:468: 98//Hs. 120849: AM 48353 

R-HElffiA1003309//E$Ts//1 . 8e-97 :455: 99//H*. 1 1 571 :AA71 3504 

R-HEMBA 100331 4/ /Hoao sapiens aRNA for leucine zipper bearing kinas 

e. coaplete cds//8. 9e-1l3:S4S:97//Hs. 1 24224: AB00I872 

R-HEM8A1 003322//ESTS//4. 9e-79: 41 9: 95//HS. 1 38760: N66869 

R-HEMBAl 003327//Hoao sapiens clone 23622 aRKA sequence//!. 4e-16: 17 

7:78//Hs. 151608: AF0S21 19 

R-HEMBAl 003328//H. s ap i ens aRNA for MACH-alpha-2 prote in//2. 1 e-43 : 2 
69: 88//Hs. 1 9949 :X9B 173 

R-HEM8A1 003330//Hoao sapiens poly (A) binding protein M (PABP2) ge 
ne. coaplete eds//0. 66:64: 76//Hs. 1 17176:AF026029 
R-HEMBAl 003348//ESTS//1 . 4e-35: 1 85 : 78//Hs. 1 1 7879 : H77357 
R-HEMBAl 003369//ESTs. leakly siailar to F59C6.9 [C. el egans]//3. 2e- 
1 1 3 : 553: 97//Hs. 6SS39: All 48540 

R-HEM8A1 003370//ESTS//2. Oe-46 : 3 1 9 : 86//Hs. 37573 : H59651 
R-HEMBAl 003 373//ESTs//l. 6e-31 : 1 36:81//Hs. 1 14849: Al 139588 
R-HEMBAl 003376//ESTS//3. Oe-47 : 383 : S0//Hs. 1 38852 : AA284247 
R-HEM8A1003380//ESTs. Moderately siailar to !!!! ALU SUBFAMILY J V 
ARN IMG ENTRY !!!! [H. sapiens]//1 . 8e-1 1 :261 :65//Hs. 87578: AM 25363 
R-HEMBA1003384//EST//0. 00013:82: 75//Hs. 1 41 237 :H57847 
R-HEMBA1 003395//ESTI//5. 2e-78 : 379 : 98//Hs. 162208 : AAS361 27 
R-HEIffiA 1 003402//EST s//8. 6e-l4: 1 08:89//Hs. 55424: AA774204 
R-HEM8A1 003408//ESTs//1 . 7e-24: 1 88 : 8S//Hs. 70266 : Z78309 
R-HEMBA1 00341 7//ESTs//4. 2e-74: 396 : 94//HS. 55220:01 1 563 
R-HEM8A1 00341 8//ESTs//3. 1 e- 1 07 : 545 : 95//Hs . 3494 : Al 42 1 0 1 3 
R-HEMBA1 00343 3//Hoao sapiens nibrin (MBS) aRNA. coaplete cds//3.2 
e-1 1 5 : 544 : 98//M* . 25B1 2 : AF058696 

R-HEMBAl 00346 l//E$Ts//2. 8e-62 : 304 : 99//Hs. 1 48747 : Al 2251 21 
R-HEMBA1 003463//ESTs//2. 3e-1 1 2 : 549: 97//Hs. 1 04627 : AA88S5 1 6 
R-HEIffiA 1 003480/ /Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//7.7 
e-76: 529:84//Hs. 1 13283 :AF0 18080 

R-HEMBAl 003528//ESTs//2. 1 e-59 : 31 2 : 96//Hs. 22505 : R41 688 
R-HEM8A1 003 531//ESTS//2. 2e- 1 7 : 1 1 6 : 93//Hs. 140217: AA702760 
R-HEMBAl 003S38//Coapleaent coaponent Cl r//4. 7e-25: 333:68//Hs. 1279: 
M14058 

R-HEMBA! 003545//ESTs//8. 7e-89: 432 : 98//Hs. 99497: AA77681 7 
R-HEMBAl 003548//EST//0. 0091 :274:60//Hs. 148336 :AA91 1 673 
R-HEM8A1003555//ESTs. leakly siailar to NUCLE0T IDE-BINDING PROTEIN 
[H. sapi ens]//2. 8e-93:495: 93//Hs. 91619: AA552351 
R-HEM8A1 003556//ESTs//7. le-44:406 : 77//HS. 14I575.AA21 1734 
R-HEMBA1 003560//ESTS//4. 0e-34: 1 82 : 97//Hs. 1481 1 : AA434522 
R-HEMBA 1 003 568//ESTS//2. Oe- 1 01 : 486 : 98//Hs. 1 1 8570 : Al 3420S8 
R-HEM8Al003569//ESTs. Moderately siailar to aetastasis-associated 
gene [H. sapiens]//4. 0e-63:343:93//Hs. 58598: AA625440 
R-HEMBAl 003571 //Hoao sapiens clone 23632 aRNA sequence//3. 7e-47: 33 
8:84 //Hs. 46918: AF052099 

R-HEMBAl 003579//EST//0. 00057 : 239: 60//Hs. 1 62828 : AA643892 
R-HEMBAl 003581 //ESTS//2. 6e-10: 1 18: 79//HS. 44856:137065 
R-HEMBAl 003591 //ESTS//2. 4e-96 : 460 : 98//Hs. 1 28741 : Al 24421 2 
R-HEM8A l 003595//Huaan aRNA for KIAA01I8 gene, partial cds//1.7e-4 
8:421 :78//Hs. 154326: D42087 

R-HEMBAl 003 S97//EST//1 . 6e-38: 31 3: 80//HS. 16091 1 : Al 371 042 
R-HEMBAl 003 598//ESTS//0. 0085 : 273 : 6 1//Hs . 1 45333 : A 1 25 1 374 
R-HEMBAl 0036 1 5 

R-HEMBAl 00361 7//E$Ts//1 . Oe- 1 1 1 : 574 : 95//Hs . 4552 : 168 1 67 
R-HEMBAl 003621 //EST// 1 . 7e-31 : 288: 78//HS. 140909: R49387 
R-HEMBAl 003622//EST//1. 1 e-46:468: 75//HS. 1 39093: AA1 66888 
R-H£M8A1003630//ESTs//1.4e-21:411 :69//Hs. 128729: AA973021 
R-HEMBA 1 0036 37//ESTs. leakly siailar to !M! ALU SU8FAMILY SB 1ARN 
INC ENTRY !!!! [H. sapiens)//9. 3e-24: 1 89: 84//HS. 1 42208: AA209438 
R-HEMBAl 00 3640// ISLET AMYL0I0 POLYPEPTIDE PRECURSOR//2. Se-42: 332:8 
1//Hs. 51048:168830 

R-HEMBA 1003645//ESTs//2.4e-77: 423 :94//Hs. 99539 :R59010 
R-HEMBAl 003646//EST s//2. 6e-98 : 549 : 91 //H*. 96427 : AA1 51 783 
R-HEMBA1 003 6 S6//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0488//5. 6e-44:24S:77//Hs. 67619: AB007957 

R-HEMBAl 003662//Huaan TBX2 (TXB2) aRNA. coaplete cds//2. 6e-17: 144: 
84//HS. 32931 :U2B049 

R-HEMBAl 003667//Farnesy I transferase, CAAX boa. beta//1. 3e-22: 170:8 
8//Hs. 117596:100635 

R-HEMBAl 003679//ESTs. leakly siailar to trithorax hoao log HTX, ver 
lion 2 [H.sapiens]//4. 1e-87: 434: 97//HS. 9489: R84329 



R-HEMBAl 003680//Huaan DNA-binding protein (HRC1 ) aRNA. coaplete cd 
s//0. 86:315:6I//Hs. 72925 :M9 1083 

R-HEMBAl 003684//ESTS, Highly siailar to ZINC FINGER PROTEIN 7 [Ho 

bo sapiens]//!. 1 e- 1 0 1 :S28:95//Hs. 22934 :AA581 379 

R-HEMBAl 003690//ESTS//0. 0021 :1 19:69//Hs. 98641 :AA429916 

R-HEMBAl 003692//Huaan cytochroae P450-IIB (hllB3) aRNA, coaplete c 

ds//2. Oe-43: 360: 80//Hs. M0194:M29873 

R-HEMBAl 00371 l//ESTs//l . 0e-70: 375: 94//Hs. 1 50407: A 1 279064 

R-HEMBAl 00371 4/ /VASOACT I VE INTESTINAL P0LYPEPTI0E RECEPTOR 1 PRECU 

RS0R//0. 94 : 367 : 62//HS. 1139: X77777 

R-HEMBA 1 0037 1 S//Hoao sapiens PYRIN (MEFV) aRNA, coaplete cds//5. 1 
e-77 : 299 :85//Hs. II 3283: AF01 8080 

R-HEMBAl 003720//Hoao sapiens TlIK-related acid-sensitive KH channe 
I (TASK) aRNA. coaplete cds//l . 2e-33 : 377: 74//Hs. 24040: AF006823 
R-HEMBAl 003725//ESTS//3. 8e- 103:481: 99//Hs. 1 2251 8 : AA778B47 
R-HEMBAl 003729//ESTs//2. 5e-51 : 277 : 95//Hs. 26270: AA258839 
R-HEMBAl 003733//ESTs//1.9e-69: 350: 96//Hs. 139278: AA702S92 
R-HEMBAl 0Q3742//ESTs, Moderately siailar to T13H5. 2 [C. elegant]// 
4. 6e-70: 348:96//Hs. 11282:AI 147040 

R-HEMBAl 003758//ESTs//1.7e-52: 306 :8S//Hs. 138852 :AA284247 
R-HEMBAl 003760//ESTs//7.4e-76: 420 :93//Hs. 26501 :H05089 
R-HEMBAl 003773//ESTS. Highly siailar to SIGNAL RECOGNITION PARTIC 
LE RECEPTOR BETA SUBUNIT [Mus auscu lus]//l. 9e-77: 364: 100/ZHs. 1215 
2: AA1 S6214 

R-HEMBAl 00 378 3//ESTs, leakly siailar to C0IH6. 7 [C. el egans}//2. le- 
101 :S58:93//Hs. 18171 :AA524327 

R-HEMBAl 003 784//EST//0. 83: 127: S2//Hs. 144002 :F0 1 600 
R-HEMBA 1DQ3799//EST//9. 7e-30:362:71//Hs. 1 56577: AA860236 
R-HEMBAl 003803//ESTs. leakly siailar to YS3C12A.3 [C. elegans] //2. 8 
e-1 6: 93 : I00//HS. 1 07747 :AI 357868 

R-HEMBAl 003804//lnter I euk in 15//0. 13:227:62//Hi. 11 1867: AB007295 
R-HEMBAl D0380S//ESTs//0. 029: 199:65//Hs. 91582:725344 
R-HEMBAl 003807//EST//2. 4e-1 3: 1 37 : 81//Hs. 145645: Al 2641 63 
R-KEMBAI003836//Saall inducible cytokine AS (RANTES)//3. 2e-39:284: 
83//HS. 1 55464 AF0882 19 

R-HEMBAl 003838//ESTS. leakly siailar to NAOH-UB I QU I NONE OXIDOREDUC 
TASE CHAIN 2 [Paraaeciua tetraurel ia]//6. 5e-71 :3S7:96//Hs. I07573:A 
AS24333 

R-HEMBAl 003856//ESTS//8. 2e- 20 : 266 : 7 1 //Hs . 483 1 2 : N68 1 6 1 

R-HEMBAl 0Q3864//ESTS// 1. 6e-99:S28:93//Hs. 26890 :AA449Q3 3 

R-HEMBA J003866//P0LYP0S IS LOCUS PROTEIN I//0. 30: 146:64//Hs. 74648:M 

73547 

R-HEMBAl 003879//EST, leakly siailar to DNA-REPAI R PROTEIN COMPLEME 
NT INC XP-A CELLS [Hoao sapiens]//2. 1e-59: 295:98//Hs. 161661 : AA16691 
1 

R-HENBA1 003880//Ho«o sapiens clone 24760 aRNA sequence//3. 8e- 34:28 
6: 79//Hs. 61 408: AF070621 

R-HEMBAl 003885//ESTS//4. 6e-S0 : 293 : 90//Hs .142314: AA347930 

R-tCMBAI 003893//Ca I c i ua modulating I igand//2. 1 e-43: 294: 8G//Hs. 1 357 

2:AF068179 

R-HEMBA I 003902//ESTs//1.8e-43: 300 :85//Hs. 146811 : AA4I0788 
R-HEMBAl 003908//ESTs//3. Se-91 : 477 : 94//Hs . 6638 : AA5361 87 
fl-HEMBAI 003926//ESTs//7. 9e-44: 294: 87//Hs. 1 64036 : AAB45659 
R-HEMBAl 003937//Koao sapiens aRNA for KIAA0S85 protein, partial cd 
S//3. Se-48: 276 : 8l//Hs. 72660: AB01 1 1 57 
R-HEN8A1 003939 

R-HEN8A1003942//ESTs//l . 6e-81 : 428 : 94//Hs. 5041 8:AAS24669 
R-HEMBAl 003950//ESTS//8. 1 e-54 : 283 : 95//Hs . 1 45S28 : A 1 26 1 545 
R-HEM8A1003953//ESTs//3.8e-30: 194: 89//HS. 99681 :AAS04S91 
R-HEMBAl 003958//ESTt//4. Oe-45 : 394 : 77//H*. 141602 : N63562 
R-HEMBAl 0039S9//E$Ts//5. 2e-28 : 1 97 : 86//Hs . 9951 : 156253 
R-HEM8A1 003976//ESTs//2. Oe-29 : 232 : 84//Hs. 1 33947: Al 074525 
R-HEMBAl 003978//ESTs//3. 2e-1 15:549: 98//Hs. 76798: Al 050882 
R-HEMBAl 003985//ESTs, leakly siailar to !!!! ALU SUBFAMILY j IARN1 
NG ENTRY !!!! [H. sapi ens]//2. 2e-91 : 448 : 97//Hs. 1 1 7834: AA766771 
R-HEMBA 1 003987//ESTS//8 . 1 e-3 6 : 1 93 : 88//Hs . 1 5 1 844 : N927S6 
R-HEMBA 1 003989//Huaan aRNA for KIAA0241 gene, partial cds//3.6e-4 
3:360:81//Hs. I50275:D87682 

R-HEMBA 1 004000//EST//5. 5e-62 : 308 : 97//Hs. 50438:N74I05 

R-HEMBAl 00401 l//ESTs//8. 6e-85: 431 : 96//Hs. 361 85: R99899 

R-HEMBAl 00401 2//ESTs//l . 3e-40 : 309 : 83//Hs . 1 403 29 : AA71 401 1 

R-HEMBA 1 00401 5//ESTa//5. I e-97 : 453 : 99//Hs . 11 1446 : A 1 333774 

R-HEMBAl 004024//ESTs//S. 2e- 1 9 : 1 59 : 7 9//Hs . 1 38856 : H4746 1 

R-HEMBAl 004038//ESTs//1 . 3e-41 :346:79//Hs. 146173: AA906191 

R-HEMBAl 004042//ESTs//0. 0012: 201 :69//Hs. 24248:AA528253 

R-HEMBA 1 004045//ESTs, Weakly siailar to putative pi 50 [H.sapiens]/ 

/» . 5e-22: 365: 70//Hs. 99692 :AA81 1804 

R-HEMBAl 004048//ESTS//9. 5e- 1 04 : 497 : 98//Hs. 77735 : A 1 1 25469 

R-HEMBA I 004049//HEAT SHOCK 70 KD PROTEIN 1//6. 3e-31 : 176: 96//Hs. 899 

7 : lit 1717 
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R-HEMBAlD040S5//ESTs//1.7e-1IS:S77:96//Hs.S9S03:W637S4 

R-HEMBAI 00405 6//Hoao sapiens PYRIM (MEFV) aRNA. coaplete cds//5.2 

e-78 : S77:82//Hs. 11 3283 :AFQ1 8080 

R-HEMBA1 004074//EST//1 .0:152 : 6I//H s. 1 49093 : Al 243988 

R-HEMBAI 004086//ESTj//4. Oe-53 : 26S : 98//Hs. 34658 : N98652 

R-HEMBAI 004097//ESTS//4. 4e-46 : 279: 91//HS. 1 1 0533 : HI 6251 

R-HEMBAI 0041 3 1//Huaan aRNA for KIAA0128 gene, partial cds//3;0e-4 

3:534:69//Hs. 90998:050918 

R-HEMBA 1 0041 32//ESTs//4. 6e-47: 316: 86//H*. 141602: N63562 
R-HEMBAI 004 133 

R-HEMBAI 0041 38//EST//1 . 7e-08:21 1 :64//Hi. 129189: AA988736 
R-HEMBAI 0041 43//ESTS//4. 0e-25: 1 37 : 97//Hs. 21307: AA203320 
R-HEMBAI 004 146//S*a II inducible cytokine AS (RANTES)//4. 1e-27: 1 91 : 
86//Hs. 1 55464 :AF0882 19 

R-HEMBA 1 004 1 50//CRANCALC I N//0. 99:357: 59//Hx . 79 38 1 : M8 1 63 7 
R-HEMBA 1004 164//Huaan aRNA for KIAA0118 gene, partial cds//9. 5e-4 
7:313: 84//Hs. 1 54326 : 042087 

R-I£MBA1004168//Hoao sapiens geainin aRNA. coaplete cds//7. 7e-1 12 : 
563: 96//Hs. 59988: AF0678S5 
R-HEMBA 1004 199 

R-HEMBAI D04200//EST//3. 1 e-89 : 441 : 97//HS. 141173: R9770 1 

R-HEMBAI 004202//ESTS. leak I y siailar to GTP-BtNOING PROTEIN TPTM1 

[Zea aays]//1. 7e- 107: 552 :94//Hs. 10092: Alt 89282 

R-HEMBA 1 004203//Hoao sapiens aRNA for KIAA0618 protein, coaplete c 

ds//1 . 5e-96 : 275 : 98//Hs . 1 5832 : ABO 1 451 8 

R-HEMBA1004207//Lept in receptor//!. 1e-1 17: 573: 97//Hs. 54515:U50748 
R-HEMBAI 00422 5//EST//9. 7e-34 : 186 : 95//Hs. 1 37567: R2061 7 
R-HEMBAI 004 22 7//ESTS, Moderately siailar to ! • ! ! ALU SUBFAMILY SQ 
WARNING ENTRY !H? [H. sapi ens]//4. Oe-16: 117: 91//Hs. 92033 :AA25S832 
R-HEMBA 1004238//Huaan aRNA for KIAA035S gene, coaplete cds//3.0e-4 
6: 338: 83//Hs. IS301 4: AB002353 

R-HEMBA 1 00424 1 //ESTS//1 . 3e- 1 0 : 93 : 87//Hs . I 3751 1 : AA456389 
R-HEMBAI 004246//Hoao sapiens LIM protein aRNA. coaplete cdi//2.7e- 
43 : 51 1 : 72//HS. 1 541 03 : AF06 1 258 

R-HEMBAI 004248//ESTS. Highly siailar to INSULIN- INDUCED GROWTH RE 
SPONSE PROTEIN CL-6 [Rattus norvegi cus]//2. I e-61 : 221 : 86//Hs. 7089:1 
37284 

R-HEMBA1004264//ESTs//1.5e-80:425:95//Hs. 107206 :AA234962 
R-HEMBA 1004 2 6 7//ESTs. Moderately siailar to ! ! ! ! ALU SUBFAMILY SP 
WARNING ENTRY !!!! [H. sapiens]//!. 4e-89: 465: 9S//Hs. 1 13660:020018 
R-HEMBAI 004272//ESTs//4. 5e-l 1 1 : 577: 94//HS. 115696:N57931 
R-HEMBA 1004 2 7 5//Hoao sapiens clone 617 unknown aRNA. coaplete sequ 
ence// 1 . 4e- 1 11 : 553 : 96//Hs . 936 77 : AF09 1 08 1 

R-HEMBA 1 0042 76//ESTs. Highly siailar to BETA-AOAPTIN [Hoao sapien 
s; Rattus norvegicus; Bos taurus]//4. 4e-92: 559: 89//Hs. 28298: AA2032 
28 

R-HEMBAI 004286//Hoao sapiens TGF beta receptor associated protein- 
1 aRNA. coaplete cds//6. 2e- 1 08: 538: 97//Hs. 101 766 : AF022795 
R-HEMBAI 004289//Su I fot rans f erase, dehydroepiandrosterone (DHEA) -p 
referring//!. 7e-34: 223: 75//Hs. 81 884 :U1 3061 

R-HEMBAI 004295//ESTs, Weakly siailar to weakly siailar to ANX repe 
at region of Fowlpox virus BaaHI-orf7 protein [C. el egans]//3. 6e-9 
3:496: 94//Hs. 14337 : AA53496 1 

R-HEMBAI 004 306//ESTS//3. 4e-26 : 363 : 68//Hs. 70279 : AA757426 
R-HEMBA100431 2//ESTs//4. 8e-64: 351 :94//Hs. 13861 1 :H82679 
R-HEMBAI 00432 1//Zinc finger protein 44 (K0X 7)//2. 6e-37:41 5: 64//H 
s. 511 99 : X 1 6281 

R-HEMBAI 004323//ESTs//2. le-40: 280: 70//Hs. 153300: AA928904 
R-HEMBAI 00432 7//ESTs//3. 8e-72 : 343 : 99//HS . 1 5 1 708 : AA5547 1 4 
R-HEMBAI 004330//ESTs//4. Oe-52 : 270: 97//HS. 24654 : AA45656 1 
R-HEMBAI 004334//ESTS//1 . 6e-46: 234: 98//Hs. 47159 : Al 31 023 1 
R-HEMBAI 004335//ESTs//1 . 9e-25: 250: 76//Hs . 1 55880 : AA703336 
R-HEMBAI 00434 l//ESTs//3. 7e- 1 01 : 480 : 98//H s . 6 932 1 : AA6 3 3 240 
R-HEMBA10043S3//Hoao sapiens aRNA for e-ayc binding protein, coapl 
ete cds//l. 3e-75 : 444 :90//Hs. 80686:089667 

R-HEMBAI 004354//Huaan aRNA for KIAA0355 gene, coaplete cds//5.9e-3 
9: 286 : 83//Hs. 153014: AB002353 

R-HEMBA 1004356//S INGLE-STRANDED 0NA-BIND1NG PROTEIN MSSP-I//1 . 3e-1 
07 : 576 : 93//HS. 55458 :X77494 

R-HEMBAI 004366//ESTs//2. 3e-94: 524:9I//Hs. 1 1 1496:AA652869 
R-HEMBA 1 004372//EST//0. 27: 198: 60//Hs. 162665: AA605057 
R-HEMBAI 004389//ESTS//4. I e-1 02 : 490 : 98//Hs . 1 53708 : AA687264 
R-HEMBAI 004394//ESTS//1 . 5e-94 : 471 : 96//HS. 151647: AA002084 
R-HEMBA 1 0043 96//Saa 1 1 inducible cytokine A5 (RANTES)//6. 2e-41 : 285: 
83//HS. 155464 :AF0882 19 

R-HEMBAI 00440S//ESTs//2. Oe-44 : 329 : B3//Hs. 1 36839 : H9371 7 
R-HEMBAI 004408//ESTs. Weakly siailar to hoaologous to aouse Rsu-1 
[H. sipiens]//6. 1 e-89: 420: 99//HS. 88365: AA648933 

R-HEMBAI 004429//ESTs. Weakly siailar to hoaeotic protein protein z 
hi- 1 [M.auscul us]//3. Oe- 1 1 2 : 552 : 96//Hs. 1 2940 : A 1 1 2 35 1 8 
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R-HEIffiA1004433//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//2. 9e-32: 463 : 68//HS. 23094 :MI9503 

R-HEMBAI 004460//ESTs//2. 0e-1 04: 574: 93//Hs. 46848 :AA1 95829 
R-HEMBA 1 00446 1 //ESTs//2. 9e-1 02: 503 : 98//Ns. I6370:AA0I7033 
R-HEMBA 1 0044 79//ELK1. aeaber of ETS oncogene faai ly//l. 1 e-4S : 3 1 0 : 7 
5//Hs. 1 16549: AL0091 72 

R-HEMBAI 004482//ESTS//9. I e-0S: 322: 62//Hs. 34489: AA759306 
R-HEMBAI 004 502//ESTs//6. 9e-1 12: 566: 96//Hs. 93985 :N50034 
R-HEMBAI 004506//EST//S. 3e-59: 456 :80//Hs. 7241 2 : AA1 60941 
R-HEMBA 1004507 

R-HEMBAI 004 509//ESTs, Moderately siailar to HYPOTHETICAL 52.2 KD 
PROTEIN IN MPR1-GCN20 INTERGENIC REGION [Saccharoayces cerevisiae] 
//2. 9e-82 : 262 : 99//H*. 12820:AA004271 

R-HEMBAI 004S34//ESTs. Highly s iai I ar to ENDOTHELIAL ACTIN-BINDINC 
PROTEIN [Hoao sapiens]//! . 1e-43: 281 :89//Hs. 584 14: AA1 96947 
R-HEMBA 1 004538//EST//3. 3e- 1 S : 2 70 : 71 //Hs . 1 3666 7 : AA707972 
R-HEMBAI 004554 

R-HEMBAI 004560//ESTs//8. 2e-25: 179:88//Hs. 96S60:W22924 
R-t€MBAI004573//ESTs. Moderately siailar to ALR [H. sapiens]//!. 0:3 
05: 60//Hs. 30272 : AA1 3491 3 

R-HEMBAI 004577//ESTS//7. 9e-50: 319:89//Hs. 22660: AA582243 
R-HEMBA 1 004586//6ST$//2. 6e-73 : 384 : 96//Hs. 9582 : R39769 
R-HEMBAI 004596//ESTs//6. Oe-22 : 1 SO : 82//Hs. 42530: N4 1 661 
R-HEMBAI 00461 0//ESTs//l . 2e-9! : 438 : 98//Hs. 47823: AA780767 
R-+CMBA1O0461 7//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t KIAA0501//4. 6e-52;327:85//Hs. 1 59897: AB007970 
R-HEMBAI 0046 2 9//ESTs//2. 3e-19: 21 5: 76//Hs. 1 1 1 995 : Al 37591 5 
R-HEMBAI 00463 l//ESTs//3. 6e-99: 470 : 98//Hs. 49303 :AA8I0785 
R-HEIBA1 004632//ESTs//1 .0:128: 66//Hs . 1 59 1 82 : AA831 1 52 
R-HEMBAI 00463 7//ESTs, Highly siailar to HYPOTHETICAL 83.6 KD PROT 
EtN R05D3.2 IN CHROMOSOME III [Caenorhabditis elegans]//4. 8e-l 1 1 : 5 
32 : 98//Hs. 1 2263 : AA2B2393 

R-HEMBAI 004638//ESTs//1 . 2e-66: 341 : 95//H*. 1 22687: Al 278454 
R-HEMBAI 004666//ESTI//2. 1e-65: 333: 96//Hs. 98873: AA625442 
R-HEMBAI 00466 9//ESTs//0. 00039: 116: 74//HS. 1 3872S : N76348 
R-HEMBAI 004670//ESTs//l . 7e-1 6 : 1 1 6 : 89//Hs. 56825 : Al 057560 
R-HEMBAI 004672//EST//6. 7e-76 : 31 5 : 97//Hs. 2082 1 : R1 9368 
R-HEMBAI 004693//EST s//6 . 4e-68 : 327 : 99//Hs. 1 59066 : A 1 093252 
R-HEMBAI 004697//ESTs//9. 3e-98 : 467 : 98//Hs . 62637 : AA043562 
R-HEMBAI 004705//EST//0. 0034:271: 58//Hs. 1 1 2503 : AA5 99042 
R-HEMBAI QQ4709//EST//1 . 3e-55: 392 : 85//Hs. 149SB0 : Al 281 881 
R-HEMBAI 00471 1//Swa 1 1 inducible cytokine AS (RANTES)//1 . 9e-47:449: 
76//H*. 155464 :AF0882 19 

R-HEMBAI 0047 2 5//EST//1 . 8e-71 : 424 : 88//Hs. 1 5571 2 : At 30923S 
R-HEMBAI 0047 30//Hoao sapiens clone 23892 aRNA sequence//2. 1 e-44: 46 
7 : 73//Hs. 91 916: AF035317 

R-HEMBAI 0047 33//EST//0. 99:84: 65//Hs . 1 6 1 372 : A 1 4231 51 

R-HEMBAI 004734//ESTX//1 . 8e-82 : 42 1 : 96//Hs . 21275: N73275 

R-HEMBAI 004736//Ataxi a telangiectasia autated (includes coapleaent 

at ion groups A. C and D)//9. Se-39: 296 :82//Hs. 51 187 :U82828 

R-HEMBA 1 0047 48//EST 1 / / 1 . 7e-43 : 1 66 : 86//Hs . 37573 : HS 9651 

R-HEMBA 1 0047 5 1 //EST s//8. Oe-23 : 1 55 : 88//Hs. 1 49464 : A 1 279428 

R-HEMBA l 004752/ZThroabo une A2 receptor//2. 7e-45: 281 : 89//HS. 89887: 

038081 

R-HEMBAI 004 7 S3//40S RIBOSOMAL PROTEIN S20//8. 3e-67 : 475: 84//HS. 81 0 
2: L06498 

R-HEMBAI 004756//ESTs//2. 0e-81 : 384 : 99//Hs . 1 29545 :N68679 
R-HEMBAI 004758//EST//2. Oe-43 : 367 : 80//Hs. 1 33006 : Al 049504 
R-HEMBAI 004763//ESTS//2. Oe- 1 08 : 567 : 94//Hs. 3757 : W87380 
R-HEMBAI 0Q4768//ESTS, Weakly siailar to RETR0VI RUS-RELATEO POL POL 
YPROTEIN [Mus ausculus]//! . 4e-47: 379 : 81//Hs. 1 41 273 :H66705 
R-ICKBA 1004 7 70//ESTs//0. 001 4:246 :61//Hs. 124857: AA687092 
R-HEMBAI 00477!//ESTs//1 . 1 e-1 2: 323 : 63//Hs. 1241 46 :AA699633 
R-HEMBA) 0047 76//ESTs//2. 5e-112 :567: 95//Hs. 12680:»74476 
R-HEMBAI 0047 7 B//ESTs//l . 4e-33 : 272 : 75//Hs. 141123 : AA8481 67 
R-HEMBA 1 004795 

R-HEMBA 1004803//ESTs//1 . Oe-48 : 319 : B6//Hx. 1 39231 : W87732 
R-HEMBA? 004806 

R-HEMBA 1 0048 07//ESTs//6. 2e-77: 362: 100//Hs. 140945: N47676 
R-HEMBA 1 00481 6//EST//4. 3e- 1 8 : 246 : 72//Hs. 1 50552 : A 1 053784 
R-HEMBAI 004820/ZHuaan arginine-rich nuclear protein aRNA, coaplete 
cds//S. 0e-14: 141 :85//Hs. 8051 0:M74002 
R-HEMBAI 004847 

R-HEMBAI 004850//ESTs//l . 2e-83 : 395 : 99//Hs. 30925 : AA5771 20 
R-HEMBAI 004863//EST s//7. 5e-2 1:204: 79//HS. 35036 : H95267 
R-HEMBA 1004864 

R-HEMBA 1 004865//EST//6. 7e- 1 8 : 1 91 : 75//HS . 129944 : AA429362 
R-HEMBAI 004880//EST//4. 4e-70 : 346 : 98//Hs. 145094 : AA452409 
R-HEMBA 1004889//ESTs//4. 8e-1 17:496: 97//Hs. 1 5641 :W63676 
R-HEMBAI 004900//ESTs//1 . 2e-1 5 : 283 : 68//Hs. 1 57606 : A 1 357470 
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R-HEIfflA 1 004909/ /EST s//7. 29 - 44 : 3E6 : 79//HS. 1 40329 : AA7 1 401 1 
R-HEMBA 1 00491 8/ /Hu ■in aRNA for KIAA0392 sene, partial eds//4.6e-S 
0: 313:89//Hs. 401 00: A8002390 

R-HEM8A1004923//ESTs//0. 01 3:1 62 :64//Hs. 143655: All 28388 
R-HEMBA 1004929//EST//2. 3e-48 : 250: 97//Hs. 1 31 589: Al 025053 
R-HEMBA100493Q//Cytochroae P450, subfaaily I (a roast ic coapound-in 
ducibla). polypeptide 2//1 . 2e-70: 547: 80//Hs. 1361 :M5S053 
R-HEM8A1004933//ESTs, leakly siailar to R06C7.6 [C. el egans]//5. Se- 
ll 0:530 :98//Hs. 18029: AI422883 

R-HEMBA1 004934//EST*//! . 3e-l 03 : 522 : 96//Hs. 4041 S : AA03721 5 
R-HEMBAI 004944//ESTs//6. 0e-2l : 97:84//H*. 141 973 :N21 434 
R-HEMBA1 004954//ESTs//7. 9e-1 1 2 : 596 : 93//HS. 6226 : 161 007 
R-HEMBAI 004956//E$Ts//3. 1 e-58 : 280 : 1 00//Hs. 1 20750: AA741 074 
R-HEMBA 1 Q04960//ESTs//6. 9e-89: 476 : 93//HS. 163738 : AA601 040 
R-t€«8A1004972//EST»//3. Oe-72 : 381 : 9S//Hs. 5501 4: AA934035 
R-HEM8A1004973//ESTs//2. 7e-9! :441 : 98//HS. 28144: AI292065 
R-HEMBAI 004977//ESTs//2. Oe-95: 446 : 99//H*. 29690 : A 1 1 6B404 
R-HEMBA I004978//Hoao sapiens natual killer cell group 2-F (NXG2-F) 
aRNA, coaplete cds//0. 43: 187: 67//Hs. 129734 :AJ001 683 
R-HEKBA1004980//Huaan aRNA for KIAA0331 gene, coaplete cds//6.4e-5 
3:305:91//Hs. 146395:AB002329 

R-HEMBAI 004 983//ESTs//0. 16: 482 : 57//H*. 1 31 929: Al 021 894 
R-HEMBA 1004995 

R-HEMBA 100 5008//EST. leakly siailar to aariner transposase [H. sapi 
ens]//6. 9e-S1 :482:78//Hs. 141601 :N63520 

R-HEMBAI 005009//ESTs, Highly siailar to ACTIN I [Naegleria fowler 
i]//3. 8e- 109: 551 : 96//Hs. 1031 80 : A 1 3652 1 2 

R-HEMBA 1 0050 19//Hoao sapiens aRNA for KIAA0648 protein, partial cd 
x/n. 0e-l 05 : 542 : 94//H* . 3 1 92 1 : ABO 1 4548 

R-HEMBA 1005029//ESTs, leakly siailar to LINE-1 REVERSE TRANSCRIPTA 
SE HOMOLOG [Hoao sapiens]//8. 4e-95:491 :94//Hs. 1 6085: Al 261382 
R-HEMBAI 00 503 S//Huaan aRNA for KIAA0033 gene, partial cds//2. 3fr-6 
4: 31 2 :85//Hs. 22271:026067 

R-HEMBA 1005039//ESTs, leakly siailar to zinc finger protein [H. sap 
iens3//2.' 6e-48: 443 : 78//Hs. 1 39019: N99348 

R-K£M8A1005047//ESTs. Highly siailar to RAS-REUTEO PROTEIN RAB-S 
A CCanis faai I iaris]//1.2e-87:542:87//Hs, 16258: Al 376436 
R-HEMBA1 005050//ESTs//6. 3e-46 : 31 1 : 86//Hs. 159510: AA297 1 45 
R-HEMBA 100 506 2//ESTs//1 . 1 e-14: Z16:68//Hs. 1 29935 :AA994451 
R-HEMBA 100 506 6//Huaan clone 23574 aRNA seouence//2. 2e-24: 303: 73//H 
s. 79385:1190905 

R-HEMBA1 005075//EST//0. 65:214: 62//Hs. 1 33991 : A 1 075789 
R-HEMBA1005079//Huaan BENE aRNA. partial cds//l . 9e-44: 304: 83//Hs. 8 
5889 :U1 7077 

R-HEMBA!005083//£STs//2.8e-74:356:98//Hs. 132272 :AI 393958 
R-HEMBA1005101//Hoao sapiens SYT interacting protein SIP aRNA, coa 
plete cds//l.7e-11 1:545 :96//Hs. 1 1 170: AF080561 
R-HEMBAI 0051 1 3//ESTs//1 . 1 e-1 01 : 512 : 9S//Hs. 7972 : Al 052739 
R-HEMBA1005123//Ley I-L//3. 6e-58: 519: 77//Hs. 37062: AC005952 
R-HEMBA 1 005 133//H. sapiens aRNA for NACH-alpha-2 prole in//8. 3e-46 : 3 
09: 85//Hs. 19949:198173 

R-HEMBA 1 005 149//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K I AA0488//4. 7e-36 : 394 : 75//Hs .67619: AB0079S7 

R-HEMBA 1005 1 52//Hoao sapiens antigen NV-C0-I6 aRNA, coaplete cds// 
3. 6e-32 : 362 : 77//HS. 1 32206 : AF039694 
R-HEMBAI 005 1 59//EST//7. 4e-47 : 2S2 : 94//Hs. 1 34930: Al 093397 
R-f€MBAl 0051 85//ESTs//5. 2e-48 : 305 : 89//Hs. 1 4920 : AA9 1 09 1 4 
R-HEM8A100520l//ESTs//4. 7o-58:293: 97//HS. 237S2:C05766 
R-HEMBAI 005202//ESTs//l .0:169: 59//Hs. 1 53423 : A II 98239 
R-t€MBA1005219//Hoao sapiens putative tuaor suppressor protein (12 
3F2) aRNA. coaplete cds//0. 84: 191 :61//Hs. 26931 :AF061 836 
R-HEMBAI 005223//ESTS//0. 75:90: 70//HS. 1 27446 : AA 1 672 84 
R-HEMBAI 005232//EST//0. 056 162: 67//Hs. 6S649 : FI 3687 
R-HEMBA 1 00524 1//ESTs//3. 6e-1 13: 564: 96//Hs. 1 2770:184331 
R-HEMBAI 00S244//ESTs//6. 4e-22: 1 18: 100//Hs. 21396: AA1 14834 
R-HEMBA 1005251 //ESTs//8. 5e-36: 213:92//Hs. 161 554 :AA393896 
R-HEMBAI 005252//Hoao sapiens aRNA for KIAA0585 protein, partial cd 
*//6. 1e-49: 277: 93//Hs. 72660: AB01 1157 
R-HEM8AI005274//ESTs//3.7e-65:322:98//Hs. 1051 66 : AA668862 
R-HEMBA 1 005275//ESTS//2. 1 e-29: 298: 73//HS. 33393: R8339I 
R-HEMBAI 005293//ESTS//3. 5e-93 : 448 : 98//HS. 1 2066 : Al 2085 1 1 
R-HEMBAI 005296//ESTs//4. 3e-33 : 168:1 00//Hs. 1 391 6 : A 1 025750 
R-HEMBAI 005304//Saa II induci ble cytokine AS (RANTES)//2. 8e-50: 31 5: 
82//HS. 155464: AF08821 9 , 

R-HEMBA 100531 1 //Hoao sapiens 4F5S aRNA, coaplete cds//1 . 3e-44: 318: 
83//HS. 32567 :AF0735 19 

R-HEMBA 100 53 1 4//EST s//3. 0e-103 : 491 : 98//Hs. 41 606 : Al 095046 
R-HEMBA 1 00531 S//EST//1 . 9e-29 : 370 : 72//Hs. 1 61 483 : N59 1 69 
R-HEMBAI 00531 8//ESTS//3. 9e-ll0: 535:97//Hs. 26771 AAI26472 
R-HEMBA1Q05331//intercel lular adhesion aolecule 2//7. 6e-39: 256: 87/ 



/Hs. 83733: XI 5606 

R-HEMBAI 005353//ESTs//l . 7e-81 : 406 : 96//HS. 1 55374: Al 341467 
R-HENBA100S359//Hoao sapiens neuronal thread protein A07c-NTP aRN 
A. coaplete cds//4. 7e-46: 294 : 81//Hs. 1 29735 :AF01 0144 
R-HEMBAI 005367//AI coho I dehydrogenase 2 (class' I), beta polypeptid 
e//1 .0:210: 62//Hs. 4 : X03350 

R-HEMBA100S372//ESTs//6. 2e-9S:451 :99//Hs. f 3S21 9: A 1 09 1 6S3 
R-HEMBAI 005374//ESTS//1 . Se-1 07: 502 : 99//Hs. 1 1 8208: AA947305 
R-HEMBA 1005389//Fc fragaent of IgA. receptor for//1. Oe-39 : 3 1 1 :80// 
Hs. S4486 : XS4I SO 

R-HEIffiAI00S394//ESTs, leakly siailar to coded for by C. elegans cD 
NA yk30b3. 5 [C. e!egans]//4. 0e-88:489:92//Hs. 43864: AA1 31 568 
R-HEMBAI 005403//EST//0. 001 1 :78: 75//Hs. 127061 :AA863278 
R-HEMBAI 005408//ESTS//3. 2e-29 : 395: 71//HS. 1 1 7532 : AA676725 
R-HEMBAI 00541 0//ESTS//1 . 5e-1 8: 271 : 70//HS. 1 44604: Al 052059 
R-HEMBAI 005411 //EST s//l. »e-35:335: 77//Hs. 141 181 : R98757 
R-HEMBAI 0054 2 3//Hoao sapiens cycl in-dependent kinase inhibitor (CO 
KN2C) aRNA. coaplete cds//l. 8e-l 18:4S3:99//Hs. 4854:AF041 248 
R-HEMBA 1 005426/ /Chroaosoae 1 specific transcript K IAA0491//Q. 25:26 
4: 6l//Hs. 1 36309 :AB007960 

R-HEMBAI 005443//Hoao sapiens (clone s!53) aRNA fragaent//!. 7e-47:3 
05: 87//Hs. 6445:140391 

R-HEMBAI 00 5447//ESTs//S. 7e-83 : 529: 86//HS. 1 14253 : AA745961 
R-HEMBAI 00 5 46 8//E ST s//7. 3e-23 : 249 : 73//Hs. 61 1 99 : AA024494 
R-HEMBA 1 00546 9//Huaan aRNA for KIAA0355 gene, coaplete cds//4. 5e-4 
S:320:85//Hs. 153014: AB0023S3 

R-HEMBAI 0054 72//Huaan kpni repeat arna (cdna clone pcd-kpni-8), 3’ 
end//8. 4e-73:464: 87//Hs. 103948 :K00627 
R-HEMBA 1005475//ESTs//0. 32: 192: 59//Hs. 62694: AA 100445 
R-HEMBAI 005497 

R-HEMBAI 005500//ESTS//2. 2e-43 : 307 : 85//Hs .146811: AA41 0788 
R-HEMBAI 005506//75 kda infertility-related spera protein [huaan, t 
estis. aRNA Partial, 2427 nt]//0. 1 1 : 295: 60//Hs. 62608: S58544 
R-HEMBAI 005508//ESTs//2. 8e-SS : 3 1 9 : 93//Hs. 501 50 : N90870 
R-tCMBAI 00551 l//ESTs, leakly siailar to siailar to aouse NHRI (C. e 
I egans]//2. 6e-82: 387: 99//Hs. 67466: Al 21 9740 
R-HEMBAI 00551 7//ESTs//4. 6e-77 :469 : 90//Hs. 1 26787 : AA203322 
R-HEMBA 1 0055 18//ESTs//l. 5 e-1 08: 561 :94//Hs. 123167:AA601045 
R-HEMBA! 005520//Put at ive aisaitcti repair/binding protein hMSH3//7. 
5e-44: !79:84//Hs.4Z674:U61981 

R-HEMBAI 005526//ESTS//8. 7e-46:308:86//Hs. 14601 1 :AA410788 
R-HEMBAI 00 5 528//ESTs. Highly siailar to POP2 PROTEIN [Saccharoayc 
es cerevis i ae]//S. 6e-11S: 578: 9S//Hs. 1 7035: AI080471 
R-HEMBAI 00S530//ESTs//1 . 5e-11 0 : 551 : 96//Hs. 1 07294 : 172350 
R-HEMBAI 005548//ESTs//l. 7e-100: S10: 96//Ns. 91 15:N90926 
R-1CMBA1 005552// 1 n ter I euk i n 1 0//2. 4e-38 : 306 : 80//Hs. 2180: M57627 
R-HEMBAI 005558//ESTs, leakly siailar to unknown [S.cerevisiae]//5. 
3e-77 : 439 : 91//Hs. 22897 : R431 93 

R-HEMBAI 005568//ESTs, leakly siailar to !H! ALU SUBFAMILY J 1ARNI 
NC ENTRY !!!! [H. sapi ens]//3. 4e-3l : 182 : 76//Hs. 1 33526 : N21 103 
R-HEMBAI 0055 70//ESTS// 3. 3e-67 : 41 1 : 88//Hs. 1 42245 : AA489709 
R-HEMBAI 00 5 576//EST//0. 91 : 52 : 73//Hs. 14951 8:AI280497 
R-HEMBA 1 005577 

R-HEM8A1 005581//Hoao sapiens aRNA for MEt^S. partial cds//3. 1 e-28: 
561 : 64//HS. 57929: AB01 1 538 

R-HEM8A1 005582//EST s//6. Oe-73 : 371 : 97//Hs. 103758: C06392 
R-HEMBAI 005583//ESTS//8. 3e-79 : 4 1 3 : 95//HS . 62348 : AA41 9539 
R-HEMBAI 00 5 588//Huaan c-yes-1 aRNA//2. 6e-52 : 403: 83//Hs. 75680: Ml 599 
0 

R-HEMBAI 005593//ESTs//3. 3e-30: 1 39 : 80//Hs. 142273 : 137905 
R-HEMBAI 00559S//ESTs//l . 1 e-97 : 454 : 1 00//Hs. 27497 : A 1 274820 
R-HEMBAI 0056 06//EST//1 . 0e-1 2: 313: 64//Hs. 1 62402 : AAS731 25 
R-HEMBAI 005609//ESTS//0. 49 : 278: 58//Hs. 76235:156390 
R-HEMBAI 0056 1 6//EST//1. 3e-98: 470: 99//Hs. 122230: AA781 422 
R-H£M8A1005621//ESTs, leakly siailar to MITOTIC MAD2 PROTEIN (S. ce 
rev i s i ae]//2. 8e-95 : 539 : 92//Hs. 1 9400: AA662845 

R-HEMBA 100 56 2 7//Huaan aRNa for adipogenesis inhibitory factor//S. 5 
e-38: 317 : 78//H*. 1 72! :X58377 

R-HEMBAI 00 S6 31 //Huaan aRNA for KIAA0393 gene, coaplete cds//2.3e-l 
1 :279:65//Hs. 1 5245 : AF041081 

R-HEMBAI 005632//EST//1. 5e-10: 181 : 70//Hs. 120259: AA73! 522 

R-HEMBAI 0056 34//Hoao sapiens aRNA for cheaokine LEC precursor, coa 

plete cds//1 . 4e-25: 234: 80//Hs. 10458:AF088219 

R-HEMBAI 005666//ESTs//2. 3e- 103: 534: 95//Hs. 1451 2: AA205973 

R-HEMBAI 005670//ESTs//2. 6e-39 : 1 66 ; 81//Hs. 1 3941 4 : A 1 279477 

R-HEMBAI OOS679//Esterase D/foraylglutathione hydrolase//!. 3e-50: 32 

2 : 88//Hs. 821 93 :M1 3450 

R-HEMBAI 0056 80//Hoao sapiens LIN protein aRNA. coaplete cds//3. 3e- 
43 : 343: 81//Hs. 1S4103:AF061258 

R-HEMBA l00568S//Huaan hoaeodoaaio protein (Prox 1> aRNA, coaplete 
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cds//0. 0050:235: 64//Hs . 1 59437 : U44060 

R-HEMBA 1005699//Huaan putative EPH-related PTK receptor ligand LER 
K-B (EpigS) aRNA. coeplete cds//1. 7e-47: 376: 84//Ha. 26988: US6406 
R-HEMBAI 0057Q5//ESTs// 3. 0e-53: 259: 99//HS. 5531 4: AA772055 
R-HEMBA 1 0057! 7//EST//2. 5e-59: 287 : 99//H a. 1 46870: Al 1 59943 
R-HEMBAI 005732//Hoao sapiens aRNA for cartilage-associated protein 
(CASP)//I . 2e-45: 398: 79//Hs. I5S481 :AJ006470 
R-HEMBA1 005737//ESTs//2. 5e-57 :416 : 83//Hs. 23245 : AA0538I S 
R-HEMBA 1005746//EST//0. 098: 12S:68//Hs. 1 36945: AA765672 
R-HEMBAI 005755//EST//2. 2e-22 : 1 80: 84//Hs. 141488: N47096 
R-HEMBAI 005765/ Ahiaan peptide transporter (HPEPTI) aRNA, complete 
cds//3. 9e-47:404:80//Hs. 2217 :U21 936 

R-HEMBAI 005 780//E ST s// l . 3e-106 : 512 : 97//Hs. 1 1 901 : AA1 73974 
R-HEHBA 100581 3//Hoao sapiens bRNA for cheaokine LEG precursor, coa 
plete cds//2. Oe-33: 195: 84//Hs. 104S8: AF08821 9 
R-HEMBA1005B1S//ESTi//7.6e-l9:290:7!//Hs.ll22l8:AI038601 
R-HEMBA! OOSB22//£STs//S. 4e-49 : 246 : 98//Hs . 34804 : AAS 1 4960 
R-HEHBA! 005829//ESTs//2. 7e-72: 344: 99//Hs. 54548: AI039201 
R-HEMBAJOOS834//£STs//I.6e-44:317:82//Hs. 1 57029 : A 1 0B06 1 8 
R-HEMBA!005852//ESTs//1 . 6e-1 02: 544: 93//Hs. 991 1 : AA09891 1 
R-HEIBAIOO$8S3//ESTs//1.8e-78:398:9S//Hs. 140248:AA757917 
R-HEMBAI Q05884//EST//2. 6e-18: 275:67//Hs. 1 39357: AA420970 
R-HEMBA1 005891 //ESTs//2. 1 e-89: 427: 98//Hs. 6731 7: Al 022252 
R-HEMBA 1005894 

R-tGfBAI 005909//EST s//2. 6e-91 : 436 : 99//H* . 1 47492 : Al 21 5686 
R-HEMBAI 00591 1//ESTS//1 . 1 e-85: 446 : 95//HS. 1 34494: AI076363 
R-HEMBAI 00592 1//ESTs//l . 4e-84: 428 : 9S//Hs. 1 27993 : AA970632 
R-HEMBAI 005 931 //Hobo sapiens aRNA for KIAA0S26 protein, coaplete c 
ds//9. 5e-45 : 446 : 75//Hs. 59403 : ABO 1 1 098 
R-t£MBAl 005934//EST s//0. 20: 142:6S//Hs. 97079:AA370867 
R-HEMBAI 005962//ESTS//1 . 8e-87 : 409 : 1 00//H s. 1 61 292 : A 1 1 994 1 8 
R-HEMBAI 005963 

R-HEMBAI 005 990//Hoao sapiens 1-1 receptor candidate protein aRNA. 
coaplete cds//2. 2e-1 1 3: 580: 95//Hs. 26285: AF0S2SI6 
R-HEMBAI 005 99 1 //Huaan anti secretory factor-) aRNA. coaplete cds// 
2. Oe-45: 551 : 70//Hs. 148495: AF0501 99 

R-HEMBA 1 005999//ESTS//7. St-24: 201 : 69//Hs. 1 57029 : Al 0806 1 8 

R-HEMBAI 006002//EST s//3. 1 e-1 12: 573 : 95//Hs. 61233 : Al 379875 

R-HEMBAI 0Q6005//E ST// 1 . 0: 10S:63//Hs. 1 45273 : Al 249436 

R-HEMBAI 006031 //Horn sapiens aRNA for KIAA0725 protein, partial cd 

s//2. 4e-28: 444: 67//Hs. 26450 : AB01 8268 

R-HEMBA 1 00603S//ESTs//4.5e-94: 465 :97//Hs. 44625 :N49951 

R-HEMBAI 006 036//ESTS//6. 1e-90: 420: 1 0Q//Hs. 126771 :AA9 1 6508 

R-HEMBA 1006042//EST//1.5e-88: 424 :98//Hs. 132551 :AA948490 

R-fCMBA 1006067 

R-HEMBA 1 00608 1 //EST j//7. Be-6 8 : 356 : 9S//Hs . 2741 0 : N2 56 1 2 

R-HEMBAI 006 090//EST//5. 1 e-66 : 320 : 99//Hs. 99551 : AA46 1517 

R-HEMBA 1 00609 1 //ESTs//2. 0e-84 : 44 1 : 94//Hs . 96 58 : AA5063 1 3 

R-HEMBA 1006 100//Huaan high-affinity copper uptake protein (hCTRI) 

aRNA, coaplete cds//3. 4e-43: 328: 82//Hs. 73614.U83460 

R-HEMBAI 006 108//ESTs//1.5e-44: 228 :98//Hs. 26368 :AA789297 

R-HEMBA10061 21//ESTs//l . 6e-1 16 : 547 : 99//Ks. 341 51 :AI 279293 

R-HEMBAI 0061 24//EST//1 . 6e-20 : 286 :64//Hs. 1 48457 : Al 1 9893 1 

R-HEMBAI 006 130//ESTs//8.8e-47: 23 1 :99//Hs. 16470: AA1 21 635 

R-HEMBA 1 006 1 3B//Hoao sapiens aRNA for KIAA0792 protein, coaplete c 

ds//8. 7e-27 : 296: 73//Hs. 1 1 9387: AB007958 

R-HEMBAI006 1 42//ESTs//l . Se-27 : 255: 70//HS. 1 39507 : T77542 

R-HEMBA 1 006 1 55//ESTs//4. 9e-64 : 353 : 94//Hs . 84560 : R41 2 1 2 

R-HEM8A1006158//Deoxyur idine tr iphospha tase//0. 99: I62:62//Hs.821 1 

3:U31 930 

R-HEMBAI 006 1 73//ESTs//7. 5e-85 : 462 : 92//Hs. 79092 : H29627 
R-HEMBAI 006 1 82//ESTs//S. 5e-29 : 2 1 8 : 72//HS. 141466: H96906 
R-HEMBAI 0061 98//ESTS//2. 1e-34:282:82//Hs. 142068:AA176125 
R-HEMBAI 006235//Hoao sapiens clone 24422 aRNA sequence//6. 9e-112:5 
45: 97//HS. 109268: AF070557 

R-HEMBA 1006248//ESTS, Highly siaitar to ZINC FINGER PROTEIN MFC) 
[Mus auscu lus]//3. 3e— 1 14:581: 95//Hs. 23617: AA928683 
R-HEMBA 1 0062 52//Huaan aRNA for KIAA0080 gene, partial cds//7.0e-4 
8: 284: 76//Hs. 74554:038522 

R-HEMBA 1 006253//Hoao sapiens 45kDa splicing factor aRNA, coaplete 
cds//5. 7e-30: 1 79: 91//Hs. 1 5836 : AF083384 

R-HEMBA 1 0062 59//Hoao sapiens KIAA0421 aRNA. partial cds//l . 5e-45: 3 
26 : 84//HS. 4t 742 : AB00788I 

R-HEMBAI 006268//ESTs, Highly siailar to c-Jun leucine zipper inter 

active [M. auscu I us]//l. 2e-97: 529: 93//Hs. 10552 :AA52440I 

R-HEMBA 1 006 2 72//EST s . Moderately siailar to RETROVIRUS- RELATED PRO 

TEASE [H. sapiens]//2. 7e-88:484: 92//Hs. 1041 29: AA923278 

R-HEMBA 1 00627S//H. sapiens PAP BRNA//S. 2e-56: 585: 71 //Hs. 49007 :X7677 

0 

R-HEMBAI 006283//ESTS, leakiy siailar to NUCLEAR POLYAOENYLATED RN 
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A-BINOING PROTEIN NAB2 [S. cerev i s i ae]//1 . 6e-66 : 377: 9I//Hs. 108674: « 
25821 

R-HEMBAI 006284//ESTs//3. 7e-l 10: 544 : 96//Hs. 55296 : A 1 084735 
«-HEMBAl00629l//ESTs//2. 2e-91 :4S7: 96//Hs. 11461 1 :N3701 9 
R-HEMBA 1006293//ESTs//5. 4e-78: 370: 99//Hs. 15S1 1 1 : A 1 202037 
R-HEMBAI 006309//ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN//3.7 
e-40 : 1 67 : 86//Hs. 74478 :U33 93 1 

R-fEMBA 1 00631 0//ESTs, Veakly siailar to reverse transcriptase [M.a 
uscului)//5. 6e-76:4l7:94//Hs. I1 1754: Al 204587 

R-HEMBA 1006328//Saa 1 1 inducible cytokine AS (RANTES)//2. 8e-60: 397: 
78//HS.1 55464: AF0882 19 

R-HEMBAI 006334//Huaan occludin aRNA, coaplete cds//0. 72: 369:S9//H 
s. 93518:1149184 

R-HEMBAI 006 344//Huaan plectin (PLECl) aRNA, coaplete cds//0. 016:21 
7:64//Hs.79706:U53204 

R-HEMBAI 006347//ESTS, Highly siailar to HYPOTHETICAL 97.6 KO PR0T 
EIN IN SHP1-SEC17 INTERCENIC REGION [Saccharoayces cerevisiae]//3. 
6e-ll 9: 582: 97//HS. 42343 :AI41 7075 

R-HEMBAI 006349//£STs//5. 2e-57 : 305 : 94//HS. 6338 : AA41 1 382 

R-HEMBAI 006359//ESTs//8. 2e-90 : 426 : 99//Hs. 100873: AA678008 

R-HEMBAI 006364/ /EST s//2 . 2e-98: 582 : 91//Hs. 23837 : AA541787 

R-HEMBAI 006377//EST//0. 0097 : 1 45 : 62//HS. 1 33027 : Al 049830 

R-HEMBAI 006 380//Hoao sapiens aRNA for KIAA0594 protein, partial cd 

s//1 . Oe-41 : 349: 79//Hs. I54872:AB0I1 166 

R-HEMBAI 006381 //ESTs//5. 1e-46:320:85//Hs. 37573:HS965I 

R-HEMBAI 006398//Huaan Line-1 repeat aRMA with 2 open reading fraae 

s//9. 0e-87 : 582 : 64//HS. 23094:819503 

R-HEMBAI 00641 6//ESTs//1 . 5e-1 7 : 251 : 73//Hs . 33950 : A 1 2 1 8923 
R-HEMBAI 00641 9//EST//8. 5e-65 : 353 : 94//Hs .141309: H72778 
R-HEMBA 1006421 //Oxytocin receptor//! . 2e-12:249:68//Hs. 2820:164878 
R-HEMBAI 006424//ESTs, Veakly siailar to pot. 0RF II [H. sapiens]// 
6. 3e-13: 263:66//Hs. 43127:AA2S8004 

R-1CMBA1 006426//EST s//6. 5e-84: 401 : 99//H s. 37303: Cl 6964 

R-HEMBAI 006438//EST//0. 87 : 266 : 57//Hs. 99456 : AA457380 

R-HEMBAI 006445//EST s//2 . 0e-81 : 4 1 4 : 9fi//Hs .58153:172033 

R-HEMBAI 006446//Hoao sapiens aRNA for cadherin-6, coaplete cds//l. 

6e-05: 487 : 58//HS. 32963:031 784 

R-HEMBAI 00646 ! //EST s//S. 1e-78: 393: 97//HS. 142677: R95895 

R-HEIfflAI 00646 7//ESTs. Veakly siailar to putative p150 [H. sapiens]/ 

/3. Oe-I 7:342: 63//Hs. 11 1730: AA604403 

R-HEMBAI 00647 1 //E$Ts//3 . 8e-66 : 370 : 92//Hs .14063: T7744 1 

R-HEMBA l 006474 

R-HEMBAI 006483//Huaan G protein-coupled receptor (STRL22) aRNA, co 
■plete cds//4. 2e-40 : 365 : 78//Hs. 46468 : U45984 

R-1CM8A1 006485//H. sapiens aRNA for aai nopept idase//2. 5e— 92 : SI 7 : 91/ 
/Hs. 132243 :YO770l 

R-HEMBAI 006486//EST//7. Oe-47 : 240 : 75//Hs .16191 7 : AA483223 
R-HEMBAI 006489//ESTs//2. le-93:440: 99//Hs. 1 25264 :AA873 350 
R-HEMBAI 006492//EST s//0. 00034:52 : 90//H* .163219: AA81 0720 
R-HEMBAI 006494//EST//1. 8e-06: 192:67//Hs. 141401 :H93387 
R-HEMBAI 006497//EST s//6. 2e-45 : 232 : 97//Hs. 1 1 801 5 :N33 1 1 7 
R-HEMBAI 006 502//Coap I eaent component 5 receptor 1 (CSa ligand)//8. 
7e-16: 135: 72//Hs. 2161 :M62505 

R-HEMBAI 006507//Hoao sapiens aRNA for KIAA0666 protein, partial cd 

s//3. 9e-1 17 : 570: 96//HS. 1 53858 : AB01 4566 

R-HEMBAI 00652 1 //ESTs//9. 9e-99: 496: 96//HS. 64906 :AA677300 

R-HEMBAI 006530//ESTS//0. 18:260: 60//HS. 24970 : A 1 0576Z8 

R-HEMBAI 006 53 5//GS1 PR0TEIN//0. 52 : 267: 62//HS. 78991 : M86934 

R-HEMBAI 006540//EST//0. 016:143: 66//Hs. 148 ! 8 9 : AA8973 3 > 

R-HEMBAI 006 546//Hoao sapiens aRNA for KIAA0582 protein, partial cd 
s//2. 2«-48 : 287 : 91//Hs. 79507 : AB01 1 1 54 

R-HEMBAI 006559//ESTs, Moderately siailar to neurodegenerat ion-asso 
ciated protein I [R. norvegi cus]//1 . 8e-109:S47:96//Hs. 21 1 22: AA191S9 

4 

R-HEMBAI 006 56 2//EST//1. Ie-13:327:63//Hs. 149641 :AI283064 

R-HEMBAI 006566//ESTs//2. 6e-59 : 3 1 1 : 97//Hs. 1 4601 4 : R51 876 

R-HEMBAI 006569//ESTs//4. 7e-S9 : 458 : 96//HS. 4286 1 : V74725 

R-HEMBAI 006579//ESTs//2. 9e-1 9: 1 1 0: 99//HS. 126191: AA873876 

R-HEMBA 1006 58 3//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 

4)//9.5e-29:276:76//Hs. 1 44563 :AF057280 

R-HEMBAI 006595//ESTs//1 . 3e-96 : 487 : 96//HS. 43228 :N67390 

R-HEMBAI 006597//Saa II inducible cytokine AS (RANTES)//9. 8e-44: 291 : 

B5//Hs. 155464: AF0882I9 

R-HEMBAI 00661 2 

R-HEMBA 1 00661 7//ESTs//1 . 2e : 25: 225 : 80//Hs. 1 38852: AA284247 
R-HEMBAI 006624//ESTS//1 . 9e-93 :454 : 98//Hs. 72531 : AA773630 
R-HEMBAI 00663 1//Huaan aRNA for KIAA0033 gene, partial cds//7. Se-6 
0: 286: 90//Hs. 22271:026067 

R-HEMBAI 006635//ESTs. Moderately siailar to !!!! ALU SUBFAMILY SP 
VARNINC ENTRY !!!! [H. sapi ens]//2. 7e-91 : 426: 100//Hs. 1 39469: Al 29988 
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R-HEMBAI 006639/ /EST *, Highly similar to POLYADENYLATE-B I NO I NC PRO 

TEW [Hobo sapi en*]//3. 4e-37: 166: 1Q0//Hs. 109818: AA41 11 85 

R-HEMBAI 006643//ESTs//1 . 8e-35 : 1 89: 97//H*. 1 39640 : AA846777 

R-HEMBA 1 006648/ /Hoao sapiens integr in-l inked kinase (ILK) «RNA, co 

aplete cds//8. 1 e-108: 5S7:94//Hs. 6196:1140282 

R-f€MBA1 006652/ /EST s//7. 6e- 1 00 : 536 : 93//Hs . 1 426 1 3 : AA 1 2942 7 

R-HEMBA1006653//EST*//2.0e-33:l81:87//Hs. 1 53599: Al 28751 ! 

R-HEMBA I 006665//EST//1 . 2e-1 3 : 1 41 : 72//Hs. 1 45596 : Al 2631 02 
R-HEMBA 1 006674//ESTs//3 . 1 e-32 : 2 1 2 : 83//HS . 95 1 1 5 : AA206594 
R-HEMBA 1 006676//E5TS//2 . 6e-9S: 510: 93//H* . 391 40 : A 1 04 1 842 
R-HEMBAI006682//EST//1 . 4e-05 : 277 : 62//Hs. 1 45762 : Al 269435 
R-HEIffiA100669S//Hoao sapiens apoptotic protease activating factor 
1 (Apaf-1) aRNA, cooplete cds//1 . 9e-32:26l :79//Hs. 77579:AF0I3263 
R-HEMBA 1 006696//ESTS//4. 5e-9S : 448: 99//HS. 1 55694 : A 1032695 
R-HEMBA 1006708//ESTs. Veakly siailar to Mi 1 ler-Dieker lissencephal 
y gene [H. sapiens]//1. I e-92: 483: 94//H*. 6525: AI20531 3 
R-HEMBA 1 006709//ESTs//3. 4e-2S : 207 : 80//Hs. 88617: AA872062 
R-HEMBA 10067 17 

R-HEMBA 1 0067 37//EST//5. 9e-30 : 317: 75//Hs. 1 40568 : AA826002 
R-HEMBA1006744//lnter leuki n 10//3. 7e-41 :4I9:74//Hs. 2180:157627 
R-HEMBA 1 0067 54//ESTs//1.2e-46: 276 :83//Hs. 1 41 2 54 : A 1 334099 
R-HEMBA 1 006 7 58//EST s//0. 00043 : 48 : 1 0Q//H» .157265: AA489646 
R-HEM8A1 006767//EST//0. 094 : 1 20 : 65//Hs. 1 59873 : R92763 
R-HEMBA 1 006779//EST//9. 3e-45 : 2 98 : 85//Hs. 1 49580 : A 1 28 1 88 1 
R-HEMBA 1 006780//EST*//1 . 6e-46 : 423 : 77//Hs. 1 41 602 : N6356 2 
R-HEMBA 10067S9//EST*//7. 6e-S5: 245: 95//H*. 6459: AI092936 
R-HEMBA1006795//EST*//8. 6e-47: 315: 78//Hs. 140491 : 152705 
R-HEMBA 1006796//ESTS//0. 26: 1 75: 65//Hs. 103280:AI334978 
R-HEMBAI 00S807//Hoao sapiens DEC-205 aRNA, coaplete cds//5. 7e-47:4 
61 : 75//Hj. 1 53563: AF0 11333 

R-HEMBA 1 00682 1//ESTs//3. Se-1 2 : 222 : 68//Hs. 1 50439 : A 1 01 630S 
R-HEMBA 1006824//Hoao sapiens aRNA. c lone: RES4-16//6. 7e-S1 : 298: 90// 
Hs. 121493:025272 

R-HEMBA) 006832//ESTS//0. 0050 : 1 08 : 70//H*. 1 2853 : T65556 

R-HEMBA I 006849//Muaan aRNA for KIAA0118 gene, partial cds//2.1e-4 

9: 367:83//Hs. 154326:042087 

R-HEMBA1006865//ESTa//0. 85: 1 12:63//Hs. 1 16430: AA644665 

R-HEM8A1 006877//Hoao sapiens aRMA for KIAA0772 protein, coaplete c 

ds//l . 8e-67 : 61 1 : 74//Hs. 1 551 9: AB01 831 5 

R-HEIffiAt 006885//ESTs//2. 4e-66: 347 : 96//Hs. I00624.N95453 

R-HEMBA 1 006 900//ESTs//2. 7e-9 1 : 466 : 96//HS .32984:889739 

R-HEM8A1006921//ESTs//2.2e-33:170:100//H*. IS2277: AA5931 17 

R-HEMBA 1 006926/ /ESTs , »eakly siailar to ZK1053.6 [C. eiegans]//2. 9 

e-28 : 2 1 3 : 84//Hs . 9096 : AA029400 

R-HEMBA1 006929/ /EST s//4. 0e-1 3 : 21 0. 66//Hs. 1 00895 : AA479308 

R-hfcMBAI 006936//ESTs//3. 9e-05: 60 : 93//HS. 8737:122712 

R-HEMBA 1 006938//EST//0. 0021:244: 62//Hs . 144237: 152 382 

R-htMBA 1 00694 1 / /Hoao sapiens aRNA for putative thioredoxin-l ike pr 

otei n//6. 5e-77: 371 :98//Hs. 42644 :AJ01 0841 

R-HEM8A1006949//ESTs//1 . 2e-67: 335: 98//HS. 25780:851321 

R-HEMBA1 006973//EST1//0. 029:242: 61//H* . 1 46074: N34457 

R-HEMBA 1 006976//EST//0. 70:206:61 //Hs . 1 47092 : A 1 1 8982 7 

R-HEMBA 1006993//Huaan aRNA for KIAA0327 protein, coaplete cds//2.6 

e-47 : 366: 80//Hs. 149323: AB002325 

R-HEMBA 1006996//ESTS//0. 027:326: 58//Hs. 105008: AA4S1679 
R-HEMBA 1 007002//ESTs//0. 13:116: 66//Hs . 26 928 : Z4 1 440 
R-HEMBA 1 00701 7//ESTS//4. 3e-47: 208: 87//HS. 155243:170293 
, R-HEMBA 100 701 8//ESTs, Moderately siailar to LIC-2 [R. norvegicus]// 
2. 8e- 1 1 2 : 558 : 96//HS . 1 07905 : A 1 248363 
R-HEMBA 100704S 

R-HEM8A10D705I//ESTS//2. Se-39: 321 :80//Hs. 14681 1 :AA410788 

R-HEMBA 1 00 705 2//EST//3 . 4e-4 1:377: 74//Hs . 44634 : N3483 9 

R-HEMBA 1 007062//ESTS//1 . 2e-92 : 439: 99//MS. 162882 : AA807 1 40 

R-HEMBA 1 OO7066//ESTS//Q. 85: 204 : 6 1//Hs . 22795 : Al 208272 

R-HEMBA1007073//ESTS//6. 6e-52: 362: 8S//Hs. 30821 :AI 096866 

R-HEKIA 1 007078//E5T , Moderately siailar to !H! ALU SU8FAMI LY SQ 1 

ARN INC ENTRY !!!! [H. sapiens]//7. 2e-40: )63:83//Hs. 1 52369: AA50481 8 

R-HEMBA 1 00708 5//ESTs//8. 1 e-I 03 : 51 9 : 96//H*. 90638 : Al 348087 

R-HEMBA 1 007087//ESTS//3 . 1 e-5 1 : 3 54 : 86//HS . 6449 : 195025 

R-HEMBA 100711 2//E5T//0. 090 : 328 : S9//Hs . 1 36623 : AA633597 

R-HEMBA 1 007 113//Hoao sapiens aRNA, clone: RES4-16//1 . 1 e-47: 427: 76// 

Hs. 121493:025272 

R-HEMBA 1 0071 29//ESTS//6. 1e-13:3!4:65//Hs. I37538:AA769438 
R-HEMBA 1007147 

R-HEMBA 1 0071 49//ESTs//9. 7e-l 03 : 540 : 94//Hs. 1 27240 : AA 1 498 1 8 
R-HEMBA1 007!51//ESTs//8. 2e-102 : 505: 96//HS. 24948: AA977674 
R-KE1BA1007174//Hoao sapiens eptin 2b aRNA, coaplete cds//1.6e-10 
4:529: 94//Hs. 22396 : AF06208S 

R-HEMBA 10071 78//ESTs//2. 2e-57 : 366 : 90//HS . 2 1648 : A 1 302954 
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R-HEMBA 10071 94//ESTs//9. Oe-68 : 3 36 : 98//HS . 49760 : AA74 1 05 1 

R-HEMBA 1007203//Hoao sapiens aRNA for KIAA0214 protein, coaplete c 

ds//1 . 7e-62 : 332 : 95//Hs. 3363 : 086987 

R-HEMBA 1007206//Huaan c-yes-1 aRNA//4. 5e-49: 390: 80//H*. 75680: Ml $99 
0 

R-HEMBA1 007224//Ho«o sapiens aRNA for K1AA0797 protein, partial cd 
s//7. 4e-98:471 : 97//HS. 271 97: AB018340 
R-HEMBA1 007251//ESTs//1 .6e-7B: 377: 99//Hs. 98912 :AA436864 
R-HEN8A1 007256//ESTs//3. 5e-20: 1 27 : 79//Hs .137352: AA024934 
R-HEMBA 1007267//Hoao sapiens KIAA0395 aRNA. partial cds//8. 8e-48: 3 
43 :83//Hs. 43681 :AL022394 

R-HEMBA1 007273//ESTs//1 . 0e-98: 472 : 9t//Hs. 1 2261 0: AA807062 
R-HEMBA 1 0072 79//ESTS//3 . 3 e- 1 07 : 558 : 94//Hs . 126480 : A 1 22 1 207 
R-HEMBA 100728 1 //EST//0. 074: 244:63//Hs. 29304: R73S43 
R-HEMBA1 Q07288//EST//9. 4e-43: 344: 81//Hs. 162112 :AA524804 
R-HEMBA 1 007300//ESTs//0. 096 : 371 : 57//H*. 1 02680: N52990 
R-HEMBA1 007301 

R-HEMBAI 00731 9//ESTs//7. 7e-1 1 3; 570: 96//Hs. 29263: Al 33791 7 
R-HEMBA1007320//ESTs, Moderately siailar to hypothetical protein 2 
[H. sapiens]//S. Se-1 5:311 :64//Hs. 142764: AA205569 
R-HEMBAI 007322//Huaan kpni repeat arm (cdna clone pcd-kpni-4). 3' 
end//S. 7e-49: 383 :83//Hs. 139107:K00629 
R-HEMBAI 00732 7//Huaan aelanoaa antigen recognized by T-cells (MAR 
T-1) aRNA//!. 9e-42:371 : 79//HS. 1 54069 :U06452 
R-HEMBA1007341//EST//3. Oe-17 : 291 : 68//Hs. 1S0788 Al 301848 
R-HEMBAI 007342//EST//2. 7e-1 1 : 263 : 67//Hs. 145259 : A 1 2 1 8684 
R-HEMBA 100 7 347//Hoao sapiens OEC-205 aRNA. coaplete cds//9. 7e-47: 3 
68 :82//Hs. 153563 :AF0II 333 

R-KEMBB1000005//ESTs, leikly siailar to putative pISO [H. sapiens]/ 
/3. 3e-44 : 341 : 71//Hs. 111730: AA604403 

R-HEJffiB1000008//Hoao sapiens tuMor necrosis factor superfaaily aea 
ber LIGHT aRNA. coaplete cds//3. 2e-40: 292: 83//Hs. 1 29708 .AF064090 
R-tCNBBI 00001 8//H. sapiens aRNA for urea transpor ter//5. 0e-49:31 1 :8 
7//Hs. 66710: X96969 

R-HENB8 1 000024/ /EST s/ /7 . 5e-21 : 234 : 76//HS. 1 57049: A 1 34541 8 
R-HEM8B1000025//ESTs//2.2«-36:371 : 78//Hs. 56562 :AA0$6332 
R-HEMB81 000030//ESTS//3. 2e-76 : 373 : 97//Hs. 140190: AA701 449 
R-HEMB61 000036//ESTi. Highly siailar to HYPOTHETICAL 43.2 K0 PR0T 
EIN C34E10.1 IN CHROMOSOME III [Caenorhabd i t i s e I egans]//6. Oe-92: 4 
77 : 95//HS. 4877 : AA41 8465 

R-HEMBB1 00003 7//Ho«o sapiens erythroblast aacrophage protein EMP a 
RNA, coaplete cds//2. 5e-92:467: 97//H*. 2081 5: AF084928 
R-HEMBB1 000039//ESTS//1 . Be-43 : 361 : 71//Hs . 1 08206 : N64702 
R-HEMBB1 000044//EST//7. 6e-70: 367: 95//HS. 140860 : R42954 
R-HEMBBl 000048//EST//1 . 5e-45 : 262 : 91 //Hs. 1 57627 : A 1 357802 
R-HEMB81 000050//ESTS//0. 039:91 : 74//HS. 1631 89: AA236903 
R-HEMB81 000054//ESTs//3. 0e-l 04: S50: 94//Hs. 1 52395: AAS331 07 
R-HEMB81 000055//ESTs. Moderately siailar to UB I QU I N0L -CYTOCHROME C 
REDUCTASE COMPLEX SUBUNIT Vi REQUIRING PROTEIN [H. sapi ens]//1 . 1 e- 
72 : 350 : 99//Hs. 116490: AA659S84 

R-HEMB81 000059//ESTS//1 . 7e-1 0 : 200 : 70//H*. 1 63954:157939 

R-HEMB8 1 000083/ /Hoao sapiens aRNA for GCPI70. coaplete cds//6.0e-4 

1 :337:80//Hs. 4953:083997 

R-HEMBBl 000089//Huaan aRNA for KIAA03SS gene, coaplete cds//3.Se-3 
9:487 :70//Hs. 1 53014: AB0D23S3 

R-HEM8B 1 000099//EST s//5. 7e-37: 353 : 75//Hs. 22910:118193 

R-HEMBBl 000 103//Hoao sapiens aRNA for KIAA0640 protein, partial ed 

s//6. Se-1 8 : 298 : 69//HS. 1 53026 : AB01 4540 

R-HEM8B 1 0001 1 3//EST//8. 2e-94 : 437 : 1 00//Hs . 1 36893 : AA80523 9 

R-HEMBB 1 000 1 1 9/ /Hoao sapiens ASMTL gene//1 . 2e-84: 428: 9S//Hs. 6315: Y 

15521 

R-HEMBBl 0001 36//ESTs//0. 043 : 262 : 59//Hs. 61 304 : AA025692 

R-HEMBBl 0001 4 1//ESTs//S.0e-38: 254: 79//HS. 141 658:N779l 5 

R-HEMBB 1 0001 44//ESTs//9. 6 e-05: 235: 60//Hs. 61700 :AA093 951 

R-HEMBB 1 000 173//EST//9. 6e-44: 258: 76//HS. 161917:AA483223 

R-HEMBB 1 0001 75//ESTs//4. 8e-98 : 475 : 97//Hs. 1 49740: A 1 1 99558 

R-HEMBBl 0001 98//ESTS//1 . 0:123: 62//Hs. 1 1 6602 : AA665965 

R-HEMBB 1 0002 15//Huaan aRNA for KIAA0355 gene, coaplete cds//2. 2e-4 

6. 302 :86//Hs. 153014: AB002353 

R-HEMBB 100021 7//ESTs//2. 2e- 1 05 : 496 : 99//Hs. 65973 : A 1 33 9364 
R-t€MBB1000218//Hoao sapiens 0NA f ragaentation factor 40 kOa subun 
it (DFF40) aRNA. coaplete cds//1. le-48:292:79//Hs. 133089:AF064019 
R-HEMBBl 000226//ESTs. leak I y siailar to HYPOTHETICAL 37.0 KD PR0TE 
IN B049S.8 IN CHROMOSOME It [C. el egans]//5. 1e-73: 449: 89//Hs. 16803: 
AA84321 4 

R-HEMBBl 000240//ESTs//l . 1 e-1 09: 536 : 97//Hs. 1 3528: AA5231 06 
R-HEMBBl Q00244//Saa 1 1 inducible cytokine AS (RANTES)//9. Se-42: 323: 
83//H*. 155464 :AF0882 19 

R-HEMBBl 000250//EST//8 . 8e- 1 2 : 284 : 64//Hs. 1 45960 : A 1 276783 
R-HEMBB 1 000 2 58//EST//4 .5e-14:315:6 6//Hs . 1 6 25 5 1 : AA584 782 
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R-HEMBB 1000264 

R-HEM8B100Q266//ESTs, Weakly s ini I ar to s i n i I «r to the beta transd 

uc in f an i I y [C. elegans]//2. 7e-102 : 556 : 93//Hs. 16079: AAQ83522 

R-HEM8B 1 000272/ /ESTs//4. 3e-91 : 480: 94/As. 107467 :HU 385 

R-HEMBB 1 000 2 74/ Aoeo sapiens aRNA for KIAA0557 protein, partial cd 

s//7. 9e-24: 198:72//Hs. 1 01414: AB01 1129 

R-HEM881000284//ESTs//4. 8e-64: 389: 91//Hs. 1 1 8043 :N50458 

R-HENBBI 000307/Auaan aRNA for KIAA0355 gene, coapiete cds//3.6e-4 

3 : 288: 87//HS. 153014: AB002353 

R-HEMBB100031 2//ESTs//6. 0e-23 : 272 : 73//Hs. 121354: AA758601 
R-HENBBI 00031 7//ESTs//7. 5e-90 : 424 : 99//Hs. 1 50042 : A 1 298034 
R-HEHBBI000318//Saal I inducible cytokine AS (RAHTE$)//3. 3e-41 : 31 8: 
80//HS. IS5464.AF0B8219 

R-HENBBI 000335//ESTs//3. 7e-l 5 : 324 : 65//Hs. 85077 : AA968576 
R-HENBBI 000336//ESTs//6. 4e-76 : 402 : 95//Hs. 1 7207: H92480 
R-HENBBI 000337//ESTI//2- 1 e-80 : 391 : 97//Hs. 1 1 8990 : A 1 378084 
R-HENBBI 00D338//Saa I I inducible cytokine AS (RANTES)//4. 0e-39: 274: 
85//Hs. 1 55464: AF08821 9 

R-HEMBB 1 000339//EST//5. 8e-4l : 336 : 79//Hs . 1 51 873 : AA205736 
R-HENBBI 0Q0341//ESTs//3. 8e-1 9 : 31 0 : 68//Hs. 37573 : H59651 
R-HEMBB 100Q343//EST//1. le-77: 396: 95//Hs. 1 62664: AA60S020 
R-HElCG1000354//HuBan aRNA for XIAA0186 gene, coapiete cds//1.7e-l 
5: 293 :65//Hs. 36232:080008 

R-HEH881 00036 9//ESTs//l . 6e-21 : 234: 73//Hs. 1 1 1 583 : AA463590 
R-HEMBB 1000 3 7 4//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0487//2. 3e-56:33S: 77//HS. 92381 A8007956 

R-1CHB81000376//H. sapiens aRNA for urea transporter//2.7e-50:525:7 
4//Hs. 66710: X96969 

R-HEMB81 00039 1//ESTs//6. 6e-50: 3I6:B8//Hs. 142259: AA828840 

R-HEMBB 1 0003 99//Hoao sapiens aRNA for cell cycle checkpoint protei 

n//3 . 8e- 1 09 : S3 1 : 97//Hs . 1 6 1 84 : A J 00 1 642 

R-HEMB81 000402/A. sapiens aRNA tor NACH-alpha-2 protein//2, 7«-35:3 
69 .72/ Ait. 19949:198173 

R-+OBB1 000404//EST s//0. 088 : 298 : S9//Hs. 61607: AA03 2026 
R-HENBBI 000420//EST//2. 2e-78 : 376 : 98//Hs . 1 60787 : A 1 336 591 
R-HElffiBt 000434/ Auaan aRNA for X1AA0118 gene, partial cds//3. 9e-5 
0 : 302 :B9//Hs. 154326:042087 

R-HENBBI 000438//ESTs. leak I y siailar to !M! ALU CUSS B IARNING E 
NTRT !!!! [H. sapiens]//0. 30:214:S3//Hs. 1 42209 :AA873303 
R-f€M8B1 00044 l/Auaan e-yes-1 aRNA//2. 2e-46: 280: 90//H*. 75680:11599 
0 

R-HEMBB1 000449/ /EST s//7. 8e-59 : 332 : 92//Hs. 8701 3 : AA1 30221 
R-HEMBB 1 0004S5//EST//4. 8e- 1 4 : 42 1 : 6S//Hs .68832: AA088438 
R-HEMBB1 000472//ESTs//1 . 1 e- 1 04 : 505 : 98//Hs . 1 3 2824 : A 1 033396 
R-hEMBB100048D//Huaan aRNA tor KIAA0392 gene, partial cds//2.5e-4 
9: 295: 90//HS. 40100: A6002 390 

R-HENBBI 000487//EST//0. 78:87: 68//H*. 1 34601 : A 1 081 506 

R-HENBBI 0004 90//Saa 1 1 inducible cytokine A5 (RANTES)//4. Oe-39: 320: 

80//HS. 1 55464 :AF0882 19 

R-HENBBI 0004 9 1//Hoao sapiens PYRIN (HEFV) aRNA, coapiete cds//3. 7 
e-50: 312: 76//Hs. 11 3283: AF01 8080 

R-HENBBI 000493//ESTS//7. 1 e-18: 1 50: 82//Hs. I42068:AA176125 
R-HENB81000S10//EST//1. 4e-45: 1 39: 97//H*. 1 52260: AA489703 
R-HENBBI 000 5 18//Huaan aRNA for KIAA0118 gene, partial cds//4.8e-5 
0:415: 78//HS . 1 54326 : D42087 

R-HEN88 1000523/ /Hoao sapiens PYRIN (MEFV) aRNA, coapiete cds//2. 7 
e-57:497:78//Hs. 11 3283: AF01 8080 

R-HENBBI 000530//ESTS//2. 7e-73 : 425 : 90//Hs. 1 41 254 : A 1 334099 
R-HENBBI 000 5 50//EST//2. 9e-1 1 : 1 13: 79//HS. 1 61 503:N68662 
R-HENBBI 000 5 S4//Huaan huntingtin interacting protein (HIP1) aRNA, 
coapiete cds//8. 2e-1 3: 92 :81//Hs. 97206 : AF052288 
R-HEMBB 1000556//ESTs//1. 1e-94: 529: 92//Hs. 33476. N36986 
R-HENBBI 000564//ESTs//1. 3e-19: 128 91/As. I42058:N34258 
R-HENB81000573//ESTs//1. Se-86: 494: 90//Hs. 120979: Al 1 60709 
R-HEN8B1000575//ESTs//1.6e-4S:232:74//Hs. 141 01 9: AA28761 8 
R-HENBBI 000 586//ESTS//5. 1e-42: 281 : 83//Hs. 1 38852 :AA284247 
R-HENBBI 000589//ESTs//1 . 0e-10: 1 84: 71//HS. 1 42677 : R9S89S 
R-HEMBB 100059 1 //ESTs//3. 2e-40:406: 75//HS. 138787:H73704 
R-HENBBI 000592//ESTS//1 . 8e-97: 455: 99//Hs. 94229: 16539t 
R-HEMBB 1000 5 9B//Huaan ant (secretory factor-1 aRNA, coapiete cds// 

1 . 8e-46 : 305 : 85//Hs . 1 48495 : AF050 1 99 
R-HENBBI 000623//ESTS//8. 3e-47 : 277 : 92//Hs. 6045 :W671 25 
R-HENBBI 000630//ESTs//5. 1 e-1 06: 538 :96//Hs. 13422: Al 082249 
R-HENBBI 00063 1//ESTs//5. 1 e-100 : 508 : 96//Hs. 1 10379: N581 52 
R-HENBBI 000632//ESTs//5. 2e-44: 371 :80//Hs. 1 32722 :AA61 8S31 
R-HENBBI 0006 37//Huaan aRNA for KIAA0080 gene, partial cds//6.4e-4 
9: 254: 86//Hs. 74554:038522 

R-HENBBI 0006 38//EST//2. 2e-38: 371 : 76//Hs. 162236: AA551 582 

R-HEMBB !000643//ESTs//0. 0049: 19! :62//Hs. 55445:831963 

R-HENBBI 000649//ESTs. Moderately siailar to hTAFI I6B [H. sapi ans]// 
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4. Oe-76 : 399 : 9S//Hs .124106: AA948 1 00 

R-HENBBI 0006S2//ESTS//1 . 5e- 1 4 : 27 1 : 64//HS. 1 63954 : N57939 

R-HENBBI 00066 5//ESTs//4. 2e-l 2: 109 : 87//Hs. 41407:194988 

R-HENBBI 00067l//ESTs//2.8e-68: 439 :87//Hs. 140491: 152705 

R-HENBBI 00067 3//EST//0. 58: 46 :82//Ms. 142286 : AA338293 

R-HENBBI 000684//ESTs//8. 5e-20: 307:72//Hs. 122825: AA765454 

R-nnnnnnnnnnnn//Hoao sapiens neuroanl aRNA, coapiete cds//6. 5e-52: 

287: 93//HI. 1 58300 :AF04Q723 

R-HENBBI 000705//Saa 1 1 inducible cytokine AS (RANTE$)//4. 6e-24: 165: 
78//Hs. 1 SS464:AF08821 9 

R-HENBBl 000706//EST//1 . 2e- 1 0: 2 11 : 6S//Hs. 1 05524 : AAS21 41 2 
R-HElBB1000709//ESTs, Weakly siailar to putative plSO [H. sapiens]/ 
/3. 9e-50:245: 99//HS. 1 11730: AA604403 

R-HENBBI 00072 5//Huaan aRNA for KIAAO308 gene, partial cds//0. 11:35 
0: 59//Hs. 10351 : AB002306 

R-HEMBB I 000726//EST//5. 3e-49 : 303 : 88//HS. 1 49580 : A 1 28 1 881 
R-HEIBB1 000738//Hoao sapiens aRNA, c lone: RES4-16//2. Se-49: 302: 89// 
Hs. 121493:025272 

R-HENBB1000749//ESTs//1.6e-49:331 :86//Hs. 1 52788: AA630925 
R-HENBBI 000763//ESTS//9. 7e- 1 04 : 474: 95//HS. 77480 : AA1 00522 
R-HENBBI 000770//EST//1 . 0e-75: 359 : 99/As. 1 36564: AA642445 
R-HENBBI 000781//ESTs//5. 3e-66: 31 7:99//Hs. 28827: A 1 1 25541 
R-HENBBI 000789//ESTs//5. 9e-83: 394:99//Hs. 1 20842 :AA435771 
R-HENBBI 000790//PUTELET GLYCOPROTEIN V PRECURSOR//! . 3e-37: 193: 75/ 
/Hs. 73734:223091 

R-HENBBI 000794//ESTs//7. 1 e-98 : 490 : 96//HS . 1 05743 : AA5327 1 8 
R-HENBBI 000807//ESTS//2. 6e-22 : 1 45 : 92//Hs .53913: AA90896! 

R-HENBBI 0008 10//Sea 1 1 inducible cytokine AS (RANTES)//! . 8e-34:206: 
79//Hs. 1 55464: AF08621 9 

R-HENB81 00082 1//ESTs//2. 4e-90: 425 : 99//Hs. 1 1 8659: Al 052447 
R-1CNB81 000822//ESTs//l . 7e-45: 288 : 89//Hs. 241 30 : R271 24 
R-HENBBI 0008 26//SaaM inducible cytokine AS (RANTES)//2. 9e-51 :245: 
82//HS. 1 5S464: AF08821 9 

R-HENBBI 000827//EST//2. 8e-40: 295 : 84//Hs. 1 49580 : A 1 281881 
R-HEMB8100083!//ESTs//4. 0e-59: 291 :98//Hs. 62675: AA044I76 
R-HEMBB 10008 3 S//ESTs//7. 3e-21 : 124:82//Hs. 102671 :N52545 
R-HEMBB 1000840//ATPsse. Na+Af transpor ting, beta 2 polypeptide// 
1. 3e-43: 1 63 :84//Hs. 78854: AF007876 

R-HENBBI 000848//Hoao sapiens aRNA for KIAA056S protein, coapiete c 

ds//9. Se-41 : 367 : 78//Hs. 1 29740: AB01 1 1 37 

R-HENBBI 0008S2//EST// 1 . 2e-09 : 1 88 : 70//Hs .127869: AA968S99 

R-HEHBB1000870//Cy tochroae P450, 51 (lanosterol 14-alpha-deaethy la 

se)//1 . Oe-41 : 483 : 73//Hs. 2379:U23942 

R-HENBBI 000876//EST//0. 0022 : 2 1 1 : 63//Hs. 1 25552 : AA884I41 

R-HEM8B1 000883/ /EST %/ / 1 . 4e-65: 343 : 95//Hs. 98269:H27247 

R-HENBBI 000887//ESTS//4. 0e-22 : 21 2 : 79//Hs. 1 38965 : Al 004740 

R-HENBBI 000888//EST//8. 2e-07: 1 96 : 64//Hs. 118276:815258 

R-HENBBI 000890// ISLET AMYLOID POLYPEPTIDE PRECURSOR//! . le-46: 327:8 

3//Hs. 51048:168830 

R-HENBBI 000893/ /EST//4. 7e-34: 242: 85//Hs. 149580 : Al 281881 
R-HENBBI 000908//EST//0. 95:27:1 00/As . 1 42 568 : AA285066 
R-HENBBI 00091 0//ESTS//1 . 9e-36 : 31 8 : 78//Hs. 1 41 1 40 : AA7 1 5983 
R-HENBBI 00091 3/Auaan aRNA tor KIAA0327 protein, coapiete cds//2.5 
e-33 : 367 : 73//Hs. 149323 :AB002325 

R-HENBBI 00091 5//ESTs//0. 00018: 188: 61 /As. 144847: Al 222742 
R-HEIBB! 00091 7//Ho#o sapiens K I AA04 14 aRNA, partial cds//3. 7e-41 : 2 
28: 84/As. 1 27649 :AB007874 

R-HENBBI 000927//ESTs//2. 2e-62 : 307 : 98/As. 97044 : AA365784 
R-HENBBI 000947//ESTs, Weakly a iai lar toF26E4.13 [C. e lagans] //3. 3 
e-60: 350. 9I//HS. 49163 :AAS32881 

R-HEMBB I 0Q09S9//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//8. 1 e-84 : 546 : 86//Hs. 23094 : HI 9503 

R-HENBBI 00097 3//ESTs//6 . 8e-95 : 445 : 99//Hs . 1 0S859 : A 1 41 9354 

R-HEMBB 1 000975//ESTs//l . 2e-39: 197 : 100/As. 26176: AI032007 

R-HENBBI 00098 1//EST//7. 7e-58 : 284: 98//HS. 601 79: AA007242 

R-HENBBI 000985//ESTS//1 . 2a-103: 524: 95/As. 431 02 : AA1 31 369 

R-HENBBI 00099 1//EST//0. 99: 58:72//Hs. 100246: T23625 

R-HEMBB1 000996/ Aoao sapiens LIN protein aRNA, coapiete cds//!.3e- 

41 :482:70//Hs. 1541 03: AF06 1258 

R-HENBBI 001 0Q4//ESTs//5. 7e-70: 362 : 95/As. 6434:8271 1 2 

R-HEMBB 1 001 008//ESTs, Weakly siailar to hypothetical LI protein [ 

H. sapi ens)//2. 3e-25: 339: 71//H*. 1 29992 :H58762 

R-HEN8B100101 l//ESTs//4. 0e-53: 325: 92/As. 33268:AI 191214 

R-HENBBI 00 1 01 4//ESTs//l.3e-46: 323: 83/As. 163980: AA71S814 

R-HENBBI 00 1020/Aoao sapiens PYRIN (MEFV) aRNA, coapiete cds//3.0 

e-46 .305: 76/As. 11 3283: AF01 8080 

R-HENBBI 001 024//ESTs//8. 5e-47 : 374 : 80//Hs. 1 41 602 : N63562 
R-HENBBI 00! 037//ESTS//2. 6e-47 : 282: 91 //Hs. 1 55384: 278385 
R-HENBBI 001 047//EST//6. 2e-33 : 232 : 74/As. 1601 46 : A 1049975 
R-HENBBI 001051//E5Ts//3. 7e-79: 385: 98//Hs. 95290: AA0461 07 
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R-HEMBBI 001 05S//Ho»o sapiens aRNA for KIAA0618 protein, coaplete c 
ds//1. le-B7:497:91//Hs. 1 5832 : ABO 1 4S 1 8 

R-HEMBBI 00 1 0S8//Hoao sapiens aRNA for KIAA0475 protein, coaplete c 
d*//2. 2e-26: 1 2S:»I//H*. 5737: AB007944 
R-HEM8B1001060//ESTs//1.9e-37:541 :69//Hs. 141S34:N64785 
R-HEMBBI 00! 06 3//ESTs//4. 7e-42 : 269 : 88//Hs . 558S5 : AA621 381 
R-HEMBBI 00 1068//Hoao sapiens I iprin:-beta2 aRNA, partial cds//9.1e- 
107:512: 97//HS. 12953:AF034803 

R-HEMBB 10010 96/Aiuaa n HsLIMIS aRNA for HsLialS, coaplete cds//1.2 
e-20: 233 :70//Hs. 37181:064108 

R-HEMBBI 001 102//Huaan aRNA for KIAA03S5 gene, coaplete cds//9. le-4 
0:299. B2//HS. 153014: AB002353 

R-HEMBBI 0011 05//HOBO sapiens PYRIN (MEFV) aRNA, coaplete cds//4.8 
e-46 : 296 : 87//HS . 1 1 3283 : AF01 8080 

R-HEMBBI 00111 4//ESTs//6. 2e-44: 293: 86//HS. 70279: AA757426 
R-HEMBBI 00111 7//ESTs//1 . 1e-B0:471 : 90//HS. 61935: T7S092 
R-HEMBBI 00111 9//ESTs//4. Oe- 38 : 2 1 3 : 84//HS . 1 091 40 : A 1 289942 
R-HEMBBI 001 126 

R-HEMBB 1001 133/ /Huaan SS-A/Ro ribonucleoprotein autoantigen 60 kd 
subunit aRNA, coaplete cds//1.6e-24:285:73//Hs. 554:M25077 
R-HEMBBI 001 1 37//ESTs//4. 6e- 10:66:1 00//Hs. 74924: A 1 332962 
R-HEMBB 10011 42//EST//6. 4e-48 : 3 1 5 : 85//Hs . 1 49580 : A 1 28 1 88 1 
R-HEMBB 1001 151 

R-HEMBB 1 001 153//ESTs. Moderately siailar to !!!! ALU SUBFAMILY J « 
ARN INC ENTRY !!!• [H. sapiens]//!. 3e-65: 331 :96//Hs. 1S41 79: AA5791 97 
R-HEM88I001 169//0xy tocin receptor//!. 5e-25: 165:73//Hs. 2820:364878 
R-HEMBB!001175//ESTs//3.Se-41:233:93//Hs. 129218:AA99!162 
R-HEMBB 1001 177 

R-HEMBBI 001 1 82//ESTs//1 . 9e-86 : 455 : 9S//Hs . 6937 : AA524349 
R-HEMBBI 001 199 

R-HEMBBI 001 208//ESTs//3. 3e-43 : 216: 99//HS . 1 21 806 : N71 1 83 
R-HEMBBI 001 209//ESTs//6. 7e-80: 409 : 96//Hs .141185: R99549 * 

R-HEMB81 00121 0//ESTs//2. 2e-46: 290 : 88//Hs. 1 03329 : 01 1 573 
R-t€M8B1001218//Kangai 1 (suppression of tuaor igenici ty 6, prostat 
e: C082 antigen (R2 leukocyte antigen, antigen detected by aonoclo 
nal and antibody IA4))//3. 1e-44: 298: 87//Hs. 103458:153795 
R-HEMBBI 00 122 1 //ESTs//9. 4e-75: 353: 100//HS. 151504:AA55081 7 
R-HEMBBI 001 234//ESTs, Highly siailar to 65 KO YES-ASSOCIATED PROT 
EIN [Callus gal lus]//3. 8e-80: 400: 96//HS. 71873 :AA14821 3 
R-HEMBB 100 I 242//ESTs//1.6e-63: 404 :B7//Hs.2S534:AA1 49560 
R-HEMBfll 00 1 249//ESTs//3. 8e- 34 : 360 : 70//HS. 1 50727 : A 1 292236 
R-HEMBBI 001 253//EST//0. 0011 84: 77//HS. 124579: AA853987 
R-HEMBBI 001 254//ESTs//4. 5e-95: 444: 99//Hs. 1 61 059 : Al 43 1 268 
R-HEMBBI 001 267//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA05Q1//1. 3e-S0: 524:73//Hs. 1 59897 ;AB007970 
R-HEMBBI 001 271//Huaan aRNA for KIAA0118 gene, partial cds//4.0e-4 
5: 323:84//Hs. 154326: D42087 

R-HEMB81 001 282//EST//2. 9e-78 : 401 : 96//HS. 72871 : AA1 6941 2 
R-HEMBBI 001 288//ESTs, Highly siailar to HYPOTHETICAL 27.3 KD PROT 
EIN ZK353.7 IN CHROMOSOME Ml [Caenorhabdi tis elegans]//2. 6e-1 04: 5 
15:97//Hs. 16606:181021 

R-HEMBBI 001 289//ESTs//7. 8e-45 : 440 : 75//Hs . 44702 : A 1 1 48840 
R-HEMBBI 001 294//ESTs//!.9e- 100: 476 :99//Hs. 10901 7: A 1 0571 1 2 
R-HEMBB 100 1302 

R-HEM881 00 1 304//ESTs//4. Oe- 92:431: 99//HS. 1 1 37 50 : A 1 091 1 54 

R-NEMB81001314//I nterleuk in 10//6. 3e-41 : 334: 79//Hs. 2180:M57627 

R-HEM88100131 S//I nter leuk in 10//1. 9e-43: 285: 87//HS. 2180; M57627 

R-HEMBB! 001 31 7//Huaan cytochroae P450-I IB (hllB3) aRNA, coaplete c 

ds//8.4e-45:357:81//Hs. 1 1 01 94M29873 

R-HEMBBI 001 326//ESTI//0. 85:174: 62//Hs. 1 33487 : A 1 393754 

R-HEMBBI 00 133 1 //ESTs, Weakly siailar to OFS7Q [H. sapiens] //6. 5e-6 

1:313: 96/ /Hs . 4307 1 :AA206222 

R-HEMBBI 001 33S//EST//5. 2e-80 : 381 : 99//Hs. 1 1 6769 : AA630365 
R-HEMBBI 001 337//ESTS//2. 7e-84: 404 : 99//HS. 1 48966 : A I 242639 
R-HEMBBI 001 339//ESTs//2. 1 e-97 : 485 : 96//Hs. 88357 : AA262470 
R-HEMBBI 001346 

R-HEMBBI 001 348//ESTI//1 . 1 e-43 : 295 : 85//Hs. 1 63604 : R94354 

R-HEMBBI 001 356//EST//6. Oe- 11 : 89 : 88//Hs. I 52366 : AA48672 1 

R-HEMBBI 001 3 64//ESTs. Moderately siailar to ! ! 1 ! ALU SUBFAMILY J W 

ARN INC ENTRY !!!! [H. sapiens]//3. Oe-12: 129:79//Hs. 9792 : AA027055 

R-HEMBBI 001 366//Huaan aRNA for KIAA0M8 gene, partial cds//1.2e-5 

0:550 : 72//Hs. 154326:042087 

R-HEMB61001 367//ESTs//1 . 2e-l9: 165:82//Hs. 1 46 3 1 4 : R996 1 7 

R-HEMBBI 00 1369//Saa 1 1 inducible cytokine A5 (RANTES)//1. 9e-2S:217: 

80//HS. 1 55464 : AF0882 1 9 

R-HEMBB 1 00 1 380//ESTs//4. 0e-08 : 21 6 : 63//Hs. 1 43763 : A 1 1 74205 
R-HEMBB 1 00 1 384//ESTs//6 . 6e- 1 1 0 : 547 : 96//Hs . 667 1 : A 1 34 1 699 
R-HEMBBI 001 387//ESTs//1 . 1 e-1 04 : 497 : 98//Hs. 87654 : AA853970 
R-HEMBB! 001 394//ESTs//6.4e-73: 428 :89//Hs. 139922:AA281350 
R-HEMBBI 001 41 0//AI coho I dehydrogenase 7 sigaa subunit (class IV)// 
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0. 88:365: 58//Hs. 389:276342 

R-HEMBBI 00 1 424//ESTs//1 . 3e-88 : 466 : 94//Hs . 42 1 74 : AA1 94644 

R-HEMBBI 001 4 26//ESTs//2. 2e-45: 337 : 82//Hs. 37573 :H59651 

R-HEMBBI 001 429//EST//3. 8e-59: 543: 76//Hs. 1 58803 :AI 376846 

R-HEMBBI 001 4 36//E ST s//3. 7e-69:332 : 99//Hs. 1 56518: AA72431 7 

R-HEMBBI 001 443//ESTs//4. 8e-54 : 270 : 98//HS. 2 1 898 : A 1 088201 

R-HEMBB 1 00 1 449//ESTs//3. 2e-43 : 1 70 : 84//HS . 1 50727 : A 1 292236 

R-HEMBB 1 001 454//ESTs//9. 1 e-46 : 304 : 86//Hs . 1 39 1 90 : N555 1 5 

R-HEMBBI 00 1 458//ESTs//3. 2e-98 : 478 : 97//HS .50144: N67293 

R-HEMBBI 001 46 3//Hoao sapiens KIAA0421 aRNA, partial cds//4. 3e-50: 4 

40:78//Hs. 41742: AB007881 

R-HEMBBI 001 464//ESTs. Weakly siailar to K01H12. I [C. el egans]//0. 2 
5:222:61 //Hs . 1 3275: Al 341468 

R-HEMBB 100 I 482//ESTs, Moderately siailar to zinc finger protein [ 

R. norvegicus]//0. 80:53:83//Hs. 26799:W7448I 

R-HEMBBI 00 1 500//EST//1. 4e-1 3:310:67//Hs. I62663.AA604S1S 

R-HEMBBI 001 52 1 //Hoao sapiens aRNA for K1AA0737 protein, coaolete c 

ds//2. 5e-29: 1 86: 92//HS. 17630:A8018280 

R-HEMBBI 001 527//ESTS, Weakly siailar to HYPOTHETICAL 92.1 KD PROTE 
IN ZK 1 098. 3 IN CHROMOSOME III [Caenorhabdi t i s elegans]//4. 7e-S1 :40 
4: 81//HS. 141429: AA6 31915 

R-HEMBBI 00 1 53 1 //ESTs//3. 3e-1 3 : 250 : 67//Hs . 1 39 1 58: AA226 1 59 
R-HEMBBI 001 S35//H. sapiens aRNA for sigaa 3B protein//!. 9e-39:29l :8 
2//HS. 154782:199459 

R-HEMBBI 001 536//Huaan aRNA for KIAA0355 gene, coaplete cds//5.0e-4 
4: 31 8: 83//Hs. I S3014:AB0023S3 

R-HEMBBI 001 537//Hoao sapiens KIAA0409 aRNA. partial cds//3. 2e-47:3 
18:80//Hs. 51 58 : AB007869 

R-HEMBBI 001 555//ESTs//2. 5e-13 : 1 82 : 71//Hs. 112671 : Al 377274 
R-HEMBBI 001 562//ESTs//1 . 7e-43 : 3 1 6 : 83//HS . 1 51 365: AA643962 
R-HEMBBI 001 564//EST//1 . 3e-35: 1 41 : 8 1//Hs. 162197: AA53 52 1 6 
R-HEMBBI 001 56$//Huaan aRNA for KIAA0331 gene, coaplete cds//S. la-1 
8: 1S2:8S//Hs. 1 46395 :AB002329 

R-HEMBBI 001 585//ESTs//1 . 1 e-32 : 1 90 : 84//HS . 33354 : AA1 79944 
R-HEMBBI 001 586//EST s//4. 9e-94 : 447 : 99//Hs. 124084: AA8432 19 
R-HEMBBI 001 588//EST//8. 3e-27: 363: 69//Hs. 141603 :N6601 5 
R-HEMBBI 001 603//ESTs//1 . 2e-1 0 1 : 482 : 99//Hs. 1 2403 : A 1090 1 84 
R-HEMBBI 00161 8//ESTs//5. 8e-35 : 437 : 70//Hs. 136868: AA805044 
R-HEMBBI 001 61 9//EST//1 . 7e-38: 476: 70//Hs. 139093: AA1 66888 
R-HEMBB 1 001 630//Hoao sapiens aRNA, c lone; RES4-16//S. 7e-41 ; 193:90// 
Hs. 1 2 1 493 : D25272 

R-HEMBBI 001 635//ESTs//9. Se-34 : 304 : 82//Hs. 1 40444 : A 1 002082 
R-HEMBBI 001 637//ESTs//1 . Oe-42 : 443 : 74//Hs. 21 978 : AA0O9633 
R-HEMBBI 001 641//EST//2. 4e-06 : 67 : 8S//Hs. 1 62398 : AA57281 3 
R-HEMBBI 001 653//ESTs//4. 8e-80 : 381 : 99//Hs. 140502: AA806438 
R-HEMBBI 001S65//ESTs//Z. 3e-44 : 372 : 79//Hs. 1 3281 8: A 1 038577 
R-HEMBBI 00 1 668//ESTS//0. 73 : 2 1 2 : 62//Hs. 8928 : N32 572 
R-HEMBBI 001 673//Hoao sapiens aRNA for KIAA0646 protein, coaplete c 
ds//5. 9e-1 1 7 : 573 : 97//HS. 24439 : AB01 4546 

R-KEM8B1001684//ESTS, Moderately siailar to Tbcl [M. ausculus]//5. 4 
e-106:523:97//Hs. 26939: AA804S34 

R-HEMBBI 00 1 685//EST*. Moderately siailar to !H* ALU SUBFAMILY J W 
ARN INC ENTRY !!!! [H. sap i ens]//1 . 9e-43: 292 : 86//HS. 96337 :AA225358 
R-HEMBBI 001 695//ESTs//3. 7e-101 : 539: 94//Hs. 78289: R60867 
R-HEMBBI 001 704//EST//0. 96 : 248 : 57//HS. 1 63025 : AA703038 
R-HEMBBI 001 706//ESTs//1 . 3e-39 : 308 : 81 //Hs . 1 41 3 1 8: N7 1 080 
R-HE1©B1 001 707//EST*. Moderately siailar to hypothetical protein 2 
[H. sapiens]//4. 9e-32:277:73//Hs. 142764: AA205569 
R-HEMBBI 001 7 1 7//ESTs//1 . 6e-34 : 2 25 : 87//HS . 57883 : AA2 1 8645 
R-HEMBBI 001 735/ZESTs, Highly siai lar to LINE-1 REVERSE TRANSCRIPT 
ASE HOMOLOG [Hoao sap iens]//8. 6e-1 1 : 158: 7I//Hs. 141263 :H641 13 
R-HEMBBI 001 736//ESTS//0. 0035:223 : 60//Hs. 21 354: AA203403 
R-HEMBBI 001 747//EST//9. 9e-55 : 293 : 8I//Hs . 1 1 2866 : AA620488 
R-HEMBBI 00! 749//ESTs//2. 5e- 1 3 : 95 : 9I//HS. 1 39888 : NZ5287 
R-HEMBBI 001 7S3//ESTs//2. 6e-07 : 1 41 : 70//HS . 1 44604: A 1 052059 
R-HEMBBI 001 756//EST//2. 6e-06 : 1 65 : 64//Hs .121195: AA7572 1 1 
R-HEM8B1001760//LOW-OENS1TY LIPOPROTEIN RECEPTOR PRECURSOR// 1 . 3e-2 
4: 264: 74//Hs. 70008: L00352 

R-HEMBBI 001 762//EST1//2. le-81 :447:93//Hs. 1 52766: AA2 11 369 
R-HEMBBI 001 785//EST1//0. 040 : 390 : 5B//HS. 116651: AA993406 
R-HEMBBI 00 1 797//ESTs//2. I e-90 : 428 : 99//HS . 8958 : AA 1 69253 
R-HEMBBI 00 I 802//Desa i n//9. 9e-95 : 497 : 93//HS. II 9 1 04 : M63391 
R-HEMBBI 001 81 2//ESTs//1 . 2e-1 2 : 9 1 : 78//H*. 1 38852 : AA284247 
R-HEMBBI 001 81 6//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//5. 90-13 : 1 43 : 76//Hs . 23094 :MI 9503 

R-HEMBBI 00 1 831 //Hoao sapiens PAM COOH-terainal interactor protein 
1 (PC I PI) aRNA, coaplete cds//S. Se-1 06: 498: 98//Hs. 159396 :AF0S6209 
R-HEMBB 1 001 836//Hoao sapiens aRNA. chroaosoae 1 specific t rinser ip 
t K ! AA0488//9. 6e-39:288: 73//Hs. 67619: AB007957 
R-HEMBBI 001839 
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R-HEMBBI 00 1 850//EST//0. 020:11 9: 68//Hs. 32767 :H381 2$ 

R-HEMBBI C01863//ESTs//4. 5e-17 :226 : 72//Hs. 1 57253: At 357539 

R-HEMBBI 00 1 867//ESH//2. 3e- 1 6 : 254 : $8//Hs. 1 23664 : AA8061 06 

R-HEK881001868//EST//9. 8e-30: 155: 100//H*. 160572: AA888397 

R-HEMBBI 001 869//ESTs//2. Be-42 :376 : 78//Hs. 1 41 973 : N2 1434 

R-HEKBBI OO 1 872//EST//0. 85 : 1 56 : S4//Hs .119501: AA487980 

R-HEKBBI 00 1 874//EST//0. 64:107: 70//Hs . 1 47482 : A 1 21 5572 

R-HEKBBI 00 1 875//EST//0. 079 : 1 99: 59//H*. 121810: AA775240 

R-HEM8B1 001 880//Throaboxane A2 receptor//9. Oe-47: 297 :88//Ns. 89887: 

038081 

R-HEM8B 1 00 1 899//ESTi//6. 3e-68 : 323 : 1 00//H«. 121538: AA6093 1 0 
R-HEKBBI 00 1 90S//ESTs//4. 4e-19 : 227 : 73//H*. 146173: AA9061 91 
R-HEMBBI 001 906//E$Ts//l . 6e-90 :463 : 95//H*. 28266 : H46725 
R-HEMBBI 001 S08//Hoao sapiens EVI5 h 0 * 0 log aRNA, coaplete cds//3.7 
e-27 : 557:64//Hs. 26929:AF00891 5 

R-HEM881 001 91 0//EST//6. Oe-37 : 308: 78//Hs. 1 621 97 : AAS3S2 1 6 
R-hEM8B100l911//Hoao sapiens tapasin (NGS-17) aRNA, coaplete cds// 
8. Oe-58: 367: 79//Hs. 5247: AF029750 

R-HEMBBI 00 1 91 5//ESTs//3. 1 e-73 : 395 : 93//Hs . 1 7054 : A II 3 9897 
R-HEMBB1 001 92(//Huaan aRNA for K1AAQ392 gene, partial cds//2.7e-5 
0: 323:88//Hs. 40100: AB002 390 

R-HEI6B81 001 922//H. sapiens aRNA for novel aeaber of serine-arginine 
doaain protein. SRrpl29//7.4e-38:S3t:70//Hs. 153086:711251 
R-HEMB81 001 92S//Huaan aRNA for KIAA0327 protein, coaplete cds//9. 5 
e-19 : 1 99: 77//H*. 149323: AB00232S 

R-HEMBBI 001 930//EST//1. 9e-18: 136: 78//HS. 132635: A 1 032875 
R-HEIffiBI 001 944//EST//0. 034: 228: S7//Hs. 93664: N23366 
R-HEMBBI 001 945//ESTS//1 . 8e-83 :439: 9S//H*. 7341 :N5787S 
R-HEKBBI 001 947//ESTs//S. 6e-109: 533 : 97//Hs. 48855 : AA1 34589 
R-HEKBBI 00 1 950//ESTs//1 . Se- 1 07: 583 : 93//H*. 8033 : N94998 
R-HEMBB100195Z//ESTS//3. 1e-40:283:8S//H*. 14681 1 :AA4 10788 
R-HEKBBt 00 1 953//Huaan aRNA for K1AA0080 gene, partial cds//6.2e-5 
0:284: 83//Hs. 74554: D38522 

R-HEM881001957//EST//4. 8e-50:382:81//Hs. 149580: Al 281881 

R-HEMBBI 001 962//ESTS//I . Se-20 : 143: 88//Hs. 1 1 924:826972 

R-HEM8B1 001 967//Hoao sapiens aRNA for K1AA0S75 protein, coaplete c 

ds//2. 3e-61 : 296 : 88//Hs. 153468 : A80I 1 1 47 

R-1CNB81 001 973//ESTs//l . 4e-48 : 303 : 88//Hs. 1 32722 : AA6 1 8531 

R-HEMBBI 001 983//ESTs//2. 6e-72 : 374: 9S//Hs. U1022:H0647S 

R-HEMBB1 001 988//ESTs//2. Oe-31 : 204: 88//Hs. 142531 N9I572 

R-HEKBBI 001 990//ESTs//9. 4e-1 1 5:574: 96//H*. 44426 : AA1 73223 

R-HEKBB) 001 996 

R-HEN881 001 997//ESTs//7. 6e-78 : 380 : 98//Hs. 32682 : H37798 
R-HEMBBI 002002//Huaan kpni repeat arna (cdna clone pcd-kpni-8), 3' 
end//3. Oe- 1 8 : 222 : 7 1 //Hs . 1 03948 : K00627 
R-HEM881002005//EST//2. 2e-41 : 339:80//Hs. 1 6083 3 : A 1 345334 
R-HEM8B1 002009//EST//2. 9e-44:245:94//Hs. 28788: R66896 
R-HE1I8B1 00201 5//EST//0. 0027 : 1 98 : 63//HS . 1 60868 : A 1359052 
R-HEHB81 002042//ESTs//t . 1 e-75 : 529 : 84//HS. 106919: AAS23900 
R-HEMBBI 002043//ESTS//7. 9e-40: 292: 83//Hs. 70279: AA757426 
R-HEHBB1 002044//ESTS//2. 1 e-92 : 460 : 94//Hs. 1 1 5897 : AA1 S6638 
R-HEKBB 1 00204 5//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//5. 6 
e-75 : 301 :85//Hs. 11 3283 :AF01 8080 , 

R-HEKBB1002049//ESTs//3. 8o-77: 409: 94//HS. 122624:882638 
R-HEM88IOOZOSO//ESTs//8.7e-4S: 330: 82//Hs. 44702: Al 148840 
R-HEMB81 002068//ESTS//8. 3e-70 : 333 : 99//Hs. 1 34807 : A 1 090671 
R-t€K881002069//Hoao sapiens neuronal thread protein AD7c-NTP aRN 
A. coaplete cds//1. 5e-75: 486:81//Ms. 129735: AF010I44 
R-HEM8B 1 002 092/ /EST s/ /6. 5e-46: 331 :83//Hs. 22910:1181 93 
R-HEKBB 1 002 094//EST//3. 6e-45 : 280: 88//Hs. 1 49580 : A 1 281 681 
R-HEKBB 1 0021 1 5 

R-HEKBBI 002 1 39//ESTs//4. 2e-45 : 31 8 : 85//Hs. 1 07657 : AA1 26814 

R-HEKBB 1 002 1 42/ /Hobo sapiens haeaopo iet ic progenitor hoaeobox HPX4 

2B (HPX42B) aRNA, coaplete cds//1. 4e-45:281 :88//Hs. 125231 :AF068006 

R-HEKBBI 002 1 52//EST//4. 3e-39: 250 : 89//Hs. 1 56552 : AA833553 

R-HEKBB 1002 189/ At. sapiens aRNA for translin associated protein X// 

1. 4e-47 : 328 : 85//Hs. 96247:195073 

R-HEKBBI 002 l90//ESTs//8.3e-O5: 122: 70//Hs. 41 974: AF039I85 
R-HEKBB 10021 9 3//Huaan sky aRNA for Sky, coaplete cds//B. 9e-24: 398: 
69//HS. 301: U1 8934 

R-HEKBB 100221 7//EST//6. 6 e-50 : 303 : 89//Hs . 1 49580 : A 1 28 1 88 1 
R-HEKBBI0022I8//ESTS//2. 3e-19: )50:86//Hs. 136031 :«95841 
R-HEK8BI002232//ESTS//8. 9e-47: 445: 77//HS. 163971 :N27584 
R-HEKBB1002247//EST//6. 6e-09:236:65//Hs. 1 30578 : A 1 00463 1 
R-HEKBBI 002249//ESTs//S. 2e-16: 325:64//Hs. 1 56253 :A 1 334607 
R-HEKBB 10022S4//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//3. 8e-99: 590: 88//Hs. 23094:81 9503 

R-HEKBB 1002255/ZHuaan «RNA for KIAA0365 gene, partial cds//S.6e-4 
5: 342:83//Hs. 841 23 : AB002363 

R-HEKBB 1 002 266//ESTs//4. 4e-9l: 472: 98//HS. 6S366 : All 891 1 2 
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R-HEKBB 10022 80//EST//2. 9e-41 : 247 : 90//Hs. 1 6 1 91 7 : AA483223 
R-HEKB81002300//ESTS//8. 4e-1 9: 229: 75//Hs. 1 38463 :N7230S 
R-HEKBBI 002306/Aioao sapiens KIAA0432 oRNA, coaplete cds//0. 0021 : 1 
38:67//Hs. 155174: A8007692 

R-HEKB81002327//EST//0. 042: 249:6 1//Hs. 121097:AA714637 

R-HEKBB 1 002329//ESTS//1 . 7e-94: 453 : 99//Hs. 7 1 1 4 : R243 1 2 

R-HEKBB1002340//ESTs//5.8e-IS:163:77//H«.26378:H10228 

R-HEKBB! 002342/ /Hobo sapiens aRNA for putative thioredoxin-l ike pr 

0 1 e i n//0. 85:46: 84//Hs. 42644: A JO 1 084 1 

R-HEKBBI 002358//ESTs//2. 0e-52 : 3 1 9 : 8 t//Hs. 1 40255 : AA708322 

R-HEKBB 1 0023 59//ESTs//2. 7e- 1 06 : 5 1 7 : 97//Hs . 1 3634 : A 1 05 1 6 1 3 

R-HEKBBI Q02364//Huaan aRNA for KIAA0080 gene, partial cds//5. 3e-3 

7 : 360:65//Hs. 74554:038522 

R-KEKBB 1 00237 1 //Cate I ase//3. 3e-22 : 235 : 77//Hs. 76359: X0408S 
R-HEMB81 00238 1//Hoao sapiens (JH8) aRNA. partial cds//1 . 0e-08: 1 20: 
78//Hs. 142296 :AF072467 

R-HEMB81002383//ESTS//3. 5e-108: 520: 98//Hs. 45140:080055 
R-HEKBB 1002 387 

R-HEMBBI 00241 5//ESTs, Veakly siailar to !!!* ALU SUBFAK1LY J VARNI 

NC ENTRY ! M ! [H. sapiens]//2. 3e-23: 168:77//Hs. 1 3 3526 : N2 1 103 

R-HEKBBI 002425//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 

4)//3. 2e-57 : 304: 90//HS . 1 44563 : AF0S7280 

R-HEMBBI 002442//ESTs//2. 7e-48:289:87//Hs. 1 5S243:N70293 

R-HEKBBI 002453//Huain aflNA for KIAA0355 gene, coaplete cds//6. 2e-4 

5: 292:87//Hs. 1 5301 4: AB002353 

R-HEKBBI 002 457//Huaan aRN A for KIAA0118 gene, partial cds//2.7e-4 
6 : 546 :71//Hs. 154326:042087 

R-HEKB81 002458//EST//1 . 8e-72 : 343 : 1 00//H s. 1 62006 : AA508089 
R-HEKBBI 002477//ESTs//1 . 6e-38: 21 5 : 93//Hs. 1 8240 : AA460083 
R-HEKBBI 0024 89//ESTs//1 . 2e-1 01 : 534 : 94//HS. 7981 : HI 51 76 
R-HEKBei 002492//ESTs//5. 0e-1 4: 3S0 : 62//Hs . 99205: AA204969 
R-HEKBBI 002495//ESTs//2. 1e-19: 147:86//Hs. 1 63747 :AA1 74017 
R-HEM88100ZS02//ESTs. Veakly siailar to p40 [H. sapiens]//!. 2e-68: 3 
36: 98//Hs. 141515: T41 142 

R-HEKB81 002509//ESTS//2. 7e-97 : 459 : 99//H* . 1 27638 : A 1 01 461 5 

R-HEKBBI 00251 0//EST*. Veakly siailar to located at 0ATL1 [H. sapien 

s]//2. 2e-48: 265: 95//Hs. 48827: AA873278 

R-HEKBB 1 002520//EST//7 . 2 e-40 : 1 98 : 84//Hs . 1 40493 : AA804538 

R-f£MBBl002522//Huaan putative transaeabrane receptor IL-IRrp aRN 

A. coaplete cds//0. 50: 142:69//Hs. 159301 :U43672 

R-HEKBB 1002531 //EST//0. 024:147:61 //Hs . 1 48305 : AA909605 

R-HEKBB 1 002 534//EST//3. 1 e-2Z: 168 : 84//Hs. 146794: Al 149478 

R-HEKBB 1 002545//ESTs//9. 2e-90:421 :99//Hs. 1 1831 7 : A 1 0332 59 

R-HEKBB 1002 5 SOZ/ESTs. Veakly siai lar to siailar to S. cerevisiae L 

AC1 [C.eleganx]//5. 1 e-22:210: 81//HS. 11896:168813 

R-HEK88 1002556// ISLET AMYLOID POLYPEPTIDE PRECURSOR//! . 9e-45: 344: 8 

2//Hs. 51048:168830 

R-HENBB 1 002579//ESTs//4. 6e-47 : 326 : 85//Hs. 1 5S1 84 : AA573 1 89 
R-HEMBBI 002 S82//ESTs//0. 00036:91 : 76//Hs. 140039: AA047045 
R-HEKBBI 002590//ESTs//1 . 0e-37: 21 Q:84//Hs. 36658 :N91 1 38 
R-HEKBBI 002 596//Huaan aRNA for KIAA0118 gene, partial cds//2. 2e-4 
6:297: 87//Hs . 1 54326 : D42087 

R-HEMBBI 002600//EST//2. 5e-l 7 : 1 47 : 84//Hs. 121918: AA777424 

R-HENBB 1 002601 //EST s//7, 8e-68 : 358 : 95//Hs. 1 01 489 : R669Z3 

R-HEKBBI 002S03//EST//1 . 1e-47: 28! : 90//Hs. 149580: A 1 281 881 

R-HEMBBI 002607//ESTs//5. 4e-75: 379: 97//Hs. 29438: H42896 

R-HENB8 10026 10//ESTI, Veakly siailar to ! • ! ! ALU SUBFAMILY J VARNI 

NG ENTRY !!!! [H. sapi ens]//6. 2e-07 : 140: 70//Hs. 1 55456: AA707265 

R-HEKBBI 0026 1 3//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K I AA0508//8. Se-47: 278 : 83//Hs. 159187: AB007977 

R-HEKBBI 00261 4//ESTs//3. 4e-81 : 383 : 99//Hs . 1 30 1 2 : A 1 0941 50 

R-KEN88! 00261 7//Hoao sapiens protease-activated receptor 4 aRNA. c 

oaplete cds//7. 4e-l 9: 151: 80//Hs. 137574:AF055917 

R-HEKBB 100 26 2 3//ESTs//1 . 6e-45: 288: 87//HS. 1 38852 :AA284247 

R-HEM881 00263S//Saal I inducible cytokine AS (RANTES)//5. 5e-39:278: 

8 1 //Hs . 1 55464 : AF0882 1 9 

R-HEMBBI 00 2 664//EST//8. 9e-49: 315:87//Hs. 149580: Al 281881 

R-HEKBB 1 002677//ESTs//0. 65 : 1 59 : 62//HS. 1 6351 7 : Al 41 9775 

R-HEKBB 1002 6 8 3//H. sapiens aRNA for delta 4-3-oxosteroid 5 beta-red 

uctase//8. 6e-54:543:75//Hs. 2638:Z28339 

R-HEMBBI 002684//ESTs//3. 0e-l 8 : 1 48 : 87//HS . 1 58270 : AA776646 

R-HEMBBI 002686//ESTs//6. 1 e-80 : 41 9 : 96//HS. 1 03002 : 102753 

R-HEKBB! 002692//ESTs//3. 3e-58 : 45 1 : 82//HS . 1 41 254 : Al 334099 

R-HEKBBI 0026 9 7//ESTs//6. 2e-8S : 423 : 98//Hs .129812: AA769487 

R-HEKBB 1 0026 99//EST//5. 6e-46: 322 : 84//Hs. 1 40231 : AI0S4398 

R-HEM881 002702//ESTs//5. 6e-36 : 41 2 : 72//Hs . 1 54993 : AA142842 

R-HEMBBI 002705//POLYP0S I S LOCUS PROTEIN 1//0. 024:41 2 : S8//Hs. 74648 : 

M73547 

R-HENBB1 002712//ESTS//9. 0e-98 :451 : 99//Hs. 1 36806 : AA805682 
R -MAMMA 1 000009//EST s//3. 0e-78: 392 : 96//Hs. 1 63947 : AA678701 
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R-MAMMA 100001 9//Saat I inducible cytokine AS (RANTES) //! . 5e-47 : 247 : 
87//Hs. 1 55464: AF0882 1 9 

R -MAMMA) 000020/ /Z i nc finger protein 2 (A1-5)//4. 9e-49: 384: 80//Hs. I 
55533: X60 15? 

R-MAMMA 1 00002 S//Hoao sapiens KIAA044I oRNA, coeplete cds//4. 7e-1 1 : 
154: 71 //Hs. 32511 :AB007901 

R-MA1MA1 000043//Hoao sapiens aRNA for KIAA0761 protein, partial cd 
s//2. 0e-58 : 277 : 84//Hs. 93121: ABOI 8304 
R-ttAMMA1Q00D4S//ESTs//1 . Oe-38 : 225 : 92//Hs. 1 42567 : AA2871 65 
R-MAMMA 1 00005S//EST//0. 14:91 :67//Hs. 144061 :AA9963S0 
R-MAMMA1000057//Fucosyl transferase 1 (galactoside 2-alpha-L-f ucosy 
I transferase, Boabay phenotype included)//3. 8e-77: 54S:83//Hs. 6974 
7 : M3553 1 

R-MAMMA 1000069//ESTs//8. 0e-!08: 546 : 96//H*. 44856:837065 

R-MAMMA 1000084//HO mo sapiens clone 23632 aRNA sequence//7. 3e-43 :31 

3 : B3//Hs. 46918: AF0S2099 

R-MAMMA J000085//ESTS, Highly siailar to PUTATIVE CYSTEINYL-TRNA S 
YNTHETASE C29E6. 06C [Sch i zosaccharoayces poabe]//7.7e- 104: 546:94// 
Hs. 7779: AA04S241 

R-MAMMA) 000D92//EST, Moderately siailar to !!!! ALU SUBFAMILY J «A 
RNING ENTRY !!!! [H. sapi ens]//4. 2e-22 : 287 : 71//Hs. 1 36063 : U5 171 3 
R-MAMMA1 000 1 03/ /LON-DENS I TY LIPOPROTEIN RECEPTOR PRECURS0R//8. 4e-4 
9:334: 86//H* . 70008 : L00352 

R-MAMMAIOOOI 1 7//EST*, Reakly siailar to !!!! ALU SUBFAMILY J VARNI 
NC ENTRY ! ! ! ! [H. sapi ens]//3. 1 e-08: 96 :80//Hs. 1 15088: AA230172 
R-MAMMAIOOOI 29//EST//2. 8e-64: 310:99//Hs. 1 36394 :AA523 577 
R-MAMA 1000 133 

R-MAMMA 1 000 134//ESTs //1. 1 e-21 : 1 52 : 87//Hs. 163747: AA17401 7 

R-MAMMAIOOOI 39//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 

t KIAADS01//6. 3e-40: 288: 78//HS. 159897 :AB007970 

R-MAMMAIOOOI 43//EST//5. Oe-52 : 314: 89/ZHs. 149S80 :AI281881 

R-MAMMAIOOOI 55//Hoao sapiens apoptotic protease activating factor 

1 (Apaf-1) aRNA. coaplete cds//1. 5e-59:S62:75//Hs. 77579: AF013263 

R-MAMMA1 00016 3//ESTs//2. 8e-92 : 457 : 96//Hs .114413: AA884787 

R-MAMMAIOOOI 7 1//Hoao sapiens aRNA for putative lipoic acid synthet 

ase. partial//?. Se-39: 173:83//Hs. 53531 :AJ224162 

R-MAMMA 1 0001 73//ESTs. Highly siailar to SRC SUBSTRATE P80/85 PROT 

E INS [Callus gal lus]//2. 4e-07:63:90//Hs. 90367 : A 1 357069 

R-MAMMA 1 0001 75//EST//0. 66:217: S8//Hs. 1 46444 : A II 276 1 1 

R-MAMMAtOOO)83//ESTs//6. 7e-30:341 :73//Hs. 1 25254: AA872054 

R-MAMMAIOOOI 98//EST//2.8e-45: 185: 88//HS. 149580: A 1 281 881 

R-MAMMA 10002 2 !//ESTs, Reakly siailar to circadian clock protein [ 

M. ausculus]//! . 4e-41 : 272 : 90//Hs. 68398 : AA42 1 1 03 

R-MAMMA 1 0002 27//EST//2.4e-3 9: 388 :76//Hs. 1441 75:H70425 

R-MAMMA 1000Z41//EST//0. 0027: 263 :61//Hs. 37S32:H57946 

R-MAMMA 1 0002 51 //Homo sapiens aRNA for KIAA0772 protein, coaplete c 

ds//S. 3e-47 : 322:86//Hs. 1 551 9: ABOI 8315 

R-MAMMA 1 0002 54//Hoao sapiens tuaor necrosis factor superfaaily aea 
ber LIGHT aRNA. coaplete cds//2. 2e-43: 315:83//Hs. I29708:AF064090 
R-MAMMA 10002 5 7//EST//1 . 6e-62 : 330: 93//Hs. 141728 :N73041 
R-MAMMA1 D00264//Von Hippel-Lindau syndroae//2. 3t-31 : 141 :81//Hs. 781 
60: AFO 10238 

R-MAMMA1 000266//ESTS//3. 4e-34 : 1 50 : 81 //Hs . 1 63980 : AA71 58 1 4 
R-HAMMA1 000270//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t K IAAO508//2. 7e-S7 : 304: 78//Hs. 159187:AB007977 
R-MAMMA1000277//Th iopur ine S-aethy I transf erase//3. 7e-27:380:7l//H 
s.511 24: AF019369 

R-NAMMA1000278//ESTs//5. 2e~99: S04: 95//Hs. 8494:172694 

R-MAMMA 1000 2 7 9//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 

t K IAA04B7//3. 1 e-SB: 295 :83//Hs. 92381 :AB007956 

R-MAMMAt 000284//EST//4. le-10: 151 : 73//Hs. 60742:AA0I 7066 

R-MAMMA 1000287 

R-MAMMA1 000302//Hoao sapiens KIAA0432 aRNA. coaplete cds//t . 0: 50: 8 
4//Hs. 1 551 74 : AB007892 

R-MAMMA 1 00030 7//Huaan aRNA for KIAA0033 gene, partial cds//t.8e-4 
8 : 468 ; 76//Hs. 22271:026067 

R-MAMMA 1 00D309//ESTs//1 . 7e-94 : 491 : 94//HS. 135106 : Al 335251 

R-MAMMA 1 00031 2//ESTs//8. 9e-74 : 377 : 96//HS. 1 33 1 63 : A I OS 1 434 

R-MAMMA 1 0003 1 3//EST//8. 3e-19: 294:62//Hs. 1 27400 :AA954491 

R-MAMMA 100033 I //ESTs, Moderately siailar to envelope protein [H. sa 

pi ens] //8. 6e-54 : 278 : 97//Hs. 139170: AA662998 

R-MAMMA 1 000339//EST//6. 8e-44 : 1 69 : 89//Hs. 1 49580 : Al 28 1 881 

R-MAMMA 100034Q//Hoao sapiens aRNA for KIAA062S protein, partial cd 

s//0 . 8 2 : 2 04 : 6 1 //Hs . 1 54 9 1 9 : AB0 14 52 5 

R-MAMMA 1 000348//ESTS//3. 3e- 34:320: 75//Hs. 139158: AA226 1 59 

R-MAMMA 1 0003 56/ /ESTs, Highly siailsr to URIDYLATE KINASE [Sscchar 

oayces cerevisiae]//0. 42: 172:6l//Hs, 1 1463: AAS3S9I2 

R-MAMMAt 000360//Huaan aRNA for KIAA0I18 gene, partial cds//3. 8e-4 

3:21 2:82//Hs. 154326:042087 

R-MAMMA1 00036 1 //ESTs//3 . 1 e-t 7 : 1 88 : 68//Hs. 1 64036 : AA845659 



R-MAMMA1 000372//ESTs//1 . Oe-46 : 307 : 85//HS. 1 45032 : AA343523 
R-MAMMA 1000 385//ESTs//8. 2e-97 : 467 : 98//Hs. 1 52282: AA4) 2065 
R-MAIHAI000388 //Hobo sapiens UKLF aRNA for ubiquitous Kruppel like 
factor, coaplete cds//8.6e-14:106:92//Hs. 321 70: AB01S1 32 
R-MAMMA) 000395//ESTs//l. 9e-57 : 292: 96//Hs. 1 1 365: A 1 301060 
R-MAMMA 1000402//ESTS, Moderately siailar to RETRO VIRUS- RELATED PO 
L POLYPROTEIN [Mus ausculus]//9. le-47 : 316: 81//Hs. 138698:N38973 
R-MAMMAt 00041 0//Ar chain//) . 8e-40:443: 74//Hs. 33642:181 1 98 
R-MAMMA 1 00041 3//Hoao sapiens aRNA for KIAA0792 protein, coaplete c 
ds//1 . 3e-27 : 304 : 72//Hs. 119387 : AB007958 
R-MAMMA 1 0004 14//E ST s//2. 9e-27: 181 :87//Hs. 141 254:AI334099 
R-MAMMA 1 0004 1 6//Huaan aacrophage-der i ved cheaokine precursor (MDC) 
aRNA, coaplete cds//1 . 5e-58:282:82//Hs. 97203:U83171 
R-MAMMA 10004 2 1//Throaboi an e A2 receptor//4. 9e-48: 372: 80//Hs. 89887 : 
038081 

R-MAMHA1 00042 2//ESTs//0. 077 : 240 : 62//Hs. 1 231 36 : AA63 1 067 
R-MAMMA1 00042 3//Huaan aRNA for KIAA0392 gene, partial cds//1.3e-4 
8: 375 : 81//Hs. 40100: AB002390 

R-MAMMA 1 00042 4//Huaan aelanoaa antigen recognized by T-ceils (MAR 
T-1) aRNA//1. 4e-44:418: 75//HS. 1 54069 .U06452 
R-MAMMA 1 000429//EST s//3. 9e- 11 3 : 565 : 96//Hs. 5076 : N53461 
R-MAMMA 1 00043 1//Huaan aacrophage-der i ved cheaokine precursor (MDC) 
aRNA, coaplete cds//8. 6e-6B: 302: 85//Hs. 97203 :U83 171 
R-MAMMA 1 000444//Ca I c i ua aodulating I igand//5. 5e-44: 344: 81//Hs. I3S7 
2: AF0681 79 

R-MAMMA 1 Q00446//ESTs//1 . 0: 236: 60//Hs. 1 26958 : A 1 1 47447 
R-MAMMA 1000458 

R-MAMMA 1000468//ESTI//4. 4e-S1 :271 : 96//Hs. 6839AA0551 76 
R-MAMMA 1 00047 2//ESTS//5. 4e-39 : 1 46 : 86//H* . 141 581 : AA3 1 536 1 
R-MAMMA 1000478//ESTs//2. 3e-74: 365: 98//Hs. 140591 :AA828959 
R-MAMMA 1 000483/ /EST s//9. 9e-23: 235: 7S//Hs. 163592: AA280886 
R-MAMMA 1 000490//EST//2. 1 e-80 : 500 : 87//Hs . 1421 37 : AA21 3759 
R-MAMMA 1 000 SOO// Sail I inducible cytokine AS (RANTES) //4. 7a-43: 283 : 
86//Hs. 1 55464: AF0882 19 

R-MAMMA 1000 50 1//E ST s//4. 2e-37: 250: 86//Hs. 1 4 1 323 : 18803 90 

R-MAMMA 1000 5 16//Huaan aRNA for KIAA0392 gene, partial cds//S. le-4 

6:459: 7S//Hs. 40100: AB002390 

R-MAMMA 1 000 522//EST s//9. 5e-1 6: 226: 70//Hs. 1 16673: AA669267 

R-MAMMA 1 000559//ESTs//5. 2e-34: 244 : 84//Hs. 1 50727 : A 1 292236 

R-MAMMA1 000565//EST//2. 7e-38 : 386 : 76//Hs. 162404 : AA573 1 3 1 

R-MAMMA 1 000 SS7//EST//0. 33 : 49 : 79//HS. 1 47754 : Al 220561 

R-MAMMA 1 000S76//ESTs//4. 9e-57: 348 : 89//HS. 1 0892 1 :N3 1 2 1 1 

R-MAMMA I000583//Hoao sapiens KIAA0412 aRNA, partial cds//1 . 3e-52 : 3 

73: 77//Hs. 6200: AS007872 

R-MAMMA I 000585//ESTs//5. le-40: 337: 78//Hs. 1 3081 S:AA936548 
R-MAMMA 1000S94//Saa II inducible cytokine AS (RANTES)//3. 0e-45: 225: 
80//Hs. 1SS464: AF088219 

R-MAMMA 1 000597//ESTs//2. 0e-98: 461 : 99//Hs. 43212: AA993042 
R-MAMMA 100060 5//CD4 receptor (exons I and 2) [huaan. T-i yephocy te, 
aRNA, 3429 nt]//l . 5e-50:500:73//Hs. 116007:S79267 
R-MAMMA 1 00061 2//EST i. Highly siailar to HYPOTHETICAL TRP-ASP REPE 
ATS CONTAINING PROTEIN IN SI S1-NRPL2 INTERGENIC REGION [Saccharoay 
ces cerev isiae]//8. 6e-108: 559: 94//HS. 29203 :AI 3441 05 
R-MAMMA 1 00061 6//EST//0. 071:169: 60//Hs. 1 44096 : A 1 0321 80 
R-MAMMA1 000621//ESTS//1 . 0e-90 : 477 : 94//HS. 26073 : R9636 1 
R-MAMMA 1000623 

R-MAMMA 1 000625//ESTs//3. 4e-98 : 556 : 91//Hs. 1 1 9482 : A 1 361002 

R-MAMMA 1 00064 3//EST//4. 9e-74 : 379 : 96//Hs. 1 37447 : AA34Z203 

R-MAMMA 10006 64//Hoao sapiens aRNA for putative lipoic acid synthet 

ase, par t ial//3. 2e-43: 400: 76//Hs. 53531 : AJ224162 

R-MAMMA 1000669//EST//6. 9e-S3: 368: 84//Hs. 1 49580: A 1 281 881 

R-MAMMA 1 0006 70//EST a. Highly siailar to HYPOTHETICAL PROTEIN IN T 

0NB 3' REGION [Klebsiella pneuaoni ae]//8. 4e-98: 464: 98//Hs. 31431 :AI0 

22065 

R-MAMMA 10006 7 Z//E ST s//2.0e- 80: 382 :99//Hs.1 06747: Al 080476 
R-MAMMA 1 000684//ESTs//6. 2e-72: 357 : 98//Hs. 67896: AA865212 
R-MAMMA I 000696//Huaan aRNA for KIAA0345 gene, coaplete cds//3. 3e~5 
2 : 216 : 7S//Hs. 98938: AB002343 

R-MAMMA 1 000707//EST//7 . 0e- 1 1 : 1 95 : 68//Hs. 1 47002 : All 84644 

R-MAMMA 1 0007 13//Hoao sapiens DEC-205 aRNA, coaplete cds//l . 5e-4S :4 

85: 74//Hs. 153563: AF01 1333 

R-MAMMA 1 0007 1 4//ESTs. Moderately siailar to hypothetical protein 2 
(H. sapiens]//!. 2e-29: 158: 79//Hs. 142764: AA205569 
R-MAMMA 1 00071 8//ESTs//3. 1 e-45 : 264 : 88//Hs .152413: AA78051 5 
R-MAMMA 1 0007 20//ESTs//7. 4e-44 : 244 : 87//Hs. 1 1 1 742 : R39329 
R-MAMMA I 000723//Hoao sapiens aRNA for alpha(l, 2)fucosyl transferas 
e, coaplete cds//5.6e-52: 350 :82//Hs. 46328: 087942 
R-MAMMA 1 00073 1 //ESTs// 1 . 1 e- 1 9 : 420 : 66//Hs. 35036 : H95267 
R-MAMMA 1 000732//EST//2. 9e-20 : 229 : 74//HS . 1 35400 : A 1 056893 
R-MAMIA 100073 3//ESTi, Veakly siailar to HYPOTHETICAL 92.1 K0 PR0TE 
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IN ZK 1 098. 3 IN CHROMOSOME III [Caenorhabd i t i s elegani]//! . 2e-3S: 37 
I : 74//H$. 141429: AA63I9I S 

R-MAMMA1000734//Hoao sapiens SECS3 (SEC63) aRNA. co.pl etc cds//2. 1 
e-S8:2S3:98//Hs. 31 S75:AF1 00141 

R-MAMMA1000738//ESTs, Meakly similar to siailar to Achlya aabisexu 
alis antheridiol steroid receptor (C. elegana]//2. 3e-l 16:557: 98//H 
s. 71472: AA63Z288 

R-MAMMA 10007 44//ESTs//0. 015:143: 57//H*. 1 35382 : A 1 224205 

R-MAMMAI 000746//Huaan Line-1 repeat eRNA with 2 open reading fraee 

s//2. 3e-90: 568: 86//HS. 23094:M1 9503 

R-MAMMA1 000752// Interleukin 10//2. 8e-43:339:80//Hs. 2180:M57627 
R-MAMMA 1 O0O76O//EST//5. Oe-44: 306 : 86//HS. 1 62404 : AA5731 31 
R-MAMMAI 000761//EST//5. 0e-4l : 187: 85//Hs. 1 62335 :AA5642S6 
R-MAMMA 1 00077 5//Huaan eRNA for KIAA0355 gene, coaplete cda//3.0e-4 
6:465: 76//HS. 153014: AB0023S3 

R-MAMMA 1 000776//ESTs//l . 9e-43:429: 73//HS. 141742:022204 

R-MAMMAI 000778//EST s//l . 8e-31 : 445 : 70//HS. 111723: H57439 

R-MAMtA 1 000782//EST//0. 0019:102: 68//H* . 1 20686 : AA747 » 50 

R-MAMMA 1000798//ESTs//l.4e-1 3: 267 :69//Hs. 1401 56: AA704163 

R-MAMMAI 000802//C I a tbr i n. I ight polypept ide (lcb)//1 . 5e-4S: 358: 76/ 

/Hs. 73919:181637 

R-MAMMAI000831//ESTs//1 . 3e-l04: 510: 97//Hs. 1 7494: AA572675 

R-MAMMA 1000839//EST//2. 9e-51 : 307 : B9//H*. 149580: Al 281 881 

R-MAMMA 1 00084 1 //ESI s//l . 3 e- 34 : 4 1 2 : 7 2//Hs . 1 2 1 2 56 : AA757 90 2 

R-MAMMA 1 00084 2//EST i. Moderately siailar to MM ALU SU8FAMILY J t 

ARMING ENTRY !!!! tH. sap iens]//9. 4e-44 : 363 : 79//Hs. 96337 :AA225358 

R-MAMMAI 00Q843//ESTs//2. 2e-106 : 525: 97//H*. 1S2016:AA603097 

R-MAMMA 1 00084 5//ESTs//1. 6 e-66: 327:98//Hs. I 5690O:AA468955 

R-MAMMAI 00085 l//ESTs//3. 7e-14: H5:86//Hs. 1 40590: R7625I 

R-MAMMA I 0008 5 5//Huean eRMA for KIAA0392 gene, partial cds//S. 7e-4 

7 : 28 1 : 9 ! //Hs . 40 1 00 : AB00 2 3 90 

R-MAMMA 1 0008 56//EST//1 . 8e- 1 6 : 1 50 : 79//H*. 136811: AA7892 1 2 

R-MAMMA 1000862//EST//3. 2e-0S: 93: 73//HS. 161 205 : A141 9311 

R-MAMMAI 000863//EST*//! . 0e-46 : 446: 73/ZHs. 1 53432 : AA098922 

R-MAMMA 1 00086S//Hobo sapiens clone 23632 eRNA sequence//3. Oe-39: 32 

4: 80//Hs. 4691 8 : AF052099 

R-MAMMAI 000867//ESTs//9. 8e-1 6: 1 93: 76//Hs. 1 52340: AAS21 399 
R-MAMMA1000875//EST//3. le-24: 301 :72//H$. 132635: AI032B75 
R-MAMMAI 000876//ESTS//9. 9e-48: 246: 97//Hs. 1 12165: AA621 243 
R-MAMMA 1 00Q877//EST s//l . 4e-38 : 324 : 79//Hs . 1 4 1 024 : H07 1 28 
R-MAJMA1000880//Hoeo sapiens aRNA for KIAAQ594 protein, partial cd 
s//3. 2e-40 : 542 : 6B//HS . 1 5487 2 : ABO 1 1 1 66 
R-MAMMAI 0Q0883//ESTs//1 .0:207: 60//Hs . 47 1 99 : N5 1 1 07 
R-MAMMAI 000897//ESTs//2. 6e-78: 383 : 97//Hs. 41 067: A 1 31021 5 
R-MAMMAI 000905//Huean eRNA for KIAA0331 gene, coaplete cds//9. 7e-5 
3:307 : 91//HS. 146395: AB002329 

R-MAMMAI 000906//ESTs//8. Oe-25: 206: 83//HS. 141825 : AAO I 7093 
R-MAMMAI 000908//ESTS//4. 4e-32 : 1 76 : 96//Hs. 38559: AA701 634 
R-MAJNA1 00091 4//ESTs//0. 032: 150:63//Hs. I I9162:AA399989 
R-MAMMAI 000 92 1//Huaan 53X isofora of Type 11 phosphatidyl inosi to I — 
4-phosphate 5-kinase (PIPK) aRNA, coaplete cds//7. 7e-38: 269: 74//H 
S. 1 08966 :U48696 

R-MAMMAI 000931//ESTs//1. 2e-80: 457: 91//HS. 12231 9: AA782335 

R-MAMMAI 000940//ESTs//3. 3e-43: 329: 82//HS. 35254: Al 1 33727 

R-MAMMAI 000 94 1//ESTs//7. 5e-55: 306:84//Hs. 1 63936 : AA632281 

R-MAMMA1000942//EST1//2. Se-83: 405:98//Hs. 1 16491 :AA650428 

R-MAMMAI 000943//Cy tochroae P450, suhfaaily I (aroaatic coapound-in 

ducible). polypeptide 2//9. 3e-79:567: 80//Hs. 1 361 :M55053 

R-MAMMA1000956//EST//5. 7e-53:256: 100//HS. 162209:AA5361 78 

R-MAMMA 1000957//Kangai 1 (suppression of tuaorigenici ty 6. orostat 

e: C082 antigen (R2 leukocyte antigen, antigen detected by aonoclo 

ml and antibody IA4))//7. Se-49: 340: 85//Hs. 103458:353795 

R-MAMMA 1 00096 2//Hoao sapiens aRNA for XIAA0575 protein, coaplete c 

ds//2. Oe-48 : 2 1 6 : 85//Hs . 1 53468 : ABO 111 47 

R-MAMMA 1 00096 8//EST//6 . 2 e-46 : 302 : 86//HS . 1 49580: A 1 281 881 

R-MAMMAI 00097S//ESTI//1 . 4e-85: 428 : 96//Hs. 141742: M22204 

R-MAMMAI 000979//Hoao sapiens aRNA for KIAA0761 protein, partial cd 

s//8. Oe-39: 338: 79//Hs. 93121 :AB0I8304 

R-MAMMA 1 Q00987//EST//2. 8e-41 : 249 : 90//Hs . 1 49580: A 1281881 

R-MAMMAI Q00998//Hoao sapiens apoptotic protease activating factor 

1 (Apaf-1) aRNA. coaplete cds//3. 9e-50: 445:77//Hs. 77579: AF013263 

R-MAMMA 1 00 1 003//S i a I opho r i n (gpLIIS, leukosialm. CD43)//4. 1 e-51 : 2 

82:82//Hs. 80738:X52075 

R-MAMMA 100 1 008//E ST s. Veakly siailar to renin [H. sapiens]//! . 9e-8 
2: 405: 97//Hs. 25863: AA630313 

R-MAMMAI 001 02 1//Hoao sapiens DEC-205 aRNA, coaplete cds//3. 0e-44: 3 
09:86//Hs. 153563: AF0 1 1333 

R-MAMMA 1 00 1 024//ESTs//6. 8e-35 : 333 : 78//HS. 107657 : AA1 268 1 4 
R-MAMMA 100 10 30//ESTs//1 . 6e-l 10: 552: 96//H*. S9483: AAS24536 
R-MAMMAI 001 035//ESTs//1 . Oe-45 : 273 : 85//Hs. 1 38856 : H4746 1 
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R-MAMMAI 001 03 8//Huaan aRNA for KIAA0392 gene, partial cds//3.0e-5 
0: 298: 91//Hs. 40100: AB002390 

R-MAMMA 1001 04 l//ESTs//3. 6e-86:445: 95//Hs. 1 22625: R68650 

R-MAMMA 1 00 1050//EST//2. 2e-54:387:8S//Hs. 149580: Al 281881 

R-MAMMA 1 00 1059//ESTs. Moderately siailar to RNA helicase [M.auscul 

us]//! . 7e-l3:273:65//Hs. 98738: A 1 01 5487 

R-MAMMA 100 1 067//ESTs//l. 3e-38: 324: 78//Hs. 201 90: AA52S532 

R-MAMA1001 073//ESTs//5. 2e-106; 5S4: 94//HS. 1 2336:163748 

R-MAMIA1001074//Huaan aRNA for K1AA0355 gene, coaplete cds//1.2e-3 

8: 544: 68//Hs. I53014:AB002353 

R-MAMMA1001075//ESTs//2.0e-98:463: 99//Hs. 18341 :N38944 

R-MAMtA 1 00 1078//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//l. 7e-84: 556: 85//Hs. 23094:M19S03 

R-MAMMA 100 1 08 2//ESTs//2. 4e-71 : 356 : 97//Hs. 1 52302 :T90222 

R-MAMMAI 00 1 09 1//ESTs//4. 7e-83 : 429 : 95//Hs . 1 5441 2 : AA3 1 0926 

R-MAMMA I 00 1092//Hoao sapiens X-ray repair cross-coapleaenting prot 

ein 2 (XRCC2) aRNA, coaplete cds//6. 4e-34:262:82//Hs. 129727:AF0355 

87 

R-MAMMAIOOI 105//Huaan putative RNA binding protein RNPL aRNA, coap 
lete cds//4.2e-27:232:76//Hs.61840:U28686 
R-MAMMA1001 110//ESTs//1.6e-l 7: 1 28: 87//HS. 1 61 31 4 : A 1 42 1 S76 
R-MAMMA 1001 I26//C04 receptor (exons I and 2) [huaan, T-lyaphocyte. 
aRNA, 3429 nt]//8. 8e-S3 : 462: 78//Hs. 1 1 6007 : S79267 
R-MAMMAI 00 )133//Hoao sapiens tapasin (NC5-17) aRNA, coaplete cds// 
1. 8e~59:460:81//Hs. 5247 : AF0297S0 

R-MAMtA 1001 139//ESTs//1 . 3e-62:341 :94//Hs. 18819: R01029 
R-MAMIAI001 143//ESTs//3. Oe-48: 383: 80//Hs. 152340 :AA521 399 
R-MAMMAI001 14S//Calciua aodulating I igand//S. 1 e-48: 403 : 79//Hs. 1357 
2AF068179 

R-MAM1A1 00 1 1 S4//EST//6. 8e-35 : 3 1 3 : 75//HS. 162404: AA573 1 3 1 
R-MAMMAI 001161 //Hoao sapiens tapasin (NGS-17) aRNA, coaplete cds// 
1 . 1 e-58 : 409 : 84//HS . 5247 : AF029750 

R-MAMMAI OO 11 62//ESTs. Highly siailar to t-BOP [M. auscu lus]//2. 1 a— 9 
1:430: 99//Hs. 1 29982 : A 1 420970 

R-MAMMA 1 00 1 1 8 1 //ESTs//5. 0e- 1 1 2 : 5 57 : 96//HS . 1 1 8 1 8 1 : 102 25 1 
R-MAMMA I0O11 86//ESTs//3. 8e-85 : 41 0: 99//H*. 163811: V44959 
R-MAMMA1001 1 91//ESTs//0. 018:57:87//Hs. 141 253 : AA22651 9 
R-MAMMA1001 1 98//EST*. leakly siailar to involved in signaling by t 
he epi derail growth factor receptor [M. auscu I us] //2. 6e-80: 358: 96// 
Hs. 163827: AA074202 

R-MAMMAI OOI 202//ESTs//7.0e-43: 230: 95//HS. 79788: AA527348 
R-MAMMAIOOI 203//C la thr in. light polypeptide (Lcb)//2. 8e-6S:348:79/ 
/Hs. 7391 9: X81 637 

R-MAMMAIOOI 206//EST//0. 098: 84: 72//HS. 1 62941 : AA63S148 
R-MAMMAI OOI 21 5//ESTs//1 . 3e-43 : 1 56 : 86//Hs. 1 55243 : N70293 
R-MAMMAIOOI 220//ESTs//B. 9e-l 7: 276: 68//Hs. 116518: AA653202 
R-MAMMAI 00 1 222//ESTs//0. 49:112: 66//Hs. 24668: AA8973I 5 
R-MAMMAI 001 24 3//EST//0. 99:143: S2//Hs. 68522 : C20701 
R-MAMMAI 001 244//ESTs//2. 2e-06 : 79 : 83//HS. 123163: AA8096 1 9 
R-MAMMAI 00 1249//ESTs//4. 2 e-68: 343 :97//Hs. 1471 39: Al 191307 
R-MAMMAIOOI 256//ESTs, Moderately siailar to hypothetical protein 2 
[H. sapiens]//4. 7e-31 :22l :77//Hs. 142764: AA205569 
R-MAMMAI 00 1 259//ESTs//l . 3e-43 : 266 : 90//Hs. 61 93 : AA045 1 49 
R-MAMMAIOOI 260//Hoao sapiens aRNA for KIAA0661 protein, coaplete c 
ds//2. 0e-2 1 : 226 : 75//Hs. 65238 : ABO 1456 1 

R-MAMMA1001268//H. sapiens HCG II aRNA//2. 4e-53: 181 : 85//Hs. 1 46333 : X 
81001 

R-NAMMA1001 27 I //ESTs, Highly siailar to PUTATIVE SER INE/THREONJN 
E-PROTEIN KINASE EMK [Mus auscu) us]//l . I e-1 08: 546: 95//HS. 18999:N30 
643 

R-NAMMAI 001 274//Hoao sapiens aRNA for K1AA0S72 protein, partial cd 

s//4. 4e-32: 188:94//Hs. 1 4409: ABO 1 1 144 

R-MAMMA1001 2 80//EST//0. 0015: 170: 62//Hs. 1 16770: AA630371 

R-HAMMA 1 00 1 292//ESTs//5. 6e- 1 02 : 48 1 : 99//HS . 948 1 0 : AA8 1 1 876 

R-MAMMA1001 2 96//Hoao sapiens aRNA for KIAA0563 protein, coaplete c 

ds//2. 2e-27 : 348: 70//HS. 15731: ABO 1 1 1 3S 

R-MAMMA1001 298//ESTs//l . 4e-44: 375:79//Hs. 70279: AA757426 

R-MAMMAI 001 305//Huaan C protein-coupled receptor (STRL22) aRNA. co 

apl et e cds//4. 0e-43 : 300 : 8$//Hs. 46468 :U4$984 

R-MAMMAI 001 32 2//Hoao sapiens stress-activated protein kinase 4 aRN 
A. coaplete cdi//8.8e-12: 188:70//Hs. 55771 .AF004709 
R-MAMMA 1 001 324//E5Ts//5. 3e-68: 297:88//Hs. 1 21228 : AA709471 
R-MAMMA 100 1 330//ESTs//l.6e-57: 429 :83//Hs. 70279: AA757426 
R-MAMMA 1001341 //Hoao sapiens 4F5S aRNA. coaplete cds//4. 8e-27: 285: 
75//HS. 32567 :AF0735 19 

R-MAMMAIOOI 343//ESTs//8. 1 e-51 : 273 : 93//Hs. 162208 : AAS361 27 
R-MAIMA1 001 346//ESTS//1 .0:122: 65//Hs. 33028 : AA482478 
R-MAMMAIOOI 38 3//ESTs// 1 . 4e-45: 377 : 80//Hs. 114671 : N39322 
R-MAMMAIOOI 388//EST//7. 7e-47: 361 : 80//Hs. 1 621 97 : AA53521 6 
R-MAMMAI 001 397//EST//8. 7e-48: 337: 83//Hs. 149580: A 1 281 881 
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R-HAHMAI001408//EST//1 . 2e-38:2St :87//Hs. 1 67677 : AA60483 1 
R-NAJOIAIOOI4I I//EST1//4. 3o-93:435: 99//HS. I05480:AA780J7S 
R-MAMMA 1 00141 9 //Hobo sapiens translation initiation factor 4e aRN 
A, conplete cds//1 . 6e-1 9: 1 1 7:96//Hs. 1 9122: AF038957 
R-iAMMAl 00l420//ESTs//7. 3e-96 : 507 : 95//Hs. 55299 :AI 335267 
R-MAMtAI 001 435//ESTS//5. Oe-97 : 459: 99//HS . 1 44843 : A 1 222 1 66 
R-MAMMA 1 00 1442//ESTs//7. 1e-28: 167:83//Hs. 1410I9:AA287618 
R-MAMMA 1 001 446//Hoao sapiens KIAA0432 aRNA, coaplete cds//6. 2e-19: 
328:67//Hs. 1 551 74: A8007892 

R -MAMMA 1 00 1 452//EST//5. 6e-44 : 487 : 75//HS. 161476: N57542 
R-MAMU 1001465 

R-MAMMA1001476//Hoao sapiens yolk sac peraease- 1 i ke aolecule 3 (Y$ 
PL3) aRNA, coaplete cds//0. 79: 182:66//Hs. I36529:AF058317 
R-MAMIA1 001 487//Hoao sapiens KIAA0395 aRNA, partial cds//1. Ie-3S: 3 
28 :78//Hs. 43681 :AL022394 

R-MAMMA100150l//ESTs//4. 6e-1 00:472: 9S//H*. 123660: AA81 3065 
R-MAM1A1001 502//Huaan aRNA for KIAA0080 gene, partial cds//5.6e-1 
5: 220: 69//Hs. 74554:038522 
R -MAMMA 100 1510 

R-NAMMA10D1522//ESTs//3.2e-16:2l4:75//Hs. 1 52816 :AA634242 
R-MAMMA 100 1547//H. sapiens aRNA for urea transporter//2. 3e-45: 282:8 
9//Hs. 66710:896969 

R-MAMMA 1001 S51//Huaan 53K isofora of Type II phosphatidyl i nos i to I - 
4-phosphate 5-kinase (PIPK) aRNA. coaplete cds//1 . 9e-56 : 489: 76//H 
S. 108966:U48696 

R-MAMMA) 001 57S//E$Ts//4. 3e-92 : 440: 98//HS. 1 62882: AA807 1 40 
R-MAMMA 100 I 576//ESTs, Highly siailar to TUBULIN GAMMA CHAIN [Hoao 
sapiens]//!. 9e-1 II: 549: 96//Hs. 21635: AI41730S 
R-MAMMA1001 590//ESTs//l. !e-63: 324:96//Hs. 142217:AA27844I 
R-MAMMA 1 00 1 600//ESTS//5. 6e- 1 5 : 1 59 : 78//Hs. 1 386 33 : H98792 
R-MAMMA 1 00 1604 

R-MAMMAI001606//ESTs, Veakly siailar to finger protein koxl [H. sap 
i ens] //1 . 9e-97 : 488 : 96//Hs. 1 43263 : A 1 0576 1 6 

R-MAMMA 100 16 20//Hoao sapiens aRNA. clone:RES4-16//5. 4e-43:408: 76// 
Hs. 121493:025272 

R-MAMMA 1001 627//Koao sapiens aRNA for KIAA0772 protein, coaplete c 
ds//2. Oe-49 : 472 : 76//Hs . 1 551 9 : AB01 83 1 5 

R-MAMMA 1 001 630//ESTs. Veakly siailar to putative p150 [H. sapiens}/ 

/6. 8e-1 5: 1 68 : 73//Hs. 115216: AA291 074 

R-MAMMA 1 001 633//EST//5. 1e-14: 228:68//Hs. 141456 N36377 

R-MAMMA 1 00 163S//ESTs//3. 4e-37: 368: 75//Hs. 164033: AA769606 

R-MAMMA 1 001 649 

R-MAMMA 1 001 663//Hoao sapiens neuronal thread protein AD7C-NTP aRN 
A. coaplete cds//l. 7e-54: 272:8I//Hs. 1 29735: AF010144 
R-MAMIA1001 67D//$aal I inducible cytokine AS (RANTES)//5. 7e-S0: 304: 
89//HS. 155464 :AF0B82 19 

R-MAMMA1001671//EST//I. 9e-14 : 312:65//Hs. 137153:R46248 

R-MAMMA! 001 679//H. sapiens aRNA for rho CDP-d i ssoci at ion Inhibitor 

1//0. 066 : 1 96 : 62//Hs. 159161: X69550 

R-MAMMA 1 00 1 683//ESTS//4. 9e-94 : 447 : 98//Hs i 1 34464 : AM 51 081 
R-MAMMA1 001686//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K I AA0488//1 . 0e-1 7 : 246 : 73//Hs. 6761 9 : AB007957 

R-MAMMA 1 001 692//Huaan aRNA for KIAA0063 gene, coaplete cds//2. 1e-4 
7: 294: 89//HS. 3094:031884 

R-MAMMA10Q171 1//ESTs//2. 4e-86: 439: 96//Hs. 1 8498 :N52088 

R-MAMMA1 00171 5//ESTS//1 . 2e-73 : 399 : 93//Hs . 1 24620: A 1 082338 

R-MAMMA1 001730//ESTs//1 . 1 e-85: 403: 99//Hs. 1 25464: A 1 084596 

R-MAMMA1 001 735//ESTs, Highly siailar to TUBULIN BETA-5 CHAIN [Gal 

lus gall us}//3. 7e-1 10: 552: 96//Hs. 6923 : Al 161 1 58 

R-MAMtAI 001 740//ESTs//4.6e-45: 342: 82//Hs. 37573 :H59651 

R-MAMMA 1 001 743//EST//2. 7e-58 : 41 2 : 85//Hs. 1 49742 : A 1 285666 

R-MAMMA1001744 

R-MAMMA 1 00 1 745//EST//5. 6e-54 : 374: 84//Hs. 1 37041 : AA8778 1 7 
R-MAMMA! 001 75I//EST//3. 5e-36: 375 :73//Hs. 139715:925041 
R-MAMMAI001754//EST//0. 18: 144: 66//Hs. 7I9S7 :AA1 51413 
R-MAMMA) 001 757//ESTs//l . 0e-98: 488 : 96//Hs. 45184: Cl 4904 
R-MAMMA1001 760//ESTs//8. 7e-29: 206: 86//Hs. 1433 10: A 1142276 
R-MAMMA1 001764//ESTs//0. 00012:434: 58//HS. 120051 :AA707847 
R-MAMMA 1001 768//Huaan aRNA for KIAA0327 protein, coaplete cds//2.3 
e-41 : 299: 85//HS. 149323 :AB002325 

R-MAMMA1 001 769//EST//1 . 7e-1 5 : 1 39 : 81//Hs. 1 62399 : AA572825 
R-MAMMA1 001 771//ESTs, Moderately siailar to seaaphorin B [M.euscul 
us]//7. 6e-43 : 257: 91//Hs. 7634:AA481 246 

R-MAMMA 1001 783//Huaan high-affinity copper uptake protein (hCTRI) 
aRNA. coaplete cds//5. 6e-42:272:86//Hs. 73614:U83460 
R-MAMMA 1 001 785//ESTs//l . 5e-87:43l : 98//HS. 1 31065 : AA972238 
R-MAMMA 1 001 788//EST//0. 95:108: 62//Hs. 1 4588 1 : A 1274644 
R-MAMMA 1 001 790//ESTs//4. 0e-4l : 340 : 80//Hs. 1 58045 : AA425744 
R-MAMMA 1 00 1 806//EST//1 . 4e-40 : 297 : 84//Hs. 1 41 240 : H603 1 3 
R-MAMMAI00181 2//ESTs//2. 4e-93: 446:98//Hs. 1 29034 :AA776892 



R-MAMMA100I81 5//EST//0. 00053: 371 :59//Hs. 1 33255 : A 1 052659 
R-MAMMA 1001817/ /Huaan aRNA for KIAA0226 gene, coaplete cds//2. 1e-4 
6: 32S:87//Hs. 44106:D86979 
R -MAMMA) 00181 8 

R-MAMMA 1 00 1 820//EST//1 . 9e-49 : 303 : 89//Hs . 1 49580 : A 1 28 1 881 

R-MAMMA 1 00 1824//Hoao sapiens 4FSS aRNA. coaplete cds//4. 3e-48:438: 

75//Hs. 32567: AF073519 

R-MAMMA1001836//ESTs//3. 8e-06: 128: 71//Hs. 14361 1 :M78140 

R-MAMMA 1 001 83 7//Hoao sapiens KIAA0395 aRNA. partial cds//3. 8e-47 : 3 

39:83//Hs. 43681 : AL022394 

R-MAMMA 1 00 1 848//ESTs//2. 1 e- 1 6 : 1 2 5 : 85//HS . 1 6 1 662 : AA8368 1 1 
R -MAMMA 1 001851//ESTS//4. 5e-48 : 344 : 84//Hs. 1 38856 : H47461 
R-MAMMA 1 00 18S4//Saa 1 1 inducible cytokine A5 (RANTES)//2. 6e-38: 280: 
83//HS. 155464 :AF08B2 19 

R-MAMMA 1 00 1 858//ESTS// 1 . 1 e-44 : 33 1 : 83//Hs . 44702 : A II 48840 

R-MAMMA 1 001 864//Hoao sapiens aRNA for KIAA0475 protein, coaplete c 

ds//7. 8e-31 : 262: 77//Hs. 5737: AB007944 

R-MAMMA 1 00 1868//Hoao sapiens antigen NY-CO-16 aRNA. coaplete cds// 
9. 2e-06 : 450 : S8//Hs. 1 32206 : AF039694 

R-MAMMA1 001874/ /Huaan high-affinity copper uptake protein (hCTRI) 
aRNA. coaplete cds//4. 9e-46:332:83//Hs. 73614:U83460 
R-MAMMA 1 00 1 878//Cy t och r one P450, 51 (lanosterol 14-a Ipha-deaethy la 
se)//1. 2e-46 : 429 :78//Hs. 2379: U23942 

R-MAMMA 1 001 880//ESTs. Moderately siailar to !!!! ALU SUBFAMILY J V 

ARN INC ENTRY !!!! [H. sapiens]//7. 6e-26:230:79//Hs. 106008: AAI47606 

R-MAMMA 1001 8 90//ESTs//1 . 1e-39:338:79//Hs. 14681 1 :AA410788 

R-MAMMA 1 001 907//Kangai 1 (suppression of tuaor igeni ci ty 6. pros tat 

e; CD82 antigen (R2 leukocyte antigen, antigen detected by aonoclo 

nal and antibody IA4))//6. 7e-47:283:89//Hs. 103458:X5379S 

R -MAMMA 1 00 1 908//ESTS//0. 043 : 1 34 : 65//HS . 1 45333 : Al 25 1 374 

R-MAMMA 1 00 1 93 1 //ESTs//1 . 8e- 75 : 36 1 : 99//H s . 1 48 1 25 : AA6 93801 

R-MAMtAI 001 956//Hoao sapiens aRNA for KIAA0706 protein, coaplete c 

ds//1 . 4e-1 8: 174: 77//HS . 1 3 9648 : ABO 1 4606 

R-MAMMA 1 00 1 963//E$Ts//S. 7e-2B : 206 : 84//H s. 1 63254 : AA828790 

R-MAMMA 1001 96 9//ESTs. Veakly siailar to hypothet ica I protein [H. sa 

pi ens]//6. 7e-24 : 331 : 71//Hs. 1 40506 : AA30801 8 

R -MAMMA) 001970//ESTS//8. 9e-61 : 286 : 84//Hs. 141 575: AA211 734 

R-MAMtA1001992//ESTs//4. 4e-43 : 339 : 82//Hs. 1 55498: M27084 

R-MAMMA1002009//Saai I inducible cytokine A5 (RANTES)//4. 6e-24:330: 

70//HS. 155464: AF088219 

R-MAMMA1 00201 1//ESTs//9. 5e-72 : 360: 97//Hs. 1 3525: R39054 

R-MAMMA 1 0020 3 2//Huaan aelanoaa antigen recognized by T-celts (MAR 

T— 1 ) aRNA//3. 7e-4S:370: 80//Hs. 154069:U06452 

R-MAMMA1 002033//EST//4. 6e-23 : 264 : 74//HS. 1 6191 7: AA483223 

R-MAMMA 1 002041//ESTs//3. 8e- 1 00 : 465 : 1 00//HS . 1 41 36 1 : A 1 2064 1 2 

R-MAMMA! 002042//Hoao sapiens 4FSS aRNA. coaplete cds//1. te-43:407: 

76//Hs. 32567: AF07351 9 

R-MAMMA1002047//Hoao sapiens aRNA for cheaokine LEC precursor, coa 

plete cds//! . 9e-37 : 316 : 74//HS. 10458: AF0882 19 

R-MAMMA 1 002056//EST//1 . 3e-5 1 : 3 1 0 : 90//H* . 1 49580 : A 1 28 1 88 1 

R-MAMMA1 002058//ESTs//5. 9e-16: 1 35: 84//Hs. 95807: AA 146979 

R-MAMtAI 002068//ESTs. Veakly siailar to HYPOTHETICAL 43.3 KD PR0TE 

IN IN Q0X0-VPR INTERGENIC REGION [Bacillus subt i I is]//4. 0e-45:404: 

78//Hs. 138596 :N38806 

R-MAMMA1 002078//EST//2. 2e- 1 5 : 207 : 7 1//Hs. 1 32635 : A 1 032875 
R-MAMMA1002082//Hoao sapiens aRNA for TSC403 protein, coaplete cds 
//1 . 7e-42 : 3 1 4 : 83//Hs. 1 0887 : ABOI 3924 

R-MAMMA 1002084//Huaan aRNA for KIAA0392 gene, partial cds//3. 7e-4 
6 : 308: 87//Hs. 40100: AB002390 

R-MAMMA 1002093//EST//0. 89:213:60//Hs. 151201 :AI 125907 
R-MAMtAI 0021 08//ESTs//l. Oe-95: 515: 93//HS. 29002 :H1 1347 
R-MAMMA 1002 11 8 

R-MAMMA100212S//Throaboxane A2 receptor//7. 2e-43: 335:83//Hs. 89887: 
038081 

R-MAMMA 10021 3 2//Hoao sapiens neuronal thread protein AD7c-NTP aRN 

A. coaplete cds//1. 4e-58: 396 :78//Hs. 129735: AF0I01 44 

R-MAMMA 1 002 M0//Hoao sapiens nephrin (NPWS1) aRNA. coaplete cds// 

1. 4e-37: 422 :75//Hs. 1 28834: AF03583S 

R-MAMMA 1002 143//E$Ts//0. 050: 123:69//Hs. 8231 :AA152276 

R-MAMMA 1 002 145//Hoao sapiens KIAA0426 aRNA, coaplete cds//$. 0e-21 : 

371 : 69//Hs. 97476 :AB007886 

R-MAJMIA10021 53//ESTs//2. Oe-31 : 159:77//Hs. 13081 5: AA936548 
R-MAMMA) 0021 55//Huaan Line-1 repeat aRNAaith 2 open reading fraae 
s//8. 7e-39 : 506 : 69//Hs. 23094 : Ml 9503 

R-MAMMA 1 0021 56//Hoao sapiens aRNA for putative lipoic acid synthet 
lie. par t i a I//2. 9e-44: 336 : 82//Hs. 53531 : AJ2241 62 
R-MAMMA10021 58//ESTs//3. 0e-40: 31 3: 83//H*. 1 1 8273 : AA626040 
R-MAMtAI 0021 70//Hoao sapiens aRNA for TRAPS, coaplete cds//7. 7e-3 
7: 370: 77//HS. 29736 :AB000509 

R-MAMMA 1 002 ) 74//ESTi//2. 5e-16: 1 86: 75//H*. 141 203:HS2638 
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R-MAMMA 1 002 1 98//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 

t K IAA0487//6. 2e-SI : 31 8: 82//Hs. 9238) : AB007956 

R-MAMMA 1 002 209//ESTs//9. 2e-34 : 111: 88//Hs. 141 575 : AA21 1734 

R-MAMMA1 00221 5//ESTs//3. 6e— 1 01 : 530: 94//Hs. 26780 :N50038 

R-MAMMA 1002 2 19//Hoao sapiens aRNA for KIAA0640 protein, partial cd 

s//5. 2e-45 : 283 : 88//Hs. 153026 : A80MS40 

R~MAMMA1002230//Huaan 53K isofora of Type II phosphatidyl i nos i to I - 
4-phosphate S-kinase (PIPK) aRNA. complete cds//9. 1 e-50: 330: 77//H 
s. 1 08966 :U4BS96 
R -MANNA 1 002236 
R-MAMMA 1002243 

R-MAMMA1002250//Hoao sapiens PYRIN (MEFV) aRNA. complete cds//1.2 
e-44 : 299 :87//Hs. 11 3283: AF01 8080 

R-MAMMA1002267//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0487//1 . 6e-54: 207: 81//Hs. 92381 : AB0079S6 
R-MAMMA!002268//ESTs//2. 9e-94:439: 100//HS. 68061 :AI042283 
R-«AMMA1002269//ESTs//7.4e-05:170:65//Hs. 140466 :AA766772 
R-MAMMA 1 002 282//ESTs//7. 8e-09: 69 : 78//Hs . 1 59502 : AA2251 4 1 
R-MAMNA1002292//ESTs//5. 3e-64: 334: 94//Hs. 1 13606:AM3875I 
R-MAMMA1002293//ESTS, Moderately similar to plakophilin 2b [H. sapi 
ens]//1.7e-39:203:81//Hs.l54257:AI275982 
R-MAMMA) 002294//EST//B. 1 e-43: 326:82//Hs. 149580: Al 281881 
R -MAMMA 1 0O2297//ESTS//6. 5e-45 : 323 : 83//Hs. 1 55475 : AA761 454 
R-MAMMA 1 002298//ESTS//1 . 7e-68 : 355 : 96//Hs. 52683 : H87 1 53 
R-MAMMAIQ02299//ESTS. Highly siailar to UNE-1 REVERSE TRANSCRIPT 
ASE H0M0L0C [Hobo sapiens]//2. 3e-58:346:91//Hs. 140385: AA773359 
R-MAMMA 1002308 

R-MAIMIA1002310//Huaan aelanoaa antigen recognized by T-cells (MAR 
T-l) aRNA//2. 2e-44: 280: 87//Hs. 1 54069: U064S2 

R-MAMMA 10023 11 //Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//2. 3e-70:503:81//Hs. 23094:M19S03 

R-MAMMA 100231 2//EST//1 . 7e-31 : 144:80//Hs. 1 35936: N36094 

R-MAMMA 1 00231 7//Huaan aRNA for tryptophan hydroxylase (EC 1.14.16. 

4)//4. 3e-49 : 457 : 7S//Hs. 1 44563 : Af 057280 

R-MAMMA1 00231 9//ESTs//3. 9e-38: 297:70//Hs. 140326: AA8 271 83 

R-HAMMA1002322//ESTs//1. 1e-46: 301 : B6//Hs. 155498:127084 

R-MAMMA1 002329//EST//2. 6e-09 : 1 46: 72//Hs . 1 32366: Al 026658 

R-MAMMA 1002 3 3 2//Hoao sapiens clone 23892 aRNA sequence//2. 6e-4S:38 

7 : 70//Hs. 91 91 6 :Af 03531 7 

R-MAMMA 1002 3 33//EST//1 . 8e-09: 139:74//Hs. 137800: AA886897 
R-MAIMIA1002339//ESTs//4. 2e-47: 310: 76//HS. 138865:857618 
R-MA*IA1002347//ESTs//1 . 5e-44: 326: 83//Hs. 1 1 1 723 :H57439 
R-MAMMA 1 002351 //ESTS//3. 0e-1 1 2: 545: 97//HS. 26209: Al 1431 27 
R-MAMMA 1 002 352//Hoao sapiens aRNA for leukeaia associated gene 2// 
1 . Se-S8: 259 : 92//Hs. 43628 :Y1 5228 

R-MAMMA 1 002 3S3//Huaan aRNA tor K1AA0392 gene, partial cds//4.Se-4 
0:360: 77//Hs .40100 : AB002 390 

R-MAMMAl0023S5//ESTs//1.4e-29: 307: 7S//Hs. 3769: AI085367 
R-MAMMA1002356//Clathr in. light polypeptide (Lcb)//4. 9e-31 : 217 :88/ 
/Hs. 73919: 181637 

R -MAMMA 1 002 359//Hoao sapiens PYRIN (MEFV) aRNA, complete cds//1.1 
e-70,483:84//Hs. 1 13283 :AF0 18080 

R-MAMMA 1 002 360//ESTs//3. 5e-19: 301 :S9//Hs. 1 24701 :AA701 475 
R-MAMMA 1002 361 //Homo sapiens X-ray repair cross-coapl eaent i ng prot 
•in 2 (XRCC2) aRNA. coaplete cds//2. 6e-30: 244: 81//Hs. 1 29727: AF03S5 
87 

R-MAlMIAf 002362//ESTs//2. 3e-43:241 :88//Hs. 1 50727 :AI 292236 
R-MAMMA1002380//ESTS//5. la-36: 322:79//Hs. 1 36994:AA843S42 
R-MAMMA 1 002 384//Saa 1 1 inducible cytokine A5 (RANTES)//!. 8e-42: 298: 
84//HS. 1 55464 :AF0882 19 

R-MAMMA 1 002385//ESTS//0. 57 : 203 : 63//Hs. 1 46303 : AA57906 1 
R-MAMMA 1002 3 92//Huaan aRNA for platelet-activating factor acetylhy 
drolase 2. complete cds//5. 8e-41 : 305: 83//HS. 861 88: D87845 
R-MAMMA 1 00241 1 //ESTs//4. 4e-68 : 385 : 92//Hs. 53478 : N92294 
R-MAIMA1 00241 3//Hoao sapiens aRNA for saall GTP-binding protein, c 
oaptete cds//3. 3e-14: 138:75//Hs. 1 15325:084488 
R-MAMEMAl 00241 7//ESTs//1 . 6e-98:475: 98//Hs. 96345:N22588 
R-MAMMA 1002427//ESTs//3. U-39: 274: 79//Hs. 1 41 1 30 :H28477 
R-MAMMA 1002428//ESTs//8. 4a- 1 1:215: 66//Hs. 1 41 022 :H06475 
R-MAMMA 1002434//ESTS. Moderately siailar to HI! ALU SUBFAMILY SP 
VARN1NG ENTRY » ! ! ! [H. sapiens]//?. 5e-1D6: 521 : 98//Hs. 1 1 2152:AA48734 
8 

R-MAMMA1 002446//ESTs, Veakly siailar to M ! ! ALU SUBFAMILY SC IARN 
INGENTRY !!!! [H. sapiens]//4. 7e-37 : 374 :68//Hs. 1 57142 : U8S996 
R-MAMMA 1 0024 54//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t KIAA0485//2. 0e-60: 323: 8I//Hs. 891 21 : AB0079S4 
R-MAMMA1002461//ESTs//4. 7 a— 1 1 1 : 548: 97//HS. 104281 :AA147076 
R-MAMMA 1002470//ESTS, Highly siailar to HYPOTHETICAL 80.7 KO PROT 
EIN IN ERG7-NMD2 INTERGENIC REGION [Saccharoayces cerevisiae]//8. 5 
e-1 04 : 544 : 93//Hs . 94570 : Al 192106 
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R-MAMMA 1 00247 5//ESTs. Veakly siailar to HH ALU SUBFAMILY J VARNI 
NC ENTRY !!!! [H. sapiens]//3. 4e-31 : 263: 79//HS. 38687 :AA744496 
R-MAMMA I 002480//ESTs, Veakly siailar to HH ALU SUBFAMILY J VARNI 
NG ENTRY !!!! [H. sapiens]//!. 0e-34: 159: 79//HS. 1 33526: N2 1 1 03 
R-MAMMA 100248 S//Hoao sapiens stanniocaicin-2 (STC-2) aRNA, coaplet 
e cds//8. 9a- 1 16 : 560 : 97//Hs. 1 55223 : AF055460 
R-MAMMA 1 002494//ESTS//3. 2e-47 : 303 : 88//Hs. 1 S5243 : N70293 
R-MAMMA1002498//Huean novel hoaeobox aRNA for a DNA binding protei 
n//0. 0043: 331 :58//Hs. 37035:U07664 

R-MAMMA 100 2 52 4//ESTs//0. 0039:354: 61 //Hs. 125797:AA80S277 
R-MAMMA 100 2 S3 0//Hoao sapiens cytosolic phosphol ipase A2 gaaaa (cPL 
A2 gaaaa) aRNA. coaplete cds//3. 9e-103 : 529: 95//Hs. 1 8858 : AF06521 4 
R-MAMMA 100 2 54 S//Hoao sapiens aRNA for KIAA0575 protein, coaplete c 
ds//9. Se-50:317:88//Hs. 153468: AB01 1147 
R-MAMMA 1 0025S4//ESTs//2. 3e-85: 445: 9S//Hs. 1 391 40 : AA2 1 
R-MAMMA1002556//ESTS. Veakly siailar to HH ALU SUBFAMILY J VARNI 
NG ENTRY !!!! [H. sapiens]//! . 0e-1 2: 280: 65//Hs. I2725:T6S0S8 
R-MAMMA1002566//ESTs//2. 3e-88: 421 : 99//Hs. 1 7602 : AA705681 
R-NAMMA1 00257 1//ESTs//5. 1 e-97: 456: 99//Hs. 152B34:AAS9S693 
R-MAMMA1002573//ESTs//3. 1 e-38: 258: 87//Hs. 163989: R74433 
R-MAMMA 100 2 58 5//ESTs//7. 8e-96: 533: 91//Hs. 26009 : H49371 
R-MAMMA 1 002590//ESTS//0. 61:202: 62//Hs. 1 6 1 1 90 : Al 41 9258 
R-MAMMA1002597//Cytochroae P4S0, subfaaily IIB (phenobarbi tal-indu 
cible), polypeptide 6//2. 9e-21 : 177:75//Hs. 1360:M29874 
R -MAMMA) 002598//ESTs//3. 4e-1 13: 544: 97//Hs. 20263 : AA57J737 
R-MAMMA 1002603//Thiopjr me S-aetby I transferase//7. 6e-3S:225:80//H 
S. S1124AF019369 

R-MAMIA 10026) 2//Cy tochroae P450, subfaaily I (aromatic compound- in 
ducible). polypeptide 2//4. 2e-46:424:75//Hs. 1 361 :N55053 
R-MAMMA 1 00261 7//ESTs//1 . 1 e-38 : 229 : 92//Hs. 96987 : V27389 
R-MAMAI 0026 18//L and* te i ner-V i ener blood group glycoprotein//1 . 3e- 
27:185 : 73//HS . 1 08287 : L27670 

R-MAMMA1 00261 9//ESTs//t . 7«-95: 480 : 96//Hs. 54873 : AA526306 

R-MAMIA 1 002622/ /Throaboxane A2 r ecep to r//3. 2e-46: 298: 87//Hs. 89887: 

038081 

R-MAMMA! 00262 3//EST//4. 3e-49:336:85//Hs. 149S80: AI28188I 

R-MAMMA 100 26 2 5//ESTs, Moderately siailar to ovarian-specific prote 

in [R. norvegi cus]//2. 3e-3S:308:79//Hs. 93332:AA81 1920 

R-MAIOIAt002629//HoBo sapiens aRNA for saall GTP-binding protein, c 

oaplete cds//9. 7e-57: 283: 86//HS. 1 1 5325:084488 

R-MAMIA I 002636/ZHuaan aRNA for KIAA0392 gene, partial cds//1.2e-4 

9 : 303 : 89//Hs. 40 1 00 : AB002390 

R-MAMMA1002637//ESTs//1. 3e-S5: 391 :85//Hs. 95074: All 44421 
R-MAMMA 1 00 2646//ESTs//7. 4e-36 : 1 82 : 80//Hs. 1 63937 : N6991 5 
R-MAMMA1 0Q2650//E5TS//1 . 6e- 1 02 : 547 : 94//Hs. S7841 : V63776 
R-MAMMA1 002655 

R-MAMMA1002662//Hoao sapiens KIAA0426 aRNA. coaplete cds//2. 2e-46: 
462: 7S//Hs. 97476: ABO07886 

R-MAMMA1002665//Huaan aRNA for KIAA0118 gene, partial cds//9. 1e-$ 

1 : 376:82//Hs. 154326:042087 

R-MAMMA100267l//ESTs, Veakly siailar to coded for by C. elegans cD 

NA ykS2el0. 5 [C. elegans]//5. 3e-108:544:96//Hs. 16464:V19606 

R-MAMMA 1 00267 3//EST//3. 3e-35 : 1 69 : 79//HS. 1 40046 : AA6682 1 3 

R-MAMMA 1 002684/ /Homo sapiens aRNA for KIAA0214 protein, coaplete c 

ds//4. 6e-1 09 : 544 : 96//HS . 3363 : 086987 

R-MAMMA1002685//EST//1. 9e-31 :223:86//Hs. 1 1 2540 :AA60 1385 

R -MAMMA 1 002698/ /EST s//S. 9e-43 : 292 : 85//Hs. 1 44660 : AA6 52675 

R-MAMMA 1 002699//ESTs//3. Ze-25 : 1 34 : 1 Q0//Hs. 1 26049 : F225 1 0 

R-MAMMA 1002701 //EST s. Veakly siailar to !!!! ALU SUBFAMILY J VARNI 

NG ENTRY HH [H. sapi ens]//6. 9e-70: 353 : 96//HS. 1 38404: R70986 

R-MAMMA 1 002708//EST s//2 . 1 e-76 : 41 3 : 94//Hs. 57932 : V69234 

R-MAMMA1 00271 1 //EST s//1 . 9e-44: 236 : 96//Hs. 1 38575 :H678S8 

R-MAMNA1 00272 1//Hoao sapiens DEC-205 aRNA. coaplete cds//2. 7e-43: 2 

73:89//Hs. 153563: AF01 1333 

R-MAMMA1002727//E$Ts//2. 9e-84: 395: 100//HS. 162826 :AA679571 
R-MAMMA1002728//Saall inducible cytokine AS (RANTES) //3. 4e-42: 266: 
88//HS. 155464 :AF08821 9 

R-MAMMA 100 2 744//ESTs//4. 2 e-1 8 : 473 : 63//Hs . 42826 : AA846757 
R-MAMMA1 002746//ESTS//1 . 8e- 1 00 : 473 : 99//HS. 1 1 7558 : AA779907 
R-MAMMA I 002748//Huaan aelanoaa antigen recognized by T-cells (MAR 
T-1) 1RNA//5. 8e-40: 330: 80//HS. 154069 :U064S2 

R-MAMMA 1002754//ESTs, Veakly siailar to •!!> ALU SUBFAMILY j VARNI 
NG ENTRY HI! [H. sapiens] //A. Se-40: 369: 77//H*. 105292 :AAS04776 
R-MAMMA1 002758 

R-MAMMA 1 0Q2764//ESTs//4. 2e- 1 03 : 486 : 99//HS. 1 59909 : A 1 393281 
R-MAMMA1 002765//ESTs//1 . Se-37 : 338 : 76//HS . 37573 :HS9651 
R-MAMMA1 002769//ESTs//0. 72:409: S7//Hs. 1 4 1 376 : A 1 301 272 
R-MAMMA1 002780/ /EST s//l . Se-52 : 292 : 92//Hs. 1 35985 : AA342750 
R-MAMMA 1002782//ESTs//t. Oe-31 : 157: 80//Hs. 1 59510: AA297145 
R-MAMMA1002796//ESTs//3. 8e-49: 284: 92//HS. 156479:AA513812 
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fi -MAMMA 1 002807//Archa in//1 . 4e-39 : 3 1 5 : 80//Hs. 33642 : X81 1 98 
R-MAMMA1002820//ESTs//5. 0e-14: 192: 74//Hs. 134635:AA226260 
R -MAMMA! 002830//EST//4. 0e-50 : 255 : 97//H s. 1 60S74 : A 1 248319 
R-MAMMA 1 00283 3//EST//1 . 2e-48 : 306 : 88//H1. 1 49S80 : A I 28 1 88 1 
R-MAtftA! 002835 

R-MAMMA! 002838//EST//2. 7e-12: 161 : 76//H*. 163252 :AA828723 
R-MAMMAI 002842//ESTs//l . 7 •— 4 1 : 366: 78//Hs. 14! 899:M22395 
R -MAMMA! D02B43//Von Hippel-Li ndau syndroae//8. 8e-38:258: 79//H*. 781 
60: AF010238 

R-MAMMAI 002B44//ESTs//3. S©— 5 1 : 250: 99//Hs . 1 S3 44S : AA351 081 

R-MAMMA 1 00 28 S8//H. sapiens ERF- 1 aRNA 3’ end//9. Oe-1 01 : 361 : 9l//Hs. 8 

5155:879067 

R-MAMMA I 00286B//ESTs//2. 1 *-38: 301 : 80//H*. 1 3271 7: AA1 71941 
R-MAMMAI 002871//EST//6. Oe-88 : 41 3 : 99//H*. 1 49057 :A 1243592 
R-MAMMAI 002880//EST s//S . 5a- 1 00 : 506 : 96//Hs . 1 63533 : N52 1 94 
R-MAWA1 002881//EST//1. la-40: 335: 80//Hs. 160895 :A 1 365871 
R-MAMMAI 002886//Saa 1 1 inducible cytokine AS (RANTES)//3. 4a-36:228: 
88//HS. 1 55464: AF 08821 9 

R-MAMMA 1 002887//ESTI//4. 7e-87 : 409 : 99//H*. 152155: AA42481 1 
R-MAMMA1 002890//EST s , Meekly siailar to coded for by C. elegant cO 
NA CEESB82F [C. e1egans]//4. 2e-92:438:99//Hs. 155871 :AA533783 
R-MAMMAI 002892//Hoao sapient EV I S hoaolog aRNA. coaplete cds//4.9 
e-62 : 322 : 80//Ht . 26929 : AF0089 1 S 

R-MAMMAI 002895//ESTs//2. 7e-32: 330: 76//Ht. 139132: AA21 1087 

R-MAMMA 1 002908/ /Ca I c i ua aodulating I igand//4.6e-48: 313:86//Hs. 1357 

2: AF068I79 

R-MAtfltAI 002909//Huaan aRNA for KIAA0180 gene, partial cds//3. 4e-0 
9: 132: 76//MS. 90981:080002 

R-MAMMAI 002930//EST//4. 9e-44: 260: 91//Ht. 149580 :AI281881 
R-MAIMA1 002938 

R-MAMMAI 002941 //Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//1. 1e-83:556:8S//Hs. 23094 :M1 9503 

R-MAMMAI 002947//ESTs//7. Oe-22 : 222 : 80//Hs . 1 03395: T79243 

R-MAMMAI 002964/ /Huaan aRNA for KIAA03SS gene, coaplete cdt//1.6e-4 

4:427:77//Hs. l530t4:A80023S3 

R-MAMMAI 002970//Throaboxane A2 recap tor//7. 9e-48: 300: 84//Ht. 89887 : 
D3808I 

R-MAMMAI 002972//EST*. Veakly siailar to KIAA0371 [H. sapi ent]//9. 6 
0-104:525 : 95//Ht. 94396 : AA399630 

R -MAMMA 1 002 97 3//EST s//4. 4e-40: 257 : 87//Ht. 163580: HI 5835 
R-MAMIA1002982//ESTs//2.5e-28:115:87//Hs. 141694:115279 
R-MA1MA1 002987//Hoao sapiens ONA. f ragaentat ion factor 40 kDa subun 
it (0FF40) aRNA. coaplete cdt//2. le-41 :402:67//Hs. 1 33089 AF0640 19 
R-MAMMAI 003003//Ca I ciua aodulating I i gand//1 . 9e-45 : 380 : 79//Hs .1357 
2:AF068179 

R-MAMMAI 003004//ESTs//3. 0e-07 : 378 : 60//Hs . 61 885 : Al 1 27857 

R-MAMMAI 003007//ESTS//2. Oe-47 : 404 : 80//Hs . 1 4631 4: R9961 7 

R-MAMMA 1 0030 11 //EST s, Highly siailar to HISTONE MACRO-H2A. 1 [Ratt 

ua norveg i cu*]//1 . 4e-S3 : 320 : 90//H*. 92023 : A 1 022248 

R-MA1NA1 00301 S//EST1//I . 5e-42: 363: 79//Hs. 155184:AA573l 89 

R-MAMMAI 00301 9//ESTS//4. 8e-10: 232: 66//H*. 111341 : AA25I 268 

R-NANU1 003026//ESTS//2. 3e-83: 394: 99//Hs . 24668 : AA89731 5 

R-MAMMAI 00303 I//EST*. Moderately siailar to !!!! ALU SUBFAMILY J « 

ARN IMG ENTRY ! ! ! ! [H. sapi ans] //3. Se-27: 257: 77//HS. 96337 :AA22S3S8 

R-MAMMAI 003035//ESTs//l . 3e-94: 481 : 94//Ms . 9241 1 : AA603321 

R-MAMMAI 003039//EST//0. 56: 210: 61//Hs. 162248: AAS52160 

R-MAMMAI 003040//ESTS//2. 1 e-1 7 : 261 : 70//H*. 46980 : 155940 

R-MAMMAI 003044//EST//2. 4e-l8 : 1 24: 91//Hs. 1 30321 : Al 00Z941 

R-MAMMAI 003047//ESTs//t . 0e-20 : 209 : 78//Hs . 1 591 6 : HI 2862 

R-MAMMAI 003049//1 4-3-3 PROTEIN SIGMA//0. 94: 1 84:60//Hs. 2510: X57348 

R-MAMMAI 0030S5//EST//1 . Oe-49 : 281 : 92//Hs. 1 49580 : A 1 28 1 88 1 

R-MAMMAI 003056//ESTs//0. 99:107: 66//Hs. 30348 : Al 0385S9 

R-MAMMAI 003 057//ESTs, Highly siailar to hypothetical protein MD6 

[M. auscu lus]//t . 1 e-1 02 : 545: 93//Hs. 1 3755: AA87891 1 

R-MAMMAI 003066//H. sapiens aRNA for urea trinspor ter/ZB.'M e-45: 322:8 

3//Hs. 6671 0: X96969 

R-MAMMAI 00308 9//ESTs, leak I y siailar to !!!! ALU SUBFAMILY SQ VARN 
INGENTRY MM [H. sapiens] //1 . 4e-34 : 421 : 70//HS. 161959: AA4936S2 
R-MAMMAI 003099//ESTS//1 . 1 e-43 : 379: 79//Hs . 37573 : H59651 
R-MAMMAI 003 1 04//ESTs//2. 1 e-97 : 498 : 96//H* . 9299 : T51 283 
R-MAMMAI 003 1 1 3//EST//3. 7e-29 : 457 : 70//Hs . 1 236 1 6 : AA8 1 5366 
R-MAMMAI 0031 27//ESTS//2. 6e-41 : 283: 86//HS. 14681 1 :AA41 0788 
R-MAMMA 1 0031 35//ESTs//7. 2 e-1 01 : 504 : 97//HS. 87729: AA8631 25 
R-MAMMAI 003l40//ESTs//4.3e-44: 200: 89//Hs. 1 52093: Al 149537 
R-MAMMA 100 3 1 46//1 i ng I ess- type MMTV integration site SA. huaan hoao 
log//0. 020:413: 61//Hs. 15221 3: L20861 
R-MAMMAI 003 150 

R-MAMMAI 003 166//ESTs. Moderately siailar to PEANUT PROTEIN [Droso 
ph i I a ae I anogas t er]//2. 0e-87 : 524 : B9//Hs. 6884:130736 
R-NT2RM2002580//Hoao sapiens clone 24781 aRNA sequence//! . Se-1 11 : 5 
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87 : 94//Hs . 1081 12:AF070640 

R-NT2RM400QQ24//ESTs//2. 9e-98: 523 : 94//Hs. 26641 : RS931 2 
R-NT2RM4000027 

R-NT2RM4000030//ESTs//1 . 6e-96 : 482 : 96//Hs. 90625 : T03663 
R-NT2RM4000046//ESTs//l. 6e-91 : 46 1 : 97//Hs. 1 51 237 : A 1 1 86 1 69 
R-NT2RM400006!//E5Ts//4. 3e-31 : 167: 97//Hs. 110821 :Z78379 
R-NT 2 RM40 0008 5//Hoao sapiens clone 24700 unknown aRNA. partial cds 
//4. 0e-l I 3 : 549: 97//Hs. 95665: AF0706 39 
R-NT2RM4Q0008S//EST//2. 7 e-1 7 : 21 2 : 76//Hs. 1 37041 : AA8778! 7 
R-NT2RM40001 04//ESTs//3. Oe-85 : 452 : 94//HS. 1 01 750 :H1 9708 
R-NT2RM40001 39//EST//3. 3e-05 : 1 56 : 66//HS. 1 33228 : Al 0523 1 2 
R-NT2RM40001 55//EST$, Moderately siailar to THREONYL-TRNA SYNTHETA 
SE. CYTOPUSMIC [H. sapiens]//). 9e-99: S36:92//Hs. 1 2781 0: AI24630I 
R-NT2RM40001 56//EST//0. 89: 169:62//Hs. I62967:AA676397 
R-NT2 RM4000 1 6 7//ESTs//1 .0:214:61 //Hs .119370: 152 96 2 
R-NT2RM4000169//ESTs//5. 4e-82 .440: 93//Hs. 1 59379 :A 1 382160 
R-NT2RM4000191//ESTS, leak I y siailar to P68 PROTEIN [H. sapiens]// 
4. 1 e-99 : 542 : 93//HS . 6366 : AA6 141 1 3 

R-NT2RM400Q197//ESTs//5. 4e-l 1 3 : 567: 96//Hs. 22975 :AA1 56723 
R-NT2RM4000 1 99//ESTs//0. 020 : 95 : 6 5//Hs . 1 46203 : A I 254528 
R-NT2RM4000200//ESTs//t . 4e-1 00 : 48B : 97//Hs . 1 26538 : AA93 1 876 
R-NT2RM4000202//Saal I inducible cy tok ine AS (RANTES)//4. 3e-37: 330: 
77//HS.1 55464 :AF0882 19 

R-NT2RM4OO021 0//Hoao sapiens aRNA for KIAA0712 protein, coaplete c 

ds//l . 7e-1 03 : 546: 94//Hs. 11 1 1 38 : ABO 1 8255 

R-NT2RM4000215 

R-NT 2RM4000 2 29/ /EST s//7. 1e-92:4S7: 97//Hs. 1 62074 :AA477760 
R-NT2RM4000233//Fas-related tyrosine kinase I (vascular endothelia 
I growth factor/vascular peraeability factor receptor)//0. 00020: 17 
4: 66//HS. 235:151602 

R-NT2RM4000244//ESTS//6. 6e-61 : 320: 95//Hs. 108646 :AA6 13031 
R-NT2RM400025t//Hoao sapiens aRNA for TRIP6 (thyroid receptor inte 
racting protein)//0. 63:219:62//Hs. 1 19498: AF0009 74 
R-NT2RM4000265//ESTs//8. 8e-10S:489:99//Hs. 131001 :AI 378742 
R-NT2RM4000290//ESTS//4. Oe-87 : 435 : 96//Hs. 1 62592 : AA5941 28 
R-NT2RM4000324//ESTs//2. 2e-80: 41 3 : 96//Hs. 12313: R43673 
R-NT2RM4000327//Saa 1 1 inducible cytokine A5 (RAMTES)//3. 2e-45: 286: 
87//Hs. 155464: AF0882 19 

R-NT2RM4000344//Clathr in, light polypeptide (Lcb)//8. 6e-60:452 :84/ 
/Hs. 73919: XB1 637 

R-NT2RM4000349//ESTs. Veakly siailar toKIAA0005 [H. sap sens] //l. 5 
e-1 1 7: 579: 96//Hs. 5216: AA53488I 

R-NT2RM4000354//ESTs//2. 1e-85:406: 99//Hs. I26774:AI224479 
R-NT2RM4000356//ESTs//7.9e- 109: 548 :96//Hs. 44278 :AA4 18063 
R-NT2RM4000366//Hoao sapiens aRNA for KIAA0642 protein, partial cd 
s//2. 8e-l 1 3 : 577 : 9S//H s. 8 1 52 : ABO 1 4542 
R-NT2RM4000368//ESTS//2. 2e-61:310:97//Hs. 14361! :M78I40 
R-NT2RM4000386//ESTs, leakly siailar to tenasci n- 1 ike protein [O.a 
el anogas ter]//1 . 0e-93: 521 : 92//Hs. 41 793 : AA775879 
R-NT2RM4000395//ESTs. Highly siailar to HYPOTHETICAL 52. 9 KD PROT 
EIN IN SAPI 55-YNR31 INTERGENIC REGION [Saccharoayces cerevisiae]// 
1 . 9e-99 : 524 : 94//HS. 5249: U55977 

R-NT2RM400041 4//EST//2. Te-06 : 1 96 : 64/ZHs. 1 36648 : AA6882B5 
R-NT2RM40 00421 //EST s, leakly siailar to No definition line found 
[C. el egans]//5.4e-75: 470: 90//Hs.6923S:AA1 92359 

R-NT2RM4000425//H. sapiens aRNA for NACH-a lpha-2 protein//0. 17: 1 12: 
69//Hs. 19949: X981 73 

R-NT2RM4000433//ESTs//2. 7e-1 00 : 479: 98//Hs . 24553 : A 1 1 50687 
R-NT2RM4000457//ESTs//5. 1 e- 1 07 : 535 : 95//Hs . 7S79 : AA775865 
R-NT2RM4Q0047 1 //EST s , Highly siailar to NIFS-LIKE 54.5 KD PROTEIN 
[Saccharoayces cerevi siae]//6. 0e-99 : 492 : 9S//Hs. 21090: AA418S87 
R-NT2RM4000486//EST s , Moderately siailar to unnaaed protein produc 
t [H. sapiens]//2. 2e-102: 493: 97//Hs. 111279:184558 
R-NT2 RM4000496 

R-NT2RM400051 1//EST//5. 1 e-43 :326 :81//Hs. 1 S76S8: Al 358465 
R-NT2RM4000S1 4//ESTs//l . 7e-l 12:552: 96//HS. 6686: AA205496 
R-NT2RM400051 5//ESTs, Veakly siailar to HYPOTHETICAL 85.0 KD PROTE 
IN IN CPA2-ATP2 INTERGENIC REGION [Saccharoayces cerevi tiae]//1 . 4 
6-60:343 : 93//Hs. 16014: AA074879 

R-NT2RM4000520//ESTs//2. 7e-55:266: 100//Hs. 99838 :AA204731 
R-NT2RM400053 1//EST s//2. Oe-88: 502: 91 //Hs. 131 10: T67461 
R-NT2RM4000532//ESTS//0. 47 : 290 : S8//Hs . 1 48753 : T91 777 
R-NT2RM4000534//EST//0. 00025: 303 :60//Hs. 1 62809 : AA6321 98 
R-NT2RM400058S//EST//0. 28:63: 77//Hs. I S0024 : A 1 29 1 98 1 
R-NT2RM4000590//ESTs//5. 8e-65: 320: 98//Hs. 1 16017 :AA61 3437 
R-NT 2 RN4000 5 9 5//Hoao sapiens KIAA0431 aRNA. partial cds//0. 99: 189: 
64//HS. 16349 : AB007891 

R-NT2RM4000603//EST s//4. 6e-68:356: 96//Hs. 48855: AA! 34589 
R-NT2RM400061 1//ESTs//1 . Se-89: 43 1 : 97//Hs. 261 1 7 : VI 6697 
R-NT2RM4Q006 1 6//EST s, Highly siailar to ACETYL -COENZYME A SYNTHET 
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ASE [Escherichia col i]//1 . 4e-1 02: 519:96//H*. 14779:N64822 
R-NT2RM4000674//E$Ts//S. 1e-78: 398: 97//Hs. 8268:870144 
R-NT2RM4000689//ESTs, Weakly siailar to T01C9.4 [C. elegans]//2. 9e- 
1 1 S : 550 : 98//Hi. 11 820 : AA205531 

R-NT2RM4000698//ESTs//2. Oe-17: 130:87//Hs. 86420: AA927S10 
R-NT2RM400070Q 

R-8T2RM400071 2//EST//0. 99:103: 65//Hs. 1 1 4039 : AA701 1 28 
R-NT2RM4QQ07!7//ESTs, Highly siailar to BONE MORPHOGENET 1C PROTEI 
8 I PRECURSOR [Hus ausculus]//2. 2e-103: 61 9: 9S//Ht. 6823:118181 
R-NT2RM4000733//ESTs//8. 7e-88: 429: 98//Hs. 72186: AA46531 I 
R-NT2RM4000734//Hoao sapiens aRNA for KIAA0760 protein, partial ed 
s//3. 6e-1 05 ; 536 : 95//Hs. 1 371 68 : AB0 1 8303 
R-NT2RH400074 l//ESTs//0 .99:266: 58//H s. 14271 8 : AA034046 
R-NT2RH4000751 //ESTS//I . 6e-20 : 35 1 : 66//Hs. 43145: AA776988 
R-NT2RH4000764 

R-NT2RM4000778//EST//0. 066 : 254 : 61//H*. 1 48232 : AA9041 74 
R-NT2RM4000779//Hoao sapiens aRNA for KIAA0451 protein, complete c 
ds//9. 3e-106: 546 : 94//Hs. 1 8586 : AB007920 

R-NT2RH4000787//Huaan aelanoaa antigen recognized by T-cells (MAR 
T-1) aRNA//6. 5e-40:424: 73//Hs. 1 54069 : U06452 
R-8T2RM4000790//EST//9.0e-48:259:94//Hs. 1 59694: AI417008 
R-NT2RH4000795//Huaan aRNA for KIAA0067 gene, coaplete cds//1.0:20 
3:63//Hs. 20991:031891 

R-8T2RH4000796//ESTs//7. 0e-106 : 506 : 98//Hs. 43559: A 1 003520 
R-NT2RM4000798//Huaan polymorphic epithelial aucin core protein aR 
NA. 3’ end//2. 5e-28:158:96//Hs. It 8249 :N2 1868 
R-NT2RH400081 3 

R-NT2iaM000820//ESTs, Weakly siailar to hypothetical protein [H. sa 
p tens] //I . 3e-109:S39: 97//Hs. 99636 :AI 219667 

R-NT2RM4000833//ESTs, Moderately siailar to ZK863. 3 [C. slogans]// 
4. 0e-1 12:448: 99//Hs . 20223 : AA48203 1 

R-NT2RM4000848//EST s//8. 1 e-97 : 476 : 97//Hs . 16036: AA883864 
R-NT2RH4000852//ESTS//6. 4e-94 : 467 : 97//Hs. 1 1 556 : Al 309597 
R-NT2RM4000855//ESTs//2. 9e-95 : 544 : 90//Hs. 106525 : A 1 283343 
R-NT2RM4000887 

R-NT2RM4000895//ESTs, Moderately siailar to ! ! ! ! ALU SUBFAMILY SQ 
•ARMING ENTRY !!!! [H. sapiens]//9. 3e-96:450:99//Hs. 1 42076 .AA604514 
R-NT2RH400Q950//E$Ts//2. 6e-91 : 438 : 98//Hs. 43827: AA4S5262 
R-NT2RII400097I//EST//2. 9e-96 : 461 : 99//Hs. 139709: AA227887 
R-HT2RM4000979//EST//1 . 6e-67: 329 : 98//HS. 96927 : AA349647 
R-NT2RH4000996//ESTs. leak I y siailar to ZINC FINGER PROTEIN 9t [H. 
sapiens]//!. 7e-82: 414: 96//Hs. 1 1 $342: AA6501 26 

R-NT2RM4001002//Hoao sapiens mRNA for KIAA0729 protein, partial cd 
s//3. 8e-l 14: 545: 97//Hs. 19542 :AB01 8272 

R-NT2 RM400 1 0 1 6//Homo sapiens aRNA for K1AA0639 protein, partial cd 
s//2. 5e-1 14:556: 97//Hs. 15711: AB01 4539 
R-NT2RM4001 032//ESTs//7. 8e-l 7 : 1 32 : 84//HS. 1 38720 : N53352 
R-NT2RM4001Q47//Hoao sapiens UXLF aRNA for ubiquitous Kruppel like 
factor, coaplete cds//0. 42 : 1 33 : 67//HS. 32170:AB015132 
R-NT2RH4001054//ESTs//1. 7e-84: 404: 99//HS. 116407 :AA81 5300 
R-NT2 RM4001 084//ESTs//3. 4e-9l : 439 : 99//H s. 103177: 172798 
R-NT2RM4001092//ESTs//1 . 4e-86 : 51 7: 89//Hs. 1 32969:278324 
R-NT2RM400J 1 16//EST//5. Ze-57: 275: 100//HS. 13111 5: A 101 6962 
R-NT2RM4001 140//ESTs//5. 5e-96:461 :98//Hs. 86965: AA252276 
R-NT2RM4001 1 5l//ESTs//0. 40:263: 58//HS. 1 1 3189: R0831 1 
R-NT2RH4001 155//ESTS//8. 3e-10S:544:94//Hs. 29647 : 160848 
R-NT2RN4Q01 1 60//EST//7. 6e-25 : 380 : 68//Hs. 1 47405 : Al 209085 
R-NT2RM400I 1 87//ESTs, Moderately siailar to ! • ! ! ALU SUBFAMILY SC 
■ARMING ENTRY !!!! [H. sapi ens]//9. 2e-43: 273 : 91//Hs. 109005:N31 1 74 
R-NT2RM4001 1 9t//Cy tochroae P450. 51 (lanosterol 14-alpha-deaethy I a 
se)//3. 1e-32: 274: 70//Hs. 2379:U23942 
R-NT2RM4001 200//ESTs//4. 5e-1 02 : 494 : 97//Hs. 31844: N32849 
R-NT2RM40Q1 203 

R-NT2RM4001 204//ESTs//9. 8e-88 : 468 : 93//Hs. 4990 : T65307 
R-NT2RM4001 21 7//ESTs//l . 2e-75 : 396 : 94//Hs. 25042 : R72410 
R-NT2RM4001 256//ESTs//1 .0:157: 62//Hs. 65377 : AA994677 
R-NT2 RM400 1 2 58//ESTs//9. 6e-4 1 : 260 : 88//Hs .27633:N76I84 
R-NT2RM4001 309 

R-NT2RM4001 31 3//EST//0. 0022:1 50: 66//H1. 161573: 184857 
R-NT2RM400I 3 1 6//ESTs//3. 5e-26 : 1 39: 99//Hs. 231 00 : Al 1 28899 
R-NT2RM400! 320//ESTs//1 . 6e-97 : 308: 99//HS. 1 1 2024 : A 1 042352 
R-NT2RM4001 340//ESTs, Highly siailar to UTR4 PROTEIN [Saccharoayc 
es cerevisiae]//1. 9e-105:S22:97//Hs. 18442:AI1 29307 
R-NT2RM4001 344//EST//1 . 1 e-90: 436 : 99//HS. 95900: AA160339 
R-NT2RM4001 347//EST//0. 17:186: 61//Hs. 16751 :T90476 
R-NT2RM4001 371//EST//0. 0069: 270 : 62//Hs. 99239: AA45021 1 
R-NT2RM4Q01 382 

R-NT2RM4001 384//ESTs//9. 6e-91 :445: 98//HS. 55000: AA80S507 
R-NT2RM400I 4 1 0//EST//0. 13:50: 82//Hs. 1 57675: Al 358790 
R-NT2RM400141 1//ESTs, feakly siailar to lyaphocyte specific adapto 
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r protein Lnk [M. ausculus]//4. 0e-l02 : 539: 94//HS. 1 5744: Al 055859 
R-NT2RH40014I2 

R-NT2RM400 1 414//ESTs//6. 5e-35 : 226: 88//HS .121727: AA77S895 
R-NT2RM400 1 437//EST//0. 017:169: 67//HS . 1 3207 : F 1 0054 
R-NT2RN4001444//ESTS, leakly siailar to IS01EUCYL-TRNA SYNTHETASE. 
MITOCHONDRIAL [S. cerevi s i ae]//7. 4e-108: 544: 94//Hs. 7558: AAS26B12 
R- NT 2 RIM 00 1 454/ /EST s// 4 . 7e-108: 517 : 98//Hs. 32295 :N32277 
R-NT2RM400 1 455//EST//9. 6e-81 : 395 : 97//Hs. 1 27978 :AA969739 
R-NT2RM4001 483//Huasn aRNA for KIAA0033 gene, partial cds//1.8e-S 
8: 324 :85//Hs. 22271:026067 

R-NT2 RM4001 489//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds//7. 0e-1 04 : 547 : 93//Hs. 153121: A801 4585 
R-NT2RM4001 SI 9//H is tat i n I//0. 53 : 340 : 59//Hs. 119101: H26664 
R-NT2RM4001 522//Saa 1 1 inducible cytokine AS (RANTES)//8. 4e-S5: 306: 
80//HS. 155464: AF0882! 9 

R-NT2RM4001557//ESTS, Weakly siailar to F11A10.4 [C. el egans]//6. 1 
e-21 : I65:83//Ks. 29134:H43072 

R-NT2RM4001 565//EST s//2. Oe-1 03 : 483 : 99//HS. 121273: AA758027 
R-NT2RM4001 566//Huaan DNA sequence froa clone 1409 on chroaosoae X 
pll. 1-11.4. Contains a Inter-Alpha-Trypsin Inhibitor Heavy Chain L 
IKE gene, a alternatively spliced Melanoaa-Assoc i ated Antigen MAGE 
LIKE gene and a 6-Phosphof ructo-2-kinase (Fructose-2, 6-bisphospha 
tase) LIKE pseudogene. Contains ESTs. STSs and genoaic aarker DXS8 
032//2. 7e-43 : 446 : 72//HS. 4943 : Z98046 

R-NT2RM4001 S69//ESTs//3. 6e-37 : 1 86 : 1 00//Hs. 86959: AAB88009 
R-NT2RM4001 582//ESTs//1 . 2e-9S : 459 : 9S//Hs. 1 1 4432 : N52946 
R-NT2RM4001 592 

R-NT2RM4001 594//ESTs//l . 6e-83 : 404 : 98//Hs . 1 34740: AA282 1 7! 
R-NT2RM40O1 597//ESTs//6. 9e-1 1 1 : 558 : 96//Hs. 11 408: A 1 3S8871 
R-NT2RM4001605//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 
ds//2. le-1 12: 565: 95//Hs. 23255 : AB0 1 8334 
R-NT2RM400161 1//EST//5. 9e-74: 353 : 99//Hs. 125318: AA837079 
R-NT2RM4001 629//ESTs//6. 1 e-95 : 453 : 99//Hs. 1 1 S765: AA485957 
R-NT2RM400165D 
R-NT2RM400I662 

R-NT2RM400I666//Ho«o sapiens aRNA for KIAA0469 protein, coaplete c 
ds//3. 6e-36 : 230 : 70//Hs. 7764 : A8007938 
R-NT2RM400I682//EST//4. 3e-68 : 393 : 90//Hs. 1 57362 : Al 367496 
R-NT2RM400 1 7 1 0//ESTs//4. 3 e-48 : 235 : 99//HS . 7299 : AA203440 - 

R-MT2RM400 1714/ /EST s//0. 0014:568: 58//HS. 50458 : AA868686 
R-NT2RM4001 71 5//ESTs//6. 5e- 104: 487 :99//Hs. 153581 :AA630465 
R-NT2RM4001 731//ESTs, Veakly siailar to No definition line found 
[C. elegans]//3. Ie-108:563:94//Hs. 1 8510: AA522887 
R-NT2RM4001 741//T3 receptor-associating cofactor-t [huaan, fetal I 
iver, aRNA. 2930 nt]//0.083: 124:68//Hs. 1 20980: S83390 
R-NT2RM4001 746//EST s//6. le-90:420: 100//Hs. 139003 :AA948 200 
R-NT2RM4001 754//Huaan kpni repeat arna (cdna clone pcd-kpni-4), 3' 
end//5. 4e-59 : 504 : 78//Hs. 139107: K00629 
R-NT2RM4001 758//ESTs//8. 9e-27 : 140: 100//HS. 149973: Al 290740 
R-NT2RM4001776//Hoao sapiens aRNA for KIAA0727 protein, partial cd 
s//6 . 4e-24 : 236 : 80//HS. 39871 : ABO 1 8270 
R-NT2RM400 1 783//ESTs//9. 9e- 30 : 1 56 : 99//Hs . 1 1 5260 : AA3 1 4956 
R-NT2RM4001 81 0//ESTs//1 . 3e-65: 346 : 95//Hs. 1 31 91 5:»22567 
R-NT2RM4001 81 3//ESTs//5. 7e-1 02 : 473 : 1 00//Hs. 87574: Al 089920 
R-NT2 RM400 1 82 3//ESTs//3. 8e-62 : 324 : 9S//H s .124109: AA888839 
R-NT2RM4001 828//ESTs//l . 3e-1 1 9 : 563 : 98//Hs. 1 02397 : AA70655I 
R-NT2RM4001 836//ESTs//5. 5e-16 : 92 : I 00//Hs. 26996 : AA551 070 
R-NT2RM4001 841//ESTs//l . 3e-99: 540: 94//Hs. 42322 : AA08261 9 
R-NT2RM4001 842//ESTs. Veakly siailar to !!!! ALU SUBFAMILY SQ VARN 
INGENTRY ! ! ! ! (H. sapi ens]//4. 1 e-10: 274: 62//Hs. 161959: AA493652 
R-NT2RM4001 856//ESTs, Veakly siailar to contains siailarity to ATP 
/GTP-binding site aotif [C. el egans]//3.0e-43 : 292: 86//Hs. 14202 :N460 
00 

R-NT2RM4001 858//ESTs//6. 2e-1 04 : 495 : 98//Hs. 1 1 8686 : AA682280 
R-NT2RM40O1 865//Hoao sapiens aRNA for atopy related autoantigen CA 
LC//1 . 6e-l 20 : 592 : 97//Hs. 61 628 : Y! 77 1 1 

R-NT2RM4001 876//E$Ts//2. 9e-98 : 532 : 92//Hs. 100734: AA1 58252 
R-NT2 RM400 1 880//ESTs//2 . 5o-29 : 224 : 86//Hs .6193: AA045 1 49 
R-NT2RM4001 90S//ESTs//S. 6e-109: 565: 95//Hs. 9536 :AA1 14178 
R-NT2RM4001922//EST 1, Veakly siailar to !!!! ALU SUBFAMILY J VARN I 
NG ENTRY !!!! [H. sapiens]//1. 2e-t05: 535: 95//HS. 30991 :AA994438 
R-NT2 RM400 1 930//EST s// 4. 1 e-84 : 425 : 96//Hs. 80042 : N631 43 
R-NT2RM4001938//EST//0. 00040:241 :60//Hs. 147235 :AI 205893 
R-NT2RM400 1 940//Hoao sapiens tiaeless hoaolog aRNA, coaplete cds// 
2. 0e-1 10 : 556 : 9S//Hs. 118631 :AF098162 
R-NT2RM4001 953//ESTs//5. 3e-65 : 338 : 96//HS .33718: AA453268 
R-NT2RM400196S//ESTs, Veakly siailar to T14B4. 2 gene product [C. el 
egans]//S. 7e-62:326:9S//Hs. 3385 : N2591 7 

R-NT2RN4001 969//ESTs, Veakly siailar to IP63 protein [R.norvegicu 
s]//1. 9e-21 : 121 :98//Hs. 8772: AA521 097 
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R-NT2RM4001 979//ESTs//1 . 4»-96 : 465 : 98//Hs. 157103:160765 

R-NT2RM4001984 

R-NT2RM4001 987 

R-NT2RM400201 3//EST//2. 2e-14: 1 10: 90//Hs. 1 6083S: At 34S528 
R-NT2RM4002018 

R-NT2RM4002Q34//Huaan a RNA for KIAA01I8 gene, partial cds//9. 4e-4 
6:293: 87//H*. 1 54326 : D42087 

R-NT2RM4002044//ESTs//2. 8e-1 07: 537 : 96//H*. 24078 : 144435 
R-NT2RM4002054//ESTs//3. 7e-88: 482 : 94//Hs. 4243:T78226 
R-NT2RM4002062//ESTs//1. 4e-55: 377: 85//Hs. 1 52592: AA587887 
R-NT2RM4002063//Calciua aodulat ing J igand//1. 8e-43:38S: 78//H*. 1357 
2 : AF06B179 

R-NT2RH4002066//Koao sapiens OPA-con tain ing protein aRNA. coaplete 
cds//5. Se-42 : 554 : 68//Hs .85313: AF071 309 
R-NT2RM4002067//Huaan kpni repeat arna (cdna clone pcd-kpni-4), 3’ 
end//2. 3e-43 : 468: 73//Hs .139107: K00629 
R-NT2RM4002073//ESTs, leakly siailar to very-long-chain acyl-CoA s 
ynthetase [H. sapiena]//6.8e-57:290:96//Hs. 1 09274: AA193416 
R-NT2RM4002075//ESTs//0. 078 : 267 : 61 //Hs. 1 63563 : AA64 1 655 
R-NT2RM4002093//ESTs//1.2e-64:3l6:99//Hs.34956:AI052528 
R-NT2RM4002 1 09//ESTs//1 . 0: 95 : 69//HS. 25897 : 165409 
R-NT2RM4Q02I28//Hoao sapiens aRNA for BCL9 gene//0. 51 : 258: 60//Hs. 1 
22607:713620 

R-NT2RM4002 1 40//ESTs//5. Se-46: 187: 94//Hs. 8737:122712 
R-NT2RM40021 45//ESTs//4. Se-70: 374: 94//Hs. 141082 : HI 8987 
R-NT2RIM002 1 46//EST s//l . 9e-93:439:99//Hs. 1 19295: AA442090 
R-NT2M4002 1 6 1 //Hoao sapiens laforin (EPM2A) aRNA. partial cds//1. 
5e-1 1 1 : 560 : 96//Hs. 22464: AF084S35 

R-NT2RH4Q02 1 74//Hoao sapiens UN protein aRNA. coaplete cds//3.2e- 
46:552:72//Hs. 154 103: AF06 1258 

S-NT2RM4002 1 89//ESTs//9. 6e-75 : 352 : 1 00//Hs . 983 50 : H 1 5400 
R-NT2RM4002 1 94//EST//0. 22:68: 72//Hs. 1 491 04: Al 244343 
R-NT2RN400220S//EST//0. 00028 : 1 03 : 72//Hs. 1 30032 : AA897678 
R-NT2RN4002213//ESTs//3. 3e-l5: 160:78//Hs. 63304:122079 
R-MT2RM4002226//ESTs. Highly siailar to GTPASE ACTIVATING PROTEIN 
ROTUND [Drosophila aetanogaster]//5. 1 e-1 12: 569: 95//Hs. 23900:U8298 
4 

R-NT2RM4002251//ESTs. leakly siailar to siailar to alpha-1, 3-aanno 
*7 1 -glycoprotein beta-1, 2-N-acetylglucosaainy I transferase [C.eleg 
ans]//1 . 1 e-1 00 : 544 : 93//Hs. 27567: 1721 90 

R-NT2RN4002256//Saall indue i ble cytok ine AS (RANTES)//1. 0e-44:341 : 
81//Hs. 1 554S4: AF08821 9 

R-NT2RM4002266//ESTs//2. 6e-| 00 : 539 : 93//Hs. 57976 : AAS35864 
R-NT2RM4002278//ESTs//1. 8e-1 12: S69:9S//Hs. 87281 : AA1 28263 
R-NT2RM4002281//ESTS//4. 9e-20: 187:80//Hs. 141203 :H52638 
R-NT2RN4002287//ESTS//7. 9e-84 : 388 : 94//Hs. 33977 : N52461 
R-NT2RN4002294 

R-NT2RM4002301//ESTs//4. 5e-1 1 1 : 556 : 96//HS. 85916: AA1 94164 
R-NT2RN4002323//ESTs//4. 5e- 1 02 : 498 :97//Hs. 85782 :AA 191 498 
R-NT2RM4002339//ESTs//5. 0e-59: 283 : 1 00//Hs. 125048 : AA68291 3 
R-NT2 RN4002 344/ /V-ak t aurine thyaoaa viral oncogene hoao log Z//0.2 
9: 1 53: 66//Hs. 155129:177198 

R-NT2RH4002373//Hoao sapiens aRNA for KIAA0649 protein, coaplete c 
d$//2. 8e-l 22 : 593: 97//Hs. 26163: ABO 14549 
R-NT2RN4002374//ESTs//3. 3e-40: 505 : 70//Hs. 951 15: AA206594 
R-NT2R14002383//ESTs//2. 7e-93:45S:97//Hs. 134278: AA648884 
R-NT2RM4002390//ESTs//3.3e-93: 48 1:95//Hs. 48764 :AA6 13328 
R-NT2RH4002409//ESTs, leakly siailar to coded for by C. elegans cD 
NA ykS2elO. 5 [C. elegans]//!. 3e-97: 473: 98//Hs. 16464:11 9606 
R-NT2RIM00243B//ESTS//0. 74:162 : 61 //Hs. 65377 : AA994677 
R-NT 2 RN4002 446 

R-NT2RN4002452//EST//1 .0:164: 60//HS .116619: AA668 1 42 
R-NT2RN4002457 

R-NT2RN4002460//ESTs//3. 0e-74: 385 : 96//HS. 6933 : R07890 
R-NT2RM4002479//Hoao sapiens RNA hel i case-re I ated protein aRNA. co 
■pi ete cds//1 . Se-1 03 : 507 : 97//Hs. 8765: AF083255 

R-NT2RN4002482//Hoao sapiens aRNA for K1AA0691 protein, coaplete c 
ds//2. 3e-32 : 1 72 : 98//Hs. 94781 : AB01 4591 
R-NT2RM4002493//ESTs//6. 4e-73 : 366 : 97//Hs. 1 571 14:158884 
R-NT2RN4002499//ESTs//3. 5e-61 : 307 : 97//Hs. 1 1 7737: A 1 088029 
R-NT2 RM4Q02S04/ /E5T s//2. te-55: 306 : 94//Hs. 10949: AA464464 
R-NT2RM4002527//ESTs, leakly siailar to peroxisoae targeting signa 
I 2 receptor [H. sapiens]//!. 4e-73 : 360: 91//Hs. 31030:H504S7 
R-NT2RM4002532//EST*//! . 3e-21 : 1 91 : 7B//HS. 14681 1 : AA4I0788 
R-NT2 RM4002 534//ESTs// 1 . 8e-99 : 5 1 2 : 95//HS .13526:41417057 
R-NT2RM40Q2567//ESTs//7. 6e-41 : 272:87//Hs. 71 1 4 : R243 1 2 
R-NT2RM4002571//ESTs. Highly siailar to POLYPEPTIDE N-ACETYLGALAC 
TOSANINYLTRANSFERASE [Bos taurus]//2. 3e-89:435:97//Hs. 15830:AA1656 
98 

R-NT2RN4002593//ESTs//2. 3e- 1 09 : 552 : 96//Hs. 1 7424 : AAl 90569 
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R-NT2RN4002623//ESTS. leakly siailar to ASPARTYL-TRNA SYNTHETASE 
[Theraus aquaticus theraophi lus]//9.6e-28:194:87//Hs. 59346:4112680 
2 

R-NT2RP200000 l//ESTs//2. 6e-80: 386:99//Hs. 105061:145096 
R-NT2RP2000006//Throaboxane A2 receptor//7. 2e-37:253:84//Hs. 89887: 
D38081 

R-NT2RP200000B//Z inc finger protein 37a. (KOI 21 )//5. 2e-25: 366:67// 
Hs. 54488:1691 15 

R-NT2RP2000027//ESTS//9. 5e-74: 377:96//Hs. 965S7.AA286713 
R-NT2RP2000Q40/ /Hoao sapiens aRNA for KIAA0747 protein, partial cd 
s//2. 7e-42 : 223 : 96//HS. 8309 : AB01 8290 

R-NT 2 RP2 00004 S//Hoao sapiens tuaorous iaaginat discs protein Tid56 
hoao log (TID1) aRNA, coaplete cds//4. 3e-64: 309: 98//Hs. 6216: AF0617 
49 

R-NT2RP2000054//EST//1 . 2e-7! : 375 : 96//HS. 98835: AA435798 
R-NT2RP2000056//EST//2. 8e-28 : 342 : 69//Hs. 1 35526:41 094910 
R-NT2RP2000067//ESTs, leakly siailar to tenascin-l ike protein [O.a 
elanogas ter]//2. 3e-35: 199:94//Hs. 41 793: AA775879 
R-NT2RP2000070//ESTs. leakly siailar to proto-cadherin 3 [R.norveg 
icus]//1.4e-78:383:98//Hs. 58254:172881 
R-NT2RP2000076//EST//0. 0014: 227: 63//Hs. 136761 :AA738097 
R-NT2RP2000077//Hoao sapiens growth arrest specific 11 (CASH) aRN 
A, coaplete cds//1 . 1 e-78: 379: 97//Hs. 54877 :AF050078 
R-NT2RP2 00007 9//Hoao sapiens RET finger protein-like 1 antisense t 
ranscript, partial//2. 9e-21 : 232: 75//Hs. 102576 :AJQ1 0230 
R-NT2RP2000088//Hoao sapiens aRNA for KIAA0795 protein, partial cd 
s//1 . 8e-75 : 378 : 96//Hs. 22926 : AB01 8338 

R-NT2RP200009I//Carcinoeabryoni c antigen gene faaily aeaber 6//0.0 
30:236: 63//Hs. 41 : D90064 

R-NT2RP2000097//EST s// 4. 2e- 1 5 : 92 : 97//Hs. 7432 : AA28 1 757 
R-NT2RP200Q098//ESTs//9. 0e-S3:279:94//Hs. 87807: AA81 3827 
R-NT2RP20001 08//EST//1 . 5e-75 : 378 : 96//Hs. 162105: AA52441 9 
R-NT2RP20001 14//Hoao sapiens aRNA for CM3 synthase, coaplete cds// 
5. Be-76 . 386 : 95//Hs . 1 7706 : ABO 1 8356 

R-NT2RP20001 20//ESTs, leakly siailar to HYPOTHETICAL 68.7 KD PR0TE 
IN ZK757. 1 IN CHR0N0S0KE III [C. elegans]//! . 9e-1 9: 1 53: 86//Hs. 5268: 
122670 

R-NT2RP20001 26//ESTs//l . Oe-55: 293 : 95//Hs. 14570: AI422099 
R-NT2RP20001 33//ESTs//0. 24:354: 59//Hs .157564:41356513 
R-NT2RP2000147//ESTS. Highly siailar to CLATHRIN COAT ASSENBLY PR 
0TEIN AP47 [Hus auscul us]//3. Oe-89: 457: 9S//Hs. 3832:41208601 
R-NT2RP20001 53//EST//0. 0039 : 93 : 68//Hs. 1 40386 : AA773S48 
R-NT2RP20001 57//ESTS//1 . 1 e-53 : 322 : 91//HS. 6877 : AA040820 
R-NT2RP2000l61//ESTs//1.6e-99:492:97//Hs. 21738:41188190 
R-NT2RP20001 75//ESTs//l . 4e-98 : 489 : 96//HS. 4849 : Al 1 43741 
R-NT2RP20001 83//ESTS//9. Oe-72: 358 : 96//Hs. 4856:151373 
R-NT2RP200Q1 9S//ESTs//3. 9e-92:439:98//Hs. 145091:44814510 
R-NT2RP2000205//ESTS. Noderately siailar to I!!! ALU SUBFAMILY J I 
ARN ING ENTRY !•!! [H. sap i ens]//1 . 4e-80:41 5: 95//Hs. 1 1 807: T86897 
R-NT2RP2000224//RNA poiyaerase II, polypeptide C (33kD)//l. 1e-57:3 
06 : 94//Hs. 79402 : AC004382 
R-NT2RP2000232 

R-NT2RP2000233//ESTs//1 . le-08:63 : 96//HS. 1 24861 :AI090683 
R-NT2RP2000239//ESTs//5. 3e-87 : 427 : 96//HS. 8621 1 : AA604379 
R-NT2RP20Q0248//ESTs, leakly siailar to 0-1 inked GIcNAc transferee 
e . [H. sap i ens]//1 . 3e-95 : 454 : 99//Hs. 1 02057 : AA64900S 
R-NT2RP2000257//ESTs//5. le-58: 282 : 99//Hs. 122565:41126840 
R-NT2RP2000258//EST//1 .0:67: 68//HS. 61812: AA035649 
R-NT2RP2000270//ESTS. leakly siailar to LINE-1 REVERSE TRAMSCRIPTA 
SE HOMOLOG [Hoao sap i ens]//8. 4e-S9: 298: 96//Hs. 16085 :AI 261382 
R-NT2RP2000Z74//£STs//7. 5e-61 :296:98//Hs. 86081 :AA1 96635 
R-NT2RP2000288//ESTs//1. 8e-56:305:93//Hs. 7579:AA775865 
R-NT2RP2000289 

R-NT2RP2000297//ESTs. Highly siailar to MKR2 PROTEIN [Nus ausculu 
s]//9. 8e- 106:494: 99//Hs. 102951 : AA574249 
R-NT2RP2000298//ESTs//2. 1 e-62 : 256 : 90//Hs. 8737:12271 2 
R-NT2RP2000310//Huaan pro I ine dehydrogenase/pro I i ne oxidase (PROD 
H) aRNA, coaplete cds//2. 8e-39:222:93//Hs. 58218:U82381 
R-NT2RP2000327//Hoao sapiens 0NA sequence froa PAC 434014 on chron 
osoae 1q32. 3.-41. Contains the HSD11B1 gene for Hydroxysteroid (1 
I -beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and t 
wo unknown genes. Contains ESTs and G5Ss//2. 9e-71 : 342: 98//Hs. 8768 
4: AL022398 

R-NT2RP2000329//ESTs. Highly siailar to GTP: AMP PH0SPH0TRANSFERAS 
E MITOCHONDRIAL [Bos taurus]//3. 4e-69:371 :94//Hs. 43436:N32441 
R-NT2RP20003 37//EST s/ /5. 2e-79:41 1 :95//Hs. 101799:41276062 
R-NT2RP2000346//Hoao sapiens apoptosis associated protein (GADD34) 
■RNA, coaplete cds//l . 1 e-47: 262 : 94//Hs. 76556 : U83981 
R-NT2RP2000369//EST s//4. 3e-102:S31 : 94//Hs. 15855:H98103 
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R-NT2RP2Q004?4//Hoao sapiens HnRNP F protein aRNA, coaplete cds// 
8. 4e-09 : 93 : 83//Hs. 808 : L2801 0 

R-NT2RP2000420//ESTs//8. 2e-24: 142:94//Hs. 144893: AI222324 
R-NT2RP200G422//Hoeo sapiens N-acety Igiucosaaine-phosphate autase 
«RNA. coaplete cds//4.2e-20: 14Q:90//Hs. S8I9:AF1D226S 
R-NT2RP2000438//ESTs, Veakly siailar to aisato [0. ae I anogaster]// 
1. 3e-65: 362 :93//Hs. 22197: AM 51425 

R-NT2RP2000448//ESTs, Highly siailar to HYPOTHETICAL 51.5 KO PROT 
EIN IN PAP1 -HRPL1 3 INTERCENIC REGION [Saccharoayces cerevisi as]// 
3. 6e-75: 435: 92//Hs .21938:181045 

R-NT2RP2000459//ESTs//2. 8e-95 : 527 : 93//Hs. 103422: Al 352013 
R-NT2RP2O0O498//ESTS//2. 3e-1 7 : 11 9 : 79//Hs. 161714: AA229078 
R-NT2RP2000503//ESTS//5. 2e-91 : 438 : 98//Hs. 1 52335: Al 29021 5 
R-NT2RP2000510//Hoao sapiens KIAA0436 aRNA, partial cds//0. 13:455: 
58//HS. 110: AB007896 

R-NT2RP200051 6//ESTs//9. 9e-63 : 376 : 89//HS . 47546 : AAI 81 348 
R-NT2RP2000S23 

R-NT2RP2000603//Hoao sapiens aRNA for KIAA0572 protein, partial cd 
s//3 . 5e- 30 : 1 67 : 97//Hs . 1 4409 : ABO 1 1 1 44 
R-NT2RP20006 1 7//ESTs//9. Se-103: 493 : 98//Hs .9412: 872446 
R-NT2RP2000634//Hoao sapiens aRNA for KIAA0614 protein, partial cd 
s//8. 1 e-66 : 335: 96//Hs. 7314: AB014S14 
R-NT2RP2000644/ /EST s//1 . 1 e-1 8 : 372 : 63//Hs .82419: AA789222 
R-NT2RP2000656//ESTs//1 . 0e-1 0 : 1 28 : 80//Hs. 23977 : AA1 1 5275 
R-NT2RP20006 58//EST s/ /0. 31:278:59//Hs. 15661 :»02396 
R-NT2RP2000668/ /EST s/ /8. 2e-40 : 255 : 88/ /Hs . 1 13310: R16767 
R-NT2RP2O0O678//ESTs//2. 6e-53: 271 : 96//Hs. 23790 :N99347 
RHIT2RP20007 1 0//ESTS//0. 49 : 1 90 : 63//Hs. 1 4552 1 : A 1 261 368 
R-NT2RP2000715//EST//1. 2e-87:41 8: 99//Hs. 139425: AA429279 
R-NT2RP2000731//EST//5. 3e-65 : 322 : 97//Hs. 1 36754 : AA71 3965 
R-NT2RPZ00075B//ESTs//1 . 0 : 1 87 : 61//HS. 1 0545 : N62642 
R-NT2RP2Q00764//ESTs//5. 8e-84: 485: 91//Hs. 1 2181 6: AA7754I9 
R-NT2RP2 000809 

R-NT2RP2000812//ESTs//1 . 2e-45: 231 : 97//Hs. 1 21028: AA90274S 
R-NT2RP2000814//ESTs//6. 3e-87:433 : 97//Hs. 145479: AA96 9404 
R-NT2 RP2 00081 6//ESTs//0. 45: 1Q0:69//Hs. 147529: AA45891 8 
R-NT2RP200081 9 

R-NT2RP200084l//ESTs//l . 9e-73:351 :99//Hs. 1 16385: AI22451 1 
R-NT2RP20QQ842//TUMOR NECROSIS FACTOR- I NDUC I BLE PROTEIN TSC-6 PREC 
URS0R//4. 6e-10: 247:66//Hs. 2 9352: M3 1 165 
R-NT2RP2000845//ESTs//2. 8e-91 : 443 : 97//Hs. 66810 : A 1 206552 
R-NT2RP2D0O863//ESTs//4. 3e-49: 31 0: 88//Hs. 104336:107345 
R-NT2RP2000880//Hoao sapiens aRNA for KIAA0741 protein, coaplete c 
ds//2. 8e-43: 277 : 89//Hs. 3615: AB01 8284 
R-NT2RP2000892//ESTs//2. 8e-50: 258: 96//Hs. 1 1 9238: AA476267 
R-NT2RP2000931 //MATR I N 3//7. 2e-57 : 290: 96//Hs. 78825:AB018266 
R-NT2RP2000938//ESTs, Highly siailar to HYPOTHETICAL 6.3 K0 PR0TE 
IN ZK652.2 IN CHR0M0S0NE III (Caenorhabdi t is elegans]//3. 9e-37: 1 9 
9: 95//Hs. I12318:AAI86477 

R-NT2RP2000943//Hoao sapiens aRNA for KIAA075S protein, coaplete c 
ds//9. 8e-9B : 494 : 96//Hs. 1 9822 : AB01 8298 
R-NT2RP2000965//EST//0. 22: 223: 60//Hs. 105703: AA487021 
R-NT2RP2000970/ /EST//8. 7e-06:255:62//Hs. 1 49202 :AI246481 
R-NT2RP2000985//ESTs, Veakly siailar to HYPOTHETICAL 96.8 KD PR0TE 
IN IN SI S2-MTD1 INTERCENIC REGION [S. cere* is i ae]//7. 8e-92:468: 95// 
HS. 12124 :AAS22S37 

R-NT2RP2000987//ESTs//4. 5e-78 : 41 9 : 93//Hs. 21968: H9752 1 
R-NT2RP2O01 036//EST//2. Oe-33 : 1 48 : 82//Hs. 163196: AA767643 
R-NT2RP2O01 044//ESTs//5. 6e-95: 493 : 95//Hs. 21 958 : AA453660 
R-NT2RP2001 065//ESTS//3. 6e-28: 1 53 : 96//Hs. 1 1 93 1 4 : AA4321 08 
R-NT2RP200107Q//EST//0. 30:94:67//Hs. 94289: N73665 
R-NT2RP2Q01094//EST//0. 75: 101 :69//Hs. 161040:H82068 
R-NT2RP2001 1 19 

R-NT2RP2001 127//Hoaa sapiens agNA for HRIHFB2060, partial cds//1.S 
e-56: 304: 94//Hs. 146282: AB01 5348 
R-NT2RP2001 1 37 

R-NT2RP2001 149//ESTs//5. 1 e-66: 324: 97//Hs. 27475: AA70451 2 

R-NT2RP2O0I168//ESTS//2. Oe-98: 539:92//Hs. 77870:AI188145 

R-NT2RP2001 1 73//Hoao sapiens aRNA for KIAA0480 protein, coaplete c 

ds//1 . 5e-96 : 490 : 98//Hs. 26247 : ABD07949 

R-NT2RP2001 1 74//ESTs//2. 2e-63 : 354 : 93//Hs. 24266 : R282B7 

R-NT2RP2001 196//ESTs//l . 4e-83:463: 93//Hs. 1 24304: AA825510 

R-NT2RP200 1 2 1 8//ESTs//l . 4e- 1 00 : 506 : 96//HS . 93 39 1 : Al 1 88402 

R-NT2RP2001 226//EST//0. 0074 : 1 54 : 63//Hs. 128612: AA909358 

R-NT2RP2001 233/ZESTs, Highly siailar to ZINC FINCER PROTEIN ZFP-3 

6 [Hoao s»piens]//3. 7e-65: 538: 80//Hs. 44014 :AA632298 

R-NT2RP2001 245//ESTs//5. 2e-90:447: 97//Hs. I4559:H92996 

R-NT2RP2O0 1 268/ /Hoao sapiens aRNA tor K1AA0810 protein, partial cd 

s//l. 5e-l 12: 544: 97//Hs. 7S31 :AB018353 

R-NT2RP2001 277//ESTs//2. Oe-81 : 387 : 99//Hs. 1 3751 : AA908229 
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R-NT2RP2001 290//ESTs//Z. 4e-91 : 501 : 92//Hs. 1 2600: AA044775 
R-NT2RP2001 295//ESTs//1 . 4e-70: 337 : 99//Hs. 1 23854: AA41 2665 
R-NT2RP2001 31 2//ESTs//4. 6e-S3 : 276 : 95//Hs. 796 1 : AA401 205 
R-NT2RP2001327//ESTs, Moderately siailar to tuaor necrosis factor- 
alpha-induced protein B12 [H. sapiens]//2. 3e-43: 238: 93//Hs. 106632 : IN 
25679 

R-NT2RP200l328//ESTs//5. le-99: 499: 96//H*. 34868:A1341I38 
R-NT2RP2001347//ESTs//6. 7e-05: 100:77//Hs. 9536: AA1 14178 
R-NT2RP2001 378//ESTs//4. 2e-B3 :4S6: 93//Hs. 10554:N50028 
R-NT2RP200 1 38 1//ESTs//l . 1 e-26 : 1 48 : 96//Hs. 1 6 1 859 : AA444038 
R-NT2RP2001 392//ESTs, Veakly siailar to MITOCHONDRIAL LON PROTEASE 
HOMOLOG PRECURSOR [H. sapi ens]//3. 9e-74:41 1 :93//Hs. 47305: AA195153 
R-NT2RP2001 394//ESTs//9. 5e-54 : 305 : 93//Hs. 70256 : R07875 
R-NT2RP2001 397//ESTs. Highly siailar to G2/MI TOT 1C -SPECIFIC CYCLI 
N B2 [Mesocr icetus aura tus]//5. 2e-97: 469: 97//Hs. 20483: AA522505 
R-NT2RP200 1 420//ESTs//l . 6e-49 : 228 : 88//HS. 1 63602 : N32030 
R-NT2RP2001 423//ESTs//2. Oe-37 .190: 99//HS. 1 01 565 : R3543 1 
R-NT2RP2001 427//EST//1 . 7e-1 1:107: 84//Hs. 1 48584 : A I 20 1 728 
R-NT2RP2001436//ESTs. Veakly siai lar to F02D8. 3 [C. el agans]//2. 9e- 
1 1 4: 558: 97//Hs. 7627 : A 1 34 1 556 

R-NTZ RP2001 440//EST//O. 17:192: 58//Hs . 1 33442 : A 1 06 1 394 
R-NT2RP2001 445//E5Ts//1 . le-43: 215: 100//HS. 1 45497 :AA501 453 
R-NT2RP2001 449//ESTs//4. 1 e-08: 234: 61//Hs. 1 34067: AI076765 
R-NT2RP200 1 450//ESTs//9. Se-65 : 356 : 94//HS. 6 1 829 : A 1 079539 
R-NT2RP2001467//Saa 1 1 inducible cytokine AS (RANTES)//1 . 2e-34: 255: 
83//HS.1 55464 :AF0882 19 

R-NT2RP2001 506//ESTs//2. 9e-23: 170:88/ All. 7 1 47 : T23SI 3 
R-NT2RP2001 51 l//ESTs//2. 0e-08: 59: 100//HS. S7660:AA251 146 
R-NT2RP2001 520//Hoao sapiens aRNA for ai tochondr ial carrier protei 
n ARALAR1//6. 7e-l 06. 545: 95//HS. 4277: Y1 4494 
R-NT2RP2001 526//ESTs//3. 7e-23 : 295 : 72//H s. 8514: AFO 39240 
R-NT2RP2001S36//Hoao sapiens X-ray repair cross-coapleaenting prot 
ein 3 (XRCC3) aRNA. coaplete cds//1. 9e-IS: 99:95//Hs. 99742 :AF035586 
R-NT2RP2001 560//ESTs//2. 2e-58: 310 : 94//Hs. 87454: AA73Z8I6 
R-NT2RP2001 569//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t K I AA0488//2. Oe-76 : 387 : 96//Hs. 67619: AB0079S7 

R-NT2RP2001 S76//Huaan aRNA for KIAA010S gene, coaplete cds//0. 17:1 
93:60//Hs. 119:014661 

R-NT2RP2001 581//ESTS//5. 1 e-08 : 1 07 : 78//Hs. 1 571 1 4: T58884 
R-NT2RP2001 597//EST//5. 2e-22: 151 : 88//Hs. 1 58613 : Al 369995 
R-NT2RP2001 601//ESTS//1 . 5e-78: 373 : 99//Hs. 1 37558: AI393767 
R-NT2RP2001 61 3 

R-NT2RP2001 628//EST//0. 99:195: 60//Hs . 1 44238 : V52294 
R-NT2RP2001 663//ESTs//4. Oe-37 : 282 :84//Hs. 1 231 9 : 156090 
R-NT2RP2001 677//ESTs//1 . 4e-44 : 232 : 96//HS. 1 59387 : A 1370845 
R-NT2RP2001 678//ESTs//0. 91:124: 60//Hs. 1 0593 : Al 201 336 
R-NT2RP2001 699//EST//0. 0033: 230: 61//Hs. 146544: Al 1 25323 
R-NT2RP2001 720//ESTs//1 . 8e-S2 : 255: 99//H*. 101064: AA290579 
R-NT2RP2001 721//ESTs//7. 0e-101 :479:99//Hs. 129750: AA987538 
R-NT2RP2001 74Q//ESTs//3. 3e-76: 379:96//Hs. 144704:AI147100 
R-NT2RP2001 748//ESTs//1 . 4e-44 : 352 : 81//Hs. 142259: AA828840 
R-NT2RP2001 762//Hoao sapiens exonuclease la (EXOla) aRNA. coaplete 
cds//2. 1 e- 1 05 : SI 9 : 96//Hs. 47504 : AF09 1 754 
R-NT2RP2001 81 3//ESTs//6. 3e-78 : 406 : 95//Hs. 21902: R44037 
R-NT2RP200186I 

R-NT2RP2001 869//EST//2. 8e-2l : 173:82//Hs. 130321 :AI002941 
R-NT2RP200 1 876//EST s//6 . 1 e- 1 02 : 526 : 95//Hs . 4944 : AA53 3088 
R-NT2RP200l883//ESTs, Veakly siailar to No definition line found 
[C. e I egans] //6. 9e- 1 1 0 : 556 : 95//HS. 231 59 : AAI 1 3849 
R-NT2RP2001 900//ESTs//6. 9e-8S : 442 : 95//Hs. 1 54220: AAI 71 724 
R-NT2RP2001 907//ESTs//2. 1e-82:432:94//Hs. 142257: AAI 88423 
R-NT2RP2001 926//EST//2. 3e-24:299:71//Hs. 135085:AI097268 
R-NT2RP2001 936//ESTs//1 . 1 e-4S : 265: 92//Hs. 1 1 2482 : T66087 
R-NT2RP2001 943//EST//1 . 4e-05 : 246 : 61//Hs. 1 44096 : A 1 032 1 80 
R-NT2RP2001 946//ESTS//3. 6e-87 : 410: 99//Hs. 20242:972594 
R-NT2RP200! 947//ESTs//1 . 9e-5S : 338 : 88//Hs. 58582 : T72588 
R-NTZRP2001 969 

R-NT2RP2C01 976//EST s//1 . 2e-98 : 498: 9S//Hs. 1 21028: AA902745 
R-NT2RP2001 985//ESTs, Veakly siailar to GTPASE-ACT I VAT INC PROTEIN 
SPA-1 [M. auscu ius]//8. 3e-1 5: 1 18 : 89//Hs. 18760: AAI66678 
R-NT2RP2002025//ESTS//2. 1 e-82 : 393 : 98//HS. 1 59488: Al 378233 
R-NT2RP2002032//ESTs//4. 4e-98 : 53! : 91//HS. 93836: AA81 3332 
R-NT2RP2002033//ESTs//3 . 5e-43 : 229 : 96//Hs. 30563 : AAI 02627 
R-NT2RP200204I 

R-NT2RP2002046//ESTs//t.6e-10l :476:99//Hs. 101 107: AA82S938 
R-NT2RP2002047//ESTs//9. 1 e~8S : 43 1 :95//Hs. 116750: AA629895 
R-NT2RPZQ02058//ESTs//1 . 3e-31 : 163: 99//Hs. 33085 :AA2S8068 
R-NT2RP2002066//ESTI//1 . 9e-87: 459: 93//Hs. 1 18871 : AA846091 
R-NT2RP2002070//ES7s//4. 1e-63: 332: 96//Hs. 1 56446 :T92265 
R-NT2RP2002076/ /Hoao sapiens clone 24804 aRNA sequence//! . 7e-26: 1 7 
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8:B7//Hs. 1 1039: Af 0521 83 

R-NTZRP2002079//ESTs//1.2e-79:389:97//Hs. 135214:AI350524 
R-NT2RP2002099//Hoao sapiens aRNA for EIB-55kDa-assoc i ated protein 
//I . 5e-60: 376: 89//HS. 1 5521 8 : AJ007509 
R-NT2RP2002l05//ESTs//B. 4e-54: 31 3: 90//Hs. 98702: Al 123000 
R-NT2RP2002 I 24//ESTs//6. 6e-81 : 431 : 93//H*. 1 27326 : AAS251 34 
R-NT2RP20021 37//Deoxycy t idine kinase//0. 29 : 1 83: 62//H*. 7O9:H60527 
R-NT2RP2002 1 54//ESTs//9. 6e-97 : 539 : 91//HS. 1 8624: AA52326B 
R-NT2RP2002 1 72//EST//0. 69: S3 : 75//H*. 1 56238 : A 1 334495 
R-NT2RP20Q2185//ESTs, Weakly siai Ur to F15C11.2 [C. e lagans} //I. 4 
e-54: 269: 98//HS. 107201:152859 

R-NT2RP20021 92//E$Ts, Moderately siailar to !!!! ALU SUBFAMILY J « 
ARNINC EMTRY MM [H. sapi ens]//3. 9e-1 5: 245: 71//Hs. 87578 : Al I2S363 
R-NT2RP2002 1 93//ESTs//3. 5e-79: 453 : 90//Hs. 76S78 : A 1 290672 
R-NT2RP2002208//ESTs//2. 0e-72: 347 : 99//Hs. 1 64028 : Al 003946 
R-MT2R P20022 1 9//EST//0. 039:229 : 63//H* . 1 49830 : A 1 287499 
R-MT2RP2002231//ESTs//3.3e-64: 337: 94//HS. 79828: AA64234I 
R-NT2RP2002252//ESTs. Highly siailar to co-repressor protein [M.au 
scului]//5. 4e-48: 238: 99//Hs. 22583 : AA 188168 

R-NT2RP20022S6//Hoao sapiens retinoic acid hydroxylase aRNA. coapl 
ete cds//1. 6e-1S: 131 :83//Hs. 150S95 :AF00S4I8 

R-NT2RP2002259//Huaan L-ayc protein gene, coapl ete cds//5. 3e-99: 54 
8:9l//Hs. 921 37: Ml 97 20 

R-NT2RP2002270//EST s, Weakly siailar to AF-9 PROTEIN [H. sapiens]// 
4. 8e-l 00: 550: 91/ZHs. 4029:278373 

R~NT2RP2002292//ESTs, Weakly siailar to FI 3812. 1 [C. el egans]//3. 2 
e-92 : 482 : 93//Hs. 5570 : A 1 377863 

R7NT2RP200231 2//Hoa© sapiens COP-diacy Igl ycerol synthase 2 (CDS2) 
aRNA, partial cds//4. 1e-103 : 527: 94//Hs. 24812 :AF069532 
R-NT2RP200231 «//ESTs//4. 2e-91 : 425 : 1 00//Hs. 3350: A 1 36801 5 
R-NT2RP2002325//Hoao sapiens peroxisoaal biogenesis factor (PEX11 
a) aRNA, coapl ete cds//1. 2e-1 12: 567: 95//Hs. 31034: AB01 5594 
R-NT2RP2002333//ESTs//1 . 9e-86: 483: 91//HS. 1 551 98 : AA767372 
R-NT2RP2002385//Hoao sapiens synaptic glycoprotein SC2 spliced var 
iant aRNA, coaplete cds//1. 2e- 103: 600: 89//Hs. 109051 : AF0 38958 
R-NT2RP2002394//ESTs//0. 11:1 58:6S//Hs. 28792 :AI 343467 
R-NT2RP2C02408//EST s//l . 5e-51 : 278: 93//Hs. 6044:W2281 5 
R-NT2RP2002426//Hoao sapiens aRNA for KIAA0563 protein, coaplete c 
ds//I.7e-33:2B5:80//Hs. 15731 :AB01 1 135 
R-NT2RP2002439//ESTS//3. 2e- 1 2 : 1 34 : 76//Hsi 32246 : AA464020 
R-NT2RP2002457//ESTS//4. 7e-S2: 282: 94//H*. 2 1 968:H97521 
R-NT2RP2002464//ESTs//5. 3e-27: 148: 98//HS. 1 15660: Al 362230 
R-NT2RP2002475//ESTS//3. 9e-85: 439: 94//Hs. 9873:W27233 
R-NT2RP2002479//Hoao sapiens aRNA for ABC transporter 7 protein, c 
oaplete cds//9. 9e-1 15:605 :92//Hs. 125856 :ABO05289 
R-NT2RP2002498//ESTS//6. 3e-37: 227: 93//H*. 1 08779 :N731 80 
R-NT2RP2002503//ESTs//1. 9e-54 : 358 :86//Hs. 57800: WS0838 
R-NT2RP2002S04//Hoao sapiens aRNA for KIAA0791 protein, coaplete c 
ds//8, Se-107: 583: 91 //Hs. 23255: AB01 8334 
R-NT2RP2002520/ /EST s//4, 2e-99: 509: 94//Hs. 32368: AA205305 
R-NT2RP2002S37//ESTs//4.2e-105:552:93//Hs. 1 54363 :AA533090 
R-NT2RP2002546//Hoao sapiens clone TUA8 Cri-du-chat region aRNA// 
2. 6e- 1 09 : 570 : 93//Hs . 494 76 : AF0093 1 4 

R-NT2RP2002549//DNA polyaerase gaaaa//1. 1e-35: 189: 86//Hs. 80961 :U60 
325 

R-NT2RP2002591//ESTs. Weakly siailar to ZINC FINGER PROTEIN 84 [H. 
sapiens]//7. Se-1 18: 564: 97//Hs. 94549: AA149S47 
R-NT2RP2002595//EST//1 . 4e-1 5 : 1 01 : 9S//Hs. 129528 : AA994783 
R-NT2RP2002606//ESTs//4. 5e-99 : 475 : 98//Hs. 45046 : N40I 70 
R-NT2RP2002609//ESTs//1.9e-104:568:92//Hs. 9175: At 184220 
R-NT2RP200261 8//ESTs//0. 014:493: 57//Hs. 96322: AA54161 5 
R-NT2RP200262 1//EST//4. 4e-36 : 252: 84//Hs. 149580: Al 281881 
R-NT2RP2002643//ESTs//6.9e-32: 247 :74//Ms. 3 3354 :AA 179944 
R-NT2RP2002672 

R-NT2RP2002701//N-acety Igl ucosaai n Idas e, alpha- (Sanfilippo diseas 
e 1 1 IB//0. 99: 184:63//Hs. 50727:1143572 
R-NT2RP2002706//EST//2. 8e-4l : 1 48: 86//Hs. 16191 7: AA483223 
R-NT2RP200271 0//EST//0. 34:105: 71//Hs . 1 36747 : AA74921 0 
R-NT2RP2002727//ESTS//8. 7a-68 : 368 : 94//Hs. 1 4366 : T78626 
R-NT2RP2002736//ESTs//9. 7e-98 : 457 : 99//Hs. 74899 : AA993300 
R-NT2RP2002740//Hoao sapiens aRNA for KIAA0536 protein, partial cd 
s//0. 66: 360: 59//Hs. 1191 39:AB01 1108 

R-NT2RP2002741//ESTs//3. 1 e-1 02 :489: 98//Hs. 1 12024: Al 042352 
R-NT2RP2002750//EST//3. 6e-43 : 1 66 : 86//Hs. 162404 : AA573 1 31 
fi-NT2RP2002752//ESTs//5. Oe-56: 355: 89/ZHs. 95867:062042 
R-NT2RP2002753//ESTs//1 . 7e-49: 262: 96//Hs. 49005: W891 24 
R-NT2RP2002769//ESTs//1 . 3e-S9: 376: 88//Hs. 4046:H03587 
R-NT2RP2002778//Hoao sapiens clone 24606 aRNA sequence//4. Oe-65: 34 
1 :94//Hs, 17481 :AF070537 

R-NT2RP2002800//ESTs//6. 5e-08: 79: 84//HS. 153262: AA5511 24 



R-NT2RP2002839//ESTs. Moderately siailar to MM ALU SUBFAMILY J W 
ARNINC ENTRY MM [H. sapiens]//! . 6e-100: 501 :97//Hs. 1 36202 :AA206S78 
R-NT2RP2002857//ESTs//4. 3e-94: 463 : 97//HS. 1 34292: AA603031 
R-NT2RP2002862//E5Ts//2. 3e-42: 302 : 82//HS. 1 17969: H94870 
R-NT2RP2002880 
R-NT2RP2002891 

R-NT2RP200292S//ESTs//1 . 3e- 1 03 : 564: 92//Hs. 142079: AA1 82894 
R-NT2RP2002928//ESTs//3, 9e- 1 08 : 502 : 99//Hs. 291 05 : AA5741 43 
R-NT2RP2002929//ESTs//4. 1 e-1 06:499:99//Hs. 44743: AA837096 
R-NT2RP2002954//ESTs//2. 6e-88 : 41 7 : 99//Hs . 1 00824 : A 1 308771 
R-NT2RP2002959//ESTI//7. Se-101 :489:97//Hs. 32690:N57480 
R-NT2RP2002979//ESTS//5. 4e-06: 1 97 : 65//Hs. 1 46726 : Al 147060 
R-NT2RP2002980//ESTS//1 . 0»- 1 1 0 : 562 : 96//Hs. 28444 : AA0832 1 3 
R-NT2RP2Q02986//ESTs, Highly siailar to RING CANAL PROTEIN [Droso 
phi I a ael anogxster]//3. 1 e-M 9: 578: 97//Hs. 106290: All 25291 
R-NT2RP2002987//Huaan aRNA for KIAA0331 gene, coaplete cds//1.0:7 
8:74//Hs. 1 46395 :ABO02329 

R-NT2RP2002993//ESTs. Weakly siailar to DNA-0 I RECTEO RNA POLYMERAS 
E II 140 KD POLYPEPTIDE [H. sapiens]//2. 4e-98: 467: 98//Hs. 86337:AA14 
9311 

R-NT2RP2003000//ESTs//0. 0070: 400:6 1//Hs. 1 38506 :U85642 
R-NT2RP2003034//ESTs//9. 3e-87 : 408 : 96//H*. 1 64042 : HI 2594 
R-NT2RP2003073//Huaan transporter protein (g17) aRNA. coaplete cds 
//0. 95: 2S9:61//Hs. 7S460:U49082 

R-NT2RP2003099//Throaboxane A2 receptor//2. 6e-42: 328: 8I//Hs. 89887: 
D38081 

R-NT2RP2003108//ESTs//2. 3e-82 : 398: 98//Hs. 5105: AA1 15512 
R-NT2RP20031 17//Huaan aRNA for KIAA0347 gene, coaplete cds//2.4e-4 
9: 336: 86//Hs. 101996: AB002345 

R-MT2RP20031 21//ESTS//2. 0e-75: 380: 96//Hs. 1 331 27: AA1 333S5 
R-NT2RP20031 25 

R-NT2RP20031 29//EST//0. 68:115: 69//Hs. 122196: AA780986 
R-NT2RP20031 37//ESTs//2. I e-37 : 259: 85//Hs, 63169: M78506 
R-NT2RP20031 61//ESTs//2. 5e-88 : 451 : 96//Hs. 29041 : W37379 
R-NT2RP2003 1 64//ESTs//4. 3e- 1 1 3 : 543 : 97//Hs. 8980: AA629067 
R-NT2RP2003 1 65//ESTs//6. 9e-83 : 486 : B9//HS. 1 38632 :H979S2 
R-NT2RP20031 77//ESTs//0. 47:38: 100//Hs. 61 790:AA421 156 
R-NT2RP2003 1 94//ESTs//4. 7e- 1 1 8 : 582 : 96//Hs. 27266 : AA0538 1 6 
R-NT2RP2003206//ESTs//0. 032 : 388: 58//H*. 1 22148 : AA442 074 
R-NT2RP20032 30//ESTs//8. 8e-1 03 : 478 : 99//HS. 401 40 : A 1 079253 
R-NT2RP2003237//ESTs//2. 7e-76: 392 :96//Hs. 106278: R37661 
R-NT2RP2Q03243//ESTs//3. 6e-S3: 300: 92//Hs. 11 8793 : AA1 92438 
R-NT2RP2003265//ESTI. Highly siailar to protein NGD5 [M. auseu Itis]/ 
/3. 3 e-1 10: 557 : 96//H s. 24994 : AA236937 

R-NT2RP2003272//ESTI. Weakly siai lar to FI5C11.2 [C. elegans]//!. 2 
e-34:228:89//Hs. 107201 : W528S9 

R-NT2RP2003277//Hoao sapiens aRNA for KIAA062S protein, partial cd 
s//1 . 4e- 1 1 1 : 565 : 9S//Hs. 1 5491 9 : AB01 4525 
R-NT2RP2003280//ESTS//2. 6e-l 01 : 541 : 94//Hs. 6982: AA622427 
R-NT2RP2003286//ESTS//1 . 2e- 1 04 : 497 : 98//Hi. 1 1 3052 : A 1 222 1 06 
R-NT2RP2003293//Huaan aRNA for KIAA01 18 gene, partial cds//9. le-4 
4:458: 74//Hs. 154326:042087 

R-NT2RP2003295//Protein serine/threonine kinase stk2//0. 31 : 321 :57/ 
/Hs. 1 087 : L20321 

R-NT2RP2003297//ESTi//3. Oe— 15:1 18: 87//Hs. 16621 : AA098874 
R-NT2RP2003308//ESTS, Moderately siailar to CROOKED NEC* PROTEIN 
[Drosophila aelanogister]//4.8e-!09:553:96//Hs. 26089: AAI 951 26 
R-MT2RP2003329//ESTs//0. 99 : 208 : 62//Hs. 1 43607 : Al 424948 
R-NT2RP2003339//E$Ts//1 , 3e-85: 441 : 96//Hs. 241 1 5:N3261 8 
R-NT2RP2003347//ESTs//1 . 5e-70: 365: 96//Hs. 1 55773: Al 31 2825 
R-NT2RP2003367//EST//5. 8e-80:376: 100//Hs. 1 12500: AA599014 
R-MT2RP20O339l//ESTs//2. 8e-98: 484:97//Hs. 5842 : AAS34476 
R-NT2RP2003393//ESTS//2. 0e-96 : 510: 93//Hs, 75844: AA1 1 5502 
R-NT2RP2003394//EST//5. 2e-06 : 264: 63//Hs. 144234: W52249 
R-NT2RP2003401//ESTs//6. le-25: 161 : 90//Hs. 155360: AA984683 
R-NT2RP2003433//ESTI, Highly siailar to PROTEIN TRANSPORT PROTEIN 
SEC61 ALPHA SUBUNIT [Can is faai I iaris]//1. 2e-1 06 : 508: 98//Hs. 13184 
0: A 1 01 6073 

R-NT2RP2003445//ESTI, Moderately siailar to MM ALU SUBFAMILY J W 
ARNINC ENTRY MM [H. sapiens]//5. 6e-21 : 161 :70//Hs.43I53:N22360 
R-NT2RP2003446//ESTS. Weakly siailar to C27H6.4 [C. elegans] //6. Oe- 
1 05 : 529 : 96//Hs . 8055 : W60903 

R-NT2RP2003456//ESTS//7. 5e-96 : 449 : 99//HS. Z53G2 Al 277332 
R-NT2RP2003480//E$Ts//1. 6e-l 16 : 583: 96//Hs. 59757: AAI 76121 
R-NT2RP2003499//ESTs, Weakly siailar to elastin like protein [D. ae 
I anogas ter]//7. 0e-7l : 365: 95//Hs. 101056: R52777 

R-NT2RP2003506//ESTI. Weakly siailar to 0RF YPL207a [S. cerevisiae] 
//l. 3e-l 1 5: 577: 96//HS. 16277: N36831 

R-NT2RP200351 l//ESTs//1 . 6e-22: 182:85//Hs. 28249: AA203733 
R-NT2RP20035I 3//Huaan aRNA tor KIAA0270 gene, partial cds//1.3e-10 
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8: 566 :94//Hs. 78482:716270 

R-NT2RP20Q3SI7//Platelet-der ived growth factor beta polypeptide (a 
iwian sarcoaa viral (v-sis) oncogene hoaolog)//4.9e-62:51B:79//Hs. 
1 976 : Mt 2783 

R-NT2RP2003522//ESTs//2. 0e-97:462 : 99//Hs. 2451 2: 0601 70 
R-NT2RP2003533//ESTI//4. 4e-45 : 273 : 78//H*. 1 40225 : AA7041 01 
R-NT2RP2003543//EST//1 . 0 : 80: 68//H*. 65646 : F 1 3684 
R-NT2RP2003559//EST*. Moderately siailar to !!!! ALU SU8FAMILY J V 
ARNING ENTRY »!!! [H. sapiens]//!. 8e-58:316:94//Hs. 28891 :172439 
R-MT2RP2003564//ESTs//3. 2e- 11 2 : 528 : 99//HS. 53940 ; N46696 
R-NT2RP200358I //ESTs//1 . 3e-88 : 506 : 93//H*. 16157: AA20371 9 
R-NT2RP2003596//ESTs. Weakly siailar to No definition line found 
[C. el egans]//4. 7e-10t :495:98//Hs. 34627 :AA1 26463 
R-NT2RP2003604//Hoao sapiens alpha-catenin related protein (ACRP) 
nRNA. coaplete cds//l. 7e-1 03: 501 :97//Hs. 58488 :U97067 
R-NT2RP2003629//EST//0. 032 : 440 : S9//Hs . 1 35297 : Al 038981 
R-NT2RP2003643//ESTS, Weakly siailar to HYPOTHETICAL 14.1 KD PROTE 
IN IN MURZ-RPON INTERGENIC REGION [E. col i]//9. 1 e-62: 359 : 92//H*. 124 
92:AA203188 

R-NT2RP2003668//EST//9. 4e- 11 0: 535 : 97//Hs. 1 1 6279 : AA628951 
R-NT2RP2003687//EST//S. 9e-05 : 1 96 : 65//Hs. 1 39064 : AA1 35523 
R-NT2RP2003691//ESTs. Weakly siailar toF59C6.9 [C. e I egans]//1 .0:2 
02 :6Z//Hs. 65539: A 1 148540 

R-NT2RP20037Q2//ESTs, Moderately siailar to ovarian-specific prote 
in [R. norvegi cus]//4. 3e-99: 492: 96//Hs. 93332: AA81 1920 
R-NT2RP2003704//ESTs//l . 0:155: 63//Hs. 104166: AA740246 
R-NT2RP2G03706//Hoao sapiens aRMA for K1AA0525 protein, partial cd 
s//8. 4e-47 : 265: 93//Hs. 78494: AB011 097 
R-NT2RP200371 3//EST//0. 81 : 210:59//Hs. 14551 :T79401 
R-NT2RP2003714//ESTS//1. 7e-99 : 495 :96//Hs. 158101 :AI365003 
R-NT2RP2003727//Huaan 19.8 kOa protein aRNA. coaplete cds//0. 84:22 
1 : 60//Hs. 2384:1118914 

R-NT2RP2003737//ESTs, Highly siailar to UB I QUIT IN-CONJUGATING ENZ 
YME E2-I7 KD [Caenorhabdi t i s elegans]//2. 4e-S0: 302:90//Hs. 19196:W7 
4577 

R-NT2RP2003751 

R-NT2RP2003760//ESTs//2. 6e-l01 :548:93//Hs. 1 1 5987: AA4B3808 
R-NT2RP2003764//ESTs//8. 2e-25 : 1 34: 98//Hs. 64036 : AA1 27709 
R-NT2RP2003769//ESTs//1 . 7e- 1 08 : 545 : 95//Hs. 56847 : AA54 1 606 
R-NT2RP2003770//Hoao sapiens spera acrosoaal protein aRNA. coaplet 
e cd s//6. Oe- 1 06 : 53 1 : 96//Hs . 90436 : AF047437 
R-NT2RP2003777//ESTs//2. 6e-59: 323 : 94//HS. 10101 : Al 38181 1 
R-NT2RP20Q3781//ESTS//2. Oe-25: 269: 75//Hs. 144951 :N34836 
R-NT2RP2003793//ESTs//8. 7e-94 : 466 : 97//Hs. 93949 : AA782955 
R-NT2RP2003840//ESTs//3. 4e-97 : 533 : 93//Hs. 1 61 30 : AA1 95077 
R-NT2RP2003857//H. sapiens aRNA for C9a//2. 8e-23: 351 :65//Hs. 75196: X 
69838 

R-NT2RP2003859//ESTS//3. 0e-07 : 96 : 8 1//Hs. 1 53262 : AA551 1 24 
R-NT2RP2003871//ESTs//l. 9e- 1 02: 509: 97//HS. 25726: AA4301 67 
R-NT2RP2003885//ESTS//1 . 0e-102 : 502 : 97//HS. 36353 : AA702341 
R-NT2RP200391 2//EST//1 . 2e-38 : 336 : 76//HS. 1 34975: A 1 09461 1 
R-NT2RP2003952//Hoao sapiens DNA-binding protein (CR0C-1B) aRNA, c 
oaplete cds//0. 90: 190:60//Hs. 75875 :U49278 

R-NT2RP2003968//Hoao sapiens hUBP aRNA for ubiauitin specific prot 
ease, coaplete cds//7. 6e-1 1 6: 568: 97//HS. 35086 : AB014458 
R-NT2RP2003976//Hoao sapiens aRNA for KIAA0447 protein, coaplete c 
ds//3.6e-109:540:97//Hs. 7302: AB007916 

R-NT2RP2003981 //Hoao sapiens aRNA for KIAA0804 protein, partial cd 

s//2.5e-1 15: 568: 96//HS. 7316: A801 8347 

R-NT2RP2003984 

R-NT2RP2003986//ESTs//4. 9e-36 : 272 : 82//HS. 1 58268 : AA738087 
R-NT2RP2003988//ESTs, Weakly siailar to reverse transcriptase [H. s 
apiens]//3. 2e-l 10: 51 9: 99//HS. 36093:AI 149968 
R-NT2RP200401 4//ESTs//8. 4e-1 02 : 483 : 99//Hs. 22867 : A 1 41 7478 
R-NT2RP2004041 

R-NT2RP2004042//ESTs// 1 . 5e- 1 05 : 466 : 97//Hs. 7296 : N29706 
R-NT2RP2004066//ESTs// 1 . 4e- 1 1 0 : 559 : 96//HS. 7 1 9 1 6 : AA21 9699 
R-NT2RP200408 1 //ESTs//3. 7e- 1 05 : 503 : 98//Hs. 27542 : AA977204 
R-NT2RP2004098//EST//7. 3e-26 : 203 : 87//Hs. 21897: R41461 
R-NT2RP2D041 24//ESTs//1 . 1e-83 :43S: 95//Hs. 43299: N23036 
R-NT2RP2004 1 42//EST//1 . 3e-06 : 1 65 : 6S//Hs. 1 46742 : A 1 1 47500 
R-NT2RP20041 52//ESTs//7. 0e-98:455: 100//Hs. 1773! :AI342241 
R-NT2RP2004165//ESTs, Highly siailar to 0YNEIN BETA CHAIN. CJLIAR 
Y (Anthocidaris crass i spina]//1 . Qe-1 1 8 : 583: 97//Hs. 16520 : A t 224S33 
R-NT2RP2004170//ESTs//6. 7e-66:407:88//Hs. 1571 38: Al 348S44 
R-NT2RP2004 1 72//ESTs//1 . 5e- 1 09 : 567 : 9S//Ms. 1 59091 : AA033974 
R-NT2RP2004 1 87//ESTs//3. 6e-92 : 488 : 93//Hs. 22954 : W26589 
R-NT2RP20041 94//ESTS//6. 2a- 1 1 4 : 585 : 95//HS. 1 8778 : AA2031 67 
R-NT2RP2004196 

R-NT2RP2004207//ESTs//6. 3e-102:488:98//Hs. 22678 : AA604756 

[0 9 2 1 ] 



R-NT2RP20O4226//EST s//8. 8e-18 : 252 : 71//HS. 1 1 924 : W26972 
R-NT2RP2004232//ESTs, Highly siailar to protein kinase C au [H. sap 
i ens]//5. 2e-105: 499: 98//Hs. 143460: AA483305 
R-NT2RP2004239//ESTs//l.2e-16:!71 :80//Hs. 16134:AA2031 16 
R-NT2RP2004240//Hoao sapiens antigen NY-C0-1 (NY-CO-1) aRNA. coapl 
ete cds//3. 4e-103 : 530: 93//Hs. 54900: AF039687 
R-NT2RP2004242//ESTs//1 . 3e-B5 : 460 : 93//Hs. 1 04535 : AA211 483 
R-NT2RP2004245//EST s//6. 4e- 1 17: 575: 97//Hs. 23744: AA035744 
R-NT2RP2004270//ESTs//1 . 0 : 95: 69//Hs . 141 371 : H92 1 87 
R-NT2RP2004300//EST s//4. 4e-B0 : 379 : 99//Hs. 1 30874 : AA9050S6 
R-NT2RP20043 1 6/ /Hoao sapiens EXT-like protein 2 (EXTL2) aRNA, coap 
I ete cds//4. 7e-1 10:544: 96//Hs. 61 1 52 : AF000416 
R-NT2RP2004321//ESTs//2. 1e-18: 104:99//Hs. 107207: AA044788 
R-NT2RP2004339//EST//1 . 4e-47 : 309 : 86//HS. 161917: AA483223 
R-NT2RP2004347 

R-NT2RP2004364//ESTs//l . I e-1 1 3 : 566 : 96//HS. 25880 : A 1 2681 73 
R-NT2RP2004365//ESTs//0. 022 : 271 : 62//Hs . 38897 : A 1 1 293 1 0 
R-NT2RP2004366//ESTS//9. Se-71 : 335: 1Q0//Hs. 91867: Al 218624 
R-NT2RP2004373//ESTS//4. 2e-25 : 1 72 : 87//Hs. 83243 :N321 92 
R-NT2RP2004389//EST s. Highly siailar to HYPOTHETICAL 70.7 K0 PROT 
EIN F09C8.3 IN CHROMOSOME 1 1 1 [Caenorhabd i t i s elegans]//1.4e-11 :10 
8:82//Hs. 30490: AA 1469 16 

R-NT2RP2004392//ESTS//3. 4e-81 : 427 : 94//HS. 5827: AA581 646 
R-NT2RP2004396//EST//5. 6e-06: 100:77//Hs. 1 38623 :H92473 
R-NT2RP2004399//EST//0. 98 : 337 : 59//Hs. 1 1 8446 : N67900 
R-NT2RP2004400//ESTs//2. 1e-90: 422:1 00//Hs. 152460: AA602921 
R-NT2RP200441 2//ESTs//l . 4e- 1 05 : 503 : 98//Hs. 15929: AA4031 2 1 
R-NT2RP2004425//EST//0. 00017: 225 : 60//Hs. 1 46935 : A 1 1 681 24 
R-NT2RP2004476/ /EST s//l . 4e-88 : 477 : 94//Hs. 48S9 : N29695 
R-NT2RP2004490//Hoao sapiens 3-phosphoi nos i t ide dependent protein 
kinase-1 (PDK1) aRNA, coaplete cds//8. 6e-34: 143: 98//Hs. 154729 :AF01 
7995 

R-NT2RP200451 2//EST*//2. 6e-91 : 426 : 1 00//H*. 941 33 : A 1 270700 
R-NT2RP2004523/ /EST s//1 . 6e-74: 377 : 97//Hs. 14217: R61 320 
R-NT2RP2004538//Throaboxane A2 receptor//1 . 4e-45 : 279: 89//Hs. 89887 : 
038081 

R-NT2RP2004551//ESTs//0. 47:147: 66//Hs . 1 31 51 9 : A 1 024347 
R-NT2RP2004568//ESTs//1 . 3e-l07 : 567 : 94//Hs. 65234 : AA1 95470 
R-NT2RP2004580//ESTS//5. 9e-29: 1 56 : 98//Hs. 1 47801 : Al 221 661 
R-NT2RP2004587//ESTS//1 . 0e- 1 02 : 495 : 97//Hs. 91 662 : AA781 1 26 
R-NT2RP2004594//ESTs//4. 1 e-56 : 298 : 95//Hs. 24641 : AA954666 
R-NT2RP2004600//ESTs//4.8e-67: 374 :93//Hs. 49762 :N69862 
R-NT2RP2004602//ESTs. Weakly siailar to !!!! ALU SUBFAMILY J WARN I 
NG ENTRY !!•! [H. sap iens]//4. 5e-07: 149: 76//Hs. 12845 :N28835 
R-NT2RP2004614//ESTS//1 . 0e-1 1 1 : 557: 96//Hs. 37892 : N53497 
R-NT2RP2004655//Hoao sapiens aRNA for leucine rich protein//2.4e-l 
18: 587 : 96//Hs. 5198: AJ006291 

R-NT2RP2004664//Hoao sapiens aRNA for KIAA0460 protein, partial cd 
s//5. 9e- 107 : 520 : 96//Hs. 29956 : AB007929 
R-NT2RP2004675//ESTs//2. 7e-82 : 407 : 97//Hs. 1 1 6 1 1 3 : F 18930 
R-NT2RP2004681//NUCLEOL IN//0. 34: 387 : 58//Hs. 79110:M60858 
R-NT2RP2004689//Hoao sapiens aRNA for KIAA062S protein, partial cd 
s//5. Oe- 1 20 : 600 : 96//HS . 1 5491 9 : AB0 1 4525 
R-NT2RP2004709//ESTs//l . le-106 : 51 1 :98//Hs. 38034: All 49793 
R-NT2RP2004710//ESTs//9. 9e-87: 477 : 93//HS. 6834: AA203433 
R-NT2RP2004736//Hoao sapiens aRNA for KIAA0478 protein, coaplete c 
ds//1 . 3e-l 18:594: 96//Hs. 4236: AB007947 
R-NT2RP2004743//ESTs//2. 1 e-48 : 327 : 88//Hs. 43635 : AA44701 5 
R-NT2RP2004767//EST//4. Oe-57: 328: 81//Hs. I42796:N5I423 
R-NT2RP2004775//ESTs//9. 4e-60: 326:94//Hs..1 15339: AA1 36774 
R-NT2RP2004791//ESTs//3. 2e-82 : 367 : 96//Hs. 141911: N6401 3 
R-NT2RP2004799//Hoao sapiens ATP-specific succinyl-CoA synthetase 
beta subunit (SCS) aRNA, partial cds//8. 0e-116 : 564: 96//Hs. 40820: AF 
0S89S3 

R-NT2RP2004802//ESTS//6. 5e-1 11 :586:94//Hs. 90375:174579 
R-NT2RP2004816//Hoao sapiens H beta 58 hoaolog aRNA, coaplete cds/ 
/8. 7e-120: 584:97//Hs. 67052: AF0541 79 
R-NT2RP2004841//EST//3. 8e-31 : 323 : 74//Hs. 1 477 1 4 : A 1 21 9906 
R-NT2RP2004861//EST//0. 92:147: 63//HS. 23064 : R20803 
R-NT2RP2004897//ESTS//1 . 7e-46 : 390 : 80//HS . 1 39225 : H96567 
R-NT2RP2004936//EST//0. 97:176: 63//Hs. 1 37436 : AA280529 
R-NT2RP2004959//ESTS//0. 059:137: 64//HS . 1 44 1 09 : A 1 345543 
R-NT2RP200496!//ESTs//1 . 8e-87 : 409 : 1 00//Hs. 1 38297 : AA78 1 941 
R-NT2RP2004962//ESTs//0. 0021:292: 59//HS. 1 459 1 7 : A 1 275458 
R-NT2RP2004967//Huaan aRNA for KIAA0118 gene, partial cds//7.4e-5 
1 : 506 :7S//Hs. 154326:042087 

R-NT2RP2004978//ESTs//0. 95: 1 38: 63//Hs. 1 361 9: W93496 
R-NT2RP2004982//ESTs//7. 8e-95 : 468 : 97//Hs. 22545 : R439 1 0 
R-NT2RP2004985 

R-NT2RP2004999//ESTs//2. 9e-94: 450:98//Hs. 1 2S766 : A 1 4 1 9902 



118 7 



ffifE# 2002-3046778 




#2000—11 8776 



[i§ 6 19] 



R-NT2RP2005000 

R-NT2RP2005QQ1//Hoao sapiens aRNA for KIAA0615 protein, coaplete c 
ds//9. Be-1 13:577 : 9S//Hs. 155972: AB014S15 
R-NT2RP20050Q3//EST//1 . 3e-75 : 337 : 96//Hs. 1 40843 : R42235 
R-NT2RP200S01 2//Hoao sapiens SEC63 (SEC63) aRNA. coaplete cds//3.1 
e-IIS: 568:97//Hs. 31 575: AF1 00141 

R-NT2RP200S0 1 8//EST s//7. 5e-4S:280:90//Hs. 1 26857 :AA9321 61 
R-MT2RP2005020//ESTs//1. 6e— 105: 554:94//Hs. 1 4846 :AA1 48507 
R-HT2RP2005031//EST//3. 1 e-79: 379:99//Ms. 1 39709 :AA227887 
R-NT2RP2005037//ESTs//5. 3e-102: 551 :93//Hs. 26516:AA1 95220 
R-HT2RP2Q05038//E$Ts//S. 8e-1Q1 : 566: 92//Hs. 46964:N49757 
R-MT2RP2005108 

R-NT2RP200S1 l6//Hoao sapiens aRNA for XIAA0664 protein, partial cd 
s//2. 7e-105: 518: 97//Hs. 22616: AB014S64 

R-NT2RP20051 26//H. sapiens aRNA for RNA helicase (Nyc-regula ted dea 
d box protein)//4. 6e-69:464:8$//Hs. 100555: X98743 
R-NT2RP20051 39//ESTs//l. 0e-108: 54S:95//Hs. 21006: AA523383 
R-NT2RP20051 40//ESTS//4. 3e-90 : 422 : 99//Hs. 621 80 : Al 341 261 
R-NT2RP2005144//ESTS//0. 91 : 162:62//Hs. 52399: AI075744 
R-NT2RP2005147//ESTs//4. 6e-100: 502: 96//H*. 27931 :AA633438 
R-NT2RP2005159//ESTS//7. 5e-105: 533:95//Hs. 10981 9: Al 357582 
R-NT2RP2005162//ESTs//6.6e-83:419:96//Hs. 113998:H50648 
R-NT2RP20051 68//Hoao sapiens aRNA for E1B-55kDa-assoc i a ted protein 
//2. 4e-101 :S13:95//Hs. 1 55218: AJ007509 

R-NT2RP2005204//E5TS. feakly siailar to U8IQU1TIN-ACTIVATINC ENZYM 
E El H0M0L0C [H. sapiens]//!. 9e- 115: 577: 96//Hs. 7600: H981 66 
R-NT2RP2005227//Hoao sapiens LIM protein aRNA. coaplete cds//1.0e- 
45: 359: 82//Hs. 154103:AF061258 

R-NT2RP2005239//ESTs, Highly siailar to NIFS-LIKE S4.S K0 PROTEIN 
[Saccharoayces cerev i s i ae]//1 . 0e-47 : 245: 97//Hs. 21090: AA418S87 
R-NT2RP2005254//ESTs//3. 3e-l 1 1 : 581 :94//Hs. 22549: AA524S03 
R-NT2RP2005270//ESTs, Highly siailar to HYPOTHETICAL 67.6 NO PR0T 
EIN2K637.3 IN CHROMOSOME III [Caenorhabdi t i s elegans]//! . 1 e-79:41 
2 : 9S//Hs. 23047 : N66596 

R-NT2RP2005276//ESTS//4. 6e-8S : 426 : 96//Hs. 24550 : AA31 6272 
R-NT2RP200S287//ESTs//l. 7e-109: 565: 94/ Als. 61 976 :AI 2 79001 
R-NT2RP200S28B//Hoao sapiens RCCI-like G exchanging factor RLC aRN 
A. coaplete cds//2.4e-125:S94:98//Hs. 27007: AF0602 19 
R-NT2RP2005289//Hoao sapiens aRNA for XPR2 protein//4. 9e-1 12: 545:9 
6//HS. 44766 :AJ007590 

RHtT2RP2005293//ESTs//5. 1 e-1 1 6 : 538 : 99//Hs . 62 1 80 : A 1 341 26 1 
R-NT2RP2005315//ESTs//1. 4e-82: 415: 97//HS. 1 55829 :AA01 8338 
R -NT 2RP2005325/ /Huaan LtM-hoaeobox doaain protein (hL1f-2) aRNA, co 
aplete cds//2. 5e-45:272: 91//Hs. 1569:U1 1701 
R-NT2RP2005336//ESTS//1 . 9e-93 : 444 : 99//Hs. 1 1 0966 : AA1 51 699 
R-NT2RP2005344//Hoao sapiens (2)P-L-f ucose pyrophosphory lase (GFPP) 
aRNA. coaplete cds//0.Q11 :463:58//Hs. 1 50926 :AF01 744S 
R-NT2RP2005354//ESTs//7. 2e-22: 1 48: 91//HS. 1 53783 :H1 4544 
R-NT2RP2005360//EST i//0. 048: 22S:60//Hs. 7602: AA099247 
R-NT2RP2005393//Ho»o sapiens aRNA for KIAA0761 protein, partial cd 
s//2. 9e-41 :248:82//Hs. 93121 :AB01 8304 

R-NT2RP2005407//ESTs. feakly siailar to 0SH1 PROTEIN [Saccharoayce 
s cerevi s iae]//2. 5e-7S:461 :88//Hs. 70849: AA1 2 1697 
R-NT2RP2005436//ESTs, feakly siailar to HYPOTHETICAL 37.0 KD PROTE 
IN 60495. 8 IN CHROMOSOME II [C. el egans]//8. le-96 : 49t : 95//Hs. 71 94:A 
1185631 

R-NT2RP2005441//ESTs//1 . 1 e-l 10: 548: 96//Hs. 5209 : AA780068 
R-NT2RP2005453//EST s//0. 94 : 3S2 : 58//Hs. 25870: HI 4423 
R-NT2RP2005457//ESTs//2. le-46: 236 : 97//Hs. 1 9522 : AA975096 
R-NT2RP2005464//ESTs//l . 8e-72 : 349 : 99//Hs. 44045 : NS) 307 
R-NT2RP2005465//ESTs//0. 0058 :322: 58//HS. 1 27009 : A 1 378936 
R-NT2RP2005472//ESTs//0. 47 : 309: 60//HS. 1 44838 :AI 22201 9 
R-NT2RP2005476//ESTs//5. 1 e-40: 205 : 98//Hs. 1 01 577 : A 11 68526 
R-NT2RP2Q05490//ESTs//l. 3e-70: 364:96//Hs. 1 34382 :AAOB3573 
R-NT2RP200S491//EST//0. 012: 220: 60/ Als. 144448: AA81 2455 
R-NT2RP2005495//ESTs//1 . 2e-86: 501 :91//Hs. 99445 :R93540 
R-NT2RP2005496//ESTS//3. 2e-34: 263: 81//Hs. 70279: AA757426 
R-NT2RP2005498//ESTS, Highly siailar to PROTEIN PHOSPHATASE PP2A, 
55 KD REGULATORY SUBUNIT, NEURONAL IS0F0RH [Oryctol agus cuniculu 
s]//2. 3e-45: 284: 88//Hs. 857S2:A1 1 38993 
R-NT2RP2005S01//ESTs//2. 5e-84:404:98//Hs. 1 4381 2 : A 1 1 41 755 
R-NT2RP2005509//ESTs. Highly siailar to HYPOTHETICAL 37.2 KO PR0T 
EIN C12C2.09C IN CHROMOSOME I [Schi zosaccharoayces poabe]//8. 2e-3 
6 : 21 5: 92//HS. 5298 : AA725071 

R-NT2RP2005520//Hoao sapiens chroaosoae-associated orotein-E (hCA 
P-E) aRNA. coaplete cds//3. 2e-1 10: 570: 94//Hs. 1 19023: Af 092 563 
R-NT2RP200S525//ESTs. feakly siailar to !!!! ALU SUBFAMILY SQ fARN 
INGENTRY !!!! [H. sapiens]//!. 3e-84:433:95//Hs. 36942 :AA524535 
R-NT2RP200553I //EST//0. 98 : 64: 70//Hs. 1 46573 : A 1 1 39856 
R-NT2RP2005539//Hoao sapiens aRNA for NSI-binding protein (NS1-BP) 
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//8. 8e- 1 08 : 560 : 94//Hs. 1 59597 : AJ01 2449 

R-NT2RP2005540//Hoao sapiens aRNA for KIAA0494 protein, coaplete c 
ds//l. 7e-1 15 : 583: 96//Hs. 6251 5: AB007963 
R-NT2RP2005549//EST//0. 61:111: 62//Hs. 147482 : A 1 2 1 5572 
R-NT2RP200S555//ESTs//6. 6e-1 08 : 507: 99//H*. 6861 3 :AI 357567 
R-NT2RP2005557//ESTS//3. 1 e-1 05 :495: 99//Hs. 105985:AA885! 69 
R-NT2RP2005S8 1//ESTS//1 . 7e-79. 445 : 92//Hs. 1 381 52 :H03240 
R-NT2RP2005600//ESTS//1. 3e-38: 192 : 100//Hi. 48329:f92733 
R-NT2RP2005605//ESTs//7. 6e-87 : 409 : 99//Hs. 45005 : AA97S060 
R-NT2RP2005620//ESTS//2. 9e-96 : 463 : 97//Hs. 7407 : A 1 376788 
R-NT2RP2005622//ESTs//1 . 8e- 1 04 : 497 : 98//Ms. 22595: AA394229 
R-NT2RP2005637//EST//2. 5e-20: 163: 71//Hs. 161 164:4141821 1 
R-NT2RP2005640//ESTS//5. 0e-99: 473 : 98//HS. 23467 : AA708740 
R-NT2RP2005645//ESTS//9. Se-23: 231 :77//Hs.S534:AA195173 
R-NT2RP20056S1//ESTs. Highly siailar to XFIN PROTEIN [Xenopus lae 
*is]//2.9e-1 03: 525 :96//Hs. 70589: AA868470 

R-NT2RP200S654//lnsu I in-1 ike growth factor binding protein 2//0. 9 
4:223 : 60//Hs. 1 62 : XI 6302 

R-NT2RP2005669//Hoao sapiens nitriiase 1 (NIT1) aRNA, coaplete cds 
//2. 7e- 1 4 : 87 : 1 00//HS. 1 46406 : AF069987 

R-NT2RP2005675//Hoao sapiens growth suppressor related (DOC-1R) aR 
HA. coaplete cds//S. 8e-91 :434: 98//Hs. 25664 : AF08981 4 
R-NT2RP20Q5683//ESTs//1 . 5e-98: 494 : 96//HS. 22S95:AA394229 
R-NT2RP2D05690//ESTs//4. 8e-43 : 286 : 86//Hs. 1 50727 : Al 292236 
R-NT2RP2005694//EST//3. 1 e-82 : 386: 1 00//Hs. 1 49391 : Al 273643 
R-NT2RP2005701//ESTS, Highly siailar to BUTYROPHI LIN PRECURSOR [B 
os taurus]//2. 8e-68: 376: 93//HS. 9095: AA532630 

R-NT2RP200571 2//Hobo sapiens aRNA for K1AA0799 protein, partial cd 
S//1 . 3 e-1 05 : 503 : 98//H s. 61638: AB01 8342 

R-NT2RP2005719//ESTs, feakly siailar to GPI-anchored protein p137 
precursor [H. sapi ens]//S. 4e-105: 500: 98//Hs. 1 4298 : A 1 41 7523 
R-MT2RP200S722//EST//6. Se-76: 395: 94//HS. 142150: AA223 982 
R-NT2RP2005723//ESTs//l . 5e-84: 452 : 93//Hs. 91753: R444S5 
R-NT2RP2005726//ESTS//3. Se-64 : 500 : 82//Hs. 1 00526 : A l 2231 53 
R-NT2RP2005741 //ESTs//4. 7e-60 : 333 : 93//Hs . 1 07242 : R402S8 
R-«T2RP2005748//ESTs//3. 4e-l02 :498: 97//Hs. 82660 : N78064 
R-NT2RP2005752//Hoao sapiens TNFR-related death receptor-6 (DR6) a 
RNA. coaplete cds//4. 3e-42: 223 :96//Hs. 159651 :AF068868 
R-NT2RP20Q5753//Hoao sapiens 1-1 receptor candidate protein aRNA. 
coaplete cds//1 . 2e-104:494: 98//HS. 26285:AF082S16 
R-NT28P2005763//ESTS//1. 1e-97:456:99//Hs.65412:AI362163 
R-NT2RP2005767//ESTs//8. 0e-38 : 204 : 96//Hs . 1 8460 : AA1 93463 
R-NT2RP2005773//ESTS, Highly siailar to PYRROL I NE-S-CARBOXYLATE R 
EDUCTASE [Hoao sapiens]//5. 4e-112:559:96//Hs. 14214: Al 1 89379 
R-NT2RP2005775//ESTs. Highly siailar to NEUROLYS IN PRECURSOR [Sus 
scrofa]//3. Oe-l08:$44:96//Hs. 22151 : AI21 4321 
R-NT2RP2005781//ESTs//1. 7e-43:217:99//Hs. 144391 :AA365664 
R-NT2RP2005784//EST//0. 0071 : 217: 60//HS. 11 7332: AA699724 
R-NT 2 RP200 5804/ /EST s/ /8. 8e- 1 07 : 51 2 : 98//Hs. 1 5496 : f 443 98 
R-NT2RP20058 1 2//ESTs//9. 0e-76 : 359 : 99//Hs . 1 1 3937 : A 1 298746 
R-NT2RP20058 1 $//ESTs//5. Se-76 : 363 : 99//Hs . 1 36230 : AA59498 1 
R-NT2RP200583S//ESTs//1 . 5e-l 00 : 541 : 94//Hs. 86813: N251 22 
R-NT2RP 200 5841 //ESTs//2. 8e- 1 OS : 556 : 92//Hs. 69993 : AA628403 
R-NT2RP2005853//EST//2. 0 e-1 3: 219: 70//Hs. 134016 : A 1076062 
R-NT2RP2005857//ESTs//1 . 0e- 1 1 5 : 576 : 96//Hs. 30663 : Al 338462 
R-NT2RP200S859//ESTs//7. 3e-1 16:57! :97//Hs. 85986 :AA1 951 05 
R-NT2RP2005868//EST//0. 00023: 320: 6I//HS. 1 49689 : A 1 2841 33 
R-NT2RP2005890//ESTs//1 . 0e-96 : 466 : 98//Hs . 1 22579 : AA7663 1 5 
R-NT2RP200590l//ESTs//8. 3e-l 16 : 548: 98//Hs. 66296 : Al 125268 
R-NT2RP200S908//ESTs, feakly siailar to weakly siailar to gastrula 
zinc finger protein [C. eiegans]//2. 4e-73: 397 : 94//Hs. I6667:T92427 
R-NT2RP2005933//ESTs, Highly siailar to nucieoporin p54 [R.norvegi 
cus] //2 . 8e-1 1 4 : 560 : 97//HS. 9082 : AA87 3 1 70 
R-NT2RP2005942//ESTs//S.6e-1l7:S82:96//Hs. 1461 23: Al 33841 9 
R-NT2RP2005980//ESTs//6. 9e- 1 01 : 478 : 98//Hs. 431 45: AA776988 
R-NT2RP2006023//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//8. 5 
e-51 : 398: 80//HS. 11 3283: AF01 8080 

R-NT2RP2006038//ESTS//Q. 025: 284:59//Hs. 97852 :AA404347 
R-NT2RP2006043//ESTs. Weakly siailar to HYPOTHETICAL 37.0 K0 PROTE 
IN B049S. 8 IN CHROMOSOME II [C. e I egans]//1 . 2e-S0: 278: 94//Hs. 71 94: A 
1185631 

R-NT2RP20060S2//ESTs//5. Oe-52: 272:95//Hs. 99545: AA46M92 
R-NT2RP2006069//ESTs//1.8e-90: 495: 93//HS. 43654: AA522714 
R-NT2RP2006071//ESTs//1 . 5e-38: 218:94//Hs. 107882:f72093 
R-NT2RP2006098//EST s//2. 9e- 105 : 540 : 95//Hs . 26860 : N569 1 8 
R-NT2RP2D061 00//Huaan organic anion transporting polypeptide (OAT 
P) aRNA, coaplete cds//0. 031 : 2S4 : 62//Hs. 46440 :U21 943 
R-NT2RP2006 1 03//ESTs//1 . 5e-86 : 41 6 : 98//Hs. 1 521 14: AA401 365 
R-NT2RP2006 1 41 //ESTs//5. 3e-88 : 432 : 98//HS. 77480 : AA 1 00522 
R-NT2RP20061 66 //Hobo sapiens LIM protein aRNA, coaplete cds//2.8e- 
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17: 255: 72//H*. 154I03:AF061258 

R-NT2RP20Q61 84//ESTs//8. 4e-101 : 487 : 98//H*. 58009:169435 
R-NT2RP20061 86//Hoao sapiens aRNA for KIAA0654 protein, partial cd 
s//6. 1e-110:553:95//Hs. 109299: AB0 14554 

R-NT2RP2006I 96//Huaan clone 23960 aRNA sequent e//0. 0037:48: I 00//H 
s. 151293:1179276 

R-NT2RP2006200//ESTs//6. 5e-77: 398 : 96//H*. 163953: R01 398 
R-NT2RP2006219//H. sapiens aRNA for 0GCR6 protein//!. 2e-94:S32:90// 
Hs. 1 S3910: X96484 

R-NT2RP2006237//ESTs// 1 . 2e-S7 : 305 : 9S//H*. 86 1 49 : A 1 34 1 31 2 
R-NT2RP2006238//ESTS. Highly siailar to rA8 [R. norvegicus]//! . 5e-2 
9 : 1 83 : 9 1 //Hs . 4048 : AA404253 

R-NT2RP2006258//ESTs//3. 2e-87 : 462 : 94//Hs. 1 4t 556 : N49928 
R-NT2RP2006261//ESTs//3. 4e-57 : 326 : 92//Hs. 22523:102999 
R-NT2RP20O6312//Hoao sapiens BAF57 (BAF57) gene, coaplete cds//4.7 
e-96 : 481 : 97//Hs. 3404 : AF03S262 

R-NT2RP20O6320//EST//3. 4e-21 :335:65//Hs. 141603:866015 
R-NT2RP2006321//ESTs. Moderately siailar to karyopherin beta 3 [H. 
iapiens]//1. 9e-89:460:96//Hs. 21 889 : N78664 
R-«T2RP2006323//ESTs//3. 5e-9l :439: 98//Hs. 61697: AI081 771 
R-NT2RP2006333//ESTs//4. 9e-38: 301 :82//Hs. 155999: AAI 9641 2 
R-NT2RP2005334//EST//3. le-45: 264: 91//HS. 1 49599 : A 1 282 32 1 
R-NT2RP2006365//ESTs//2. 9e-81 : 4 1 7 :95//Hs. 1 1814:14441 1 
R-NT2RP2006393//Cy tochroae P450. subfaaily I (aroaatic compound- in 
ducible). polypeptide 2//3. Se-48: 403: 77//Hs. 1361 : 155053 
R-NT2RP2006436//Hoao sapiens aRNA for saall CTP-binding protein, c 
oaplete cds//1 . 4e-27: 1 55: 76//Hs. 1 1 5325:084488 
R-MT2RP2006441//ESTs//6. Oe-IQB: 529: 97//Hs. !01282:N4S092 
R-NT 2 RP2 0064S4/ /ESTs//9 . 2e-20 : 1 10 : 99//Hs. 1 44687 : A 1 34 1 146 
R-NT2RP2O064S6//ESTs//7. 1 e— 9 1 :508:92//Hs. 12488:163595 
R-NT2RP2006464//Hoao sapiens aRNA for AND- I protein//2. le-109: 524: 
97//HS. 72160: AJ 006266 

R-NT2RP2006467//EST//0. 99:140: 6 1 //Hs. 1 46958 : Al 1 74478 
R-NT2RP2006472//ESTs//3. 3e-92 : 473 : 95//HS. 29216: AA91 6679 
R-NT2RP2006S34//ESTs//1 . 2e-83: 394: 99//Hs. 1621 16: AA524947 
R-*T2RP2006554//ESTs//1 . 0e-B7 : 460 : 9S//H s . 47095 : AA1 8 1 474 
R-NT2RP2006565//ESTS//3. 2e-24: 1 29: 1 00//Hs. 1 3499: A 1 299886 
R-NT2RP20O657 1//ESTs//2. 6e-S6 : 306 : 94//HS. 98370 : AA3 1 6622 
R-NT2RP2006573//ESTS//2. Oe- 11 2 : 533 : 98//Hs. 1 8685 : Al 393829 
R-MT2RP2006598//ESTS, leakiy siailar to retinoid X receptor intera 
cting protein [i. ausculus]//4. Ie-I09:542:97//Hs. 7889:AI337112 
R-NT2RP3000002//ESTs//1 . 3e-08: 399: S9//Hs. 126044: A 1 301 598 
R-NT2RP3000031//Hoao sapiens aRNA for histone deacetylase-l ike pro 
tein (JM21)//1 . 9e-1 16:560:97//Hs. 6764: AJ01 1972 
R-NT2RP3000046//Saal I inducible cytokine AS (RANTES)//1.9e-S7:312: 
85//Hs. 1 55464: Af 08 821 9 

R-NT2RP3000047//EST//0. 91:130: S6//Hs. 1 40208 : AA70221 3 
R-NT2RP3000050//ESTs, leakiy siailar to putative pl50 [H. sapiens]/ 
/3. 1 e-41 : 249: 90//Hs. 1S6155: AI222202 
R-NT2RP3000055//EST//2. 4e- 1 9 : 1 46 : 86//Hs. 1 60497 : A 1 255095 
R-NT2RP30Q0072//ESTs//2. 2e-82 : 424 : 96//Hs. 21542: N49574 
R-NT2RP3000080//ESTs//2. 1e-29: 186: 89//Hs. 1 53372 :AA424029 
R-NT2RP3000085//ESTS//4. Se-1 01 : 482: 98//Hs. 47649: AA83871 5 
R-NT2RP3000109//ESTs//9. 5e-97:455:99//Hs. 17731 :AI342241 
R-NT2RP30001 34//EST//4. 7e-106:497:99//Hs. 125531 :AA884000 
R-NT2RP30001 42//Hoao sapiens aRNA for KIAA0S92 protein, partial cd 
s//1 . 2e-1 1 6 : 578 : 96//Hs . 13273: AB01 1 1 64 
R-NT2RP3000149//E$Ts//7. 7e-62 : 361 : 90//Hs. 6649: N9341 8 
R-NT2RP30001 86 

R-NT2RP30001 97//ESTs//1 . 5e-7S: 436: 91//Hs. 140931 : RS1882 
R-NT2RP3000207//ESTs//l . 3e-98: 468: 98//HS. 1 26908 : AA933091 
R-NT2RP3000220//ESTS//2. 2e-27 : 1 44 : 99//Hs. 1 0686 1 : R6 1 306 
R-NT2RP30Q0233//EST//7. 8e-77 : 368 : 99//Hs. 49075 : N648I 7 
R-»T2RP300023S//ESTs//0. 43:82: 74//Hs. 1 32828 : A 1 032819 
R-NT2RP3000247//EST//2. 2e-97 : 459: 99//Hs. 1 27928: AA969239 
R-NT2RP3000251 

R-NT2RP3000252//ESTs, leakiy siailar to Lpg15p [S. cerev i s i ae]//2. 0 
e-108: 532: 97//Hs. 1 1 1086: Al 379177 
R-NT2RP300Q255//EST//0. 67:93: 67//Hs . 1 20579: AA743073 
R-NT2RP3000267//ESTs//8. Se-108: 542: 95//Hs. 24984: AA534446 
R-NT2RP300Q299//ESTs, leakiy siailar to enhancer of filaentation 1 
[H. sapiens]//3.6e-103: 516: 96//Hs. 4894: Al 191323 
R-NT2RP300031 2//ESTs//1 . 3e- 1 00: 493: 97//Hs. 29379: AI0941 17 
R-NT2RP3000320//ESTs//3. 2e-95: 538: 91//Hs. 1 18793: AA1 92438 
R-NT2RP3000324 

R-MT2RP30O0333//ESTS//6. 0e-3 9 : 1 94 : 1 00//Hs .119238: AA476267 
R-NT2RP3000341//E$Ts//0. SI : 251 :61//Hs. 94090: AA777689 
R-NT2RP30OO348//EST//1 . 8e-80 : 389 : 98//Hs. 1 4S944 : Al 276225 
R-NT2RP3000350//ESTs, leakiy siailar to LpgISp (S. cerevisiae]//3. 1 
0-110:556: 96//Hs. 1 1 1 086 : A 1 3791 77 
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R-NT2RP3000359//EST//4. 9e-61 : 340:92//Hs. 1 26495: AA91374I 
R-NT2RP3000361//ESTs. leakiy siailar to PRE-MRNA SPLICING FACTOR P 
RP6 [S. cerev i s iae]//4. 8e-91 :439: 97//HS. 3 1 334 : A I T 44423 
R-NT2RP3000366//EST//0. 20 : 392 : 57//Hs. 149652 : Al 283303 
R-NT2RP3000397//EST//8. 7e-26 : 1 50 : 94//Hs .124617: AA8S51 06 
R-NT2RP3000403//Hoao sapiens forain binding protein 21 aRNA. coapl 
ete cds//4. 2e-l 1 1 : 529: 98//Hs. 28307 :AF071 185 
R-NT2R P30004 1 8/ /EST//3 . 3e-09 : 202 : 67//Hs. 1 1 71 89 : AA682947 
R-NT2RP3000433 

R-NT2RP3000439//ESTs//3. 1 e-79:426: 92//Hs. 26548:126340 
R-NT2RP300044 1//ESTs//6. 3e-84 : 420: 97//Hs. 1 3748 2 : AA42 1 254 
R-NT2RP3000449//ESTS//4. 9e-93 : 435: 99//Hs. 546 1 7 : A I 379102 
R-NT2RP3000451//ESTS//2. 3e-89 : 439: 97//Hs. 91 96 : AA748492 
R-NT2RP300Q456/ /Hoao Sapiens (clone B3B3E13) chroaosoae 4pl 6. 3 DNA 
f regaent//! . 8e-23:347:70//Hs. 1 14963:134408 
R-NT2RP3000484//Hepar in cofactor I I//0. 98:166: 62//Hs. 1478:158600 
R-NT2RP3000487//ESTs//0. 012:384: 60//Hs. 88684 : AA88S1 4 1 
R-NT2RP300051 2//Hoaeo box B3//2. Oe-69: 377: 93//Hs. 49931 : X16667 
R-NT2RP3000S26//ESTs//l . 6e-91 : 432: 99//Hs. 38042 : AAI 871 SI 
R-NT2RP3000527//ESTs//l. 2e-1 00:518 :94//Hs. 104557: AI078I61 
R-NT2RP3000531//ESTs, leakiy siailar to TH1 protein [0. ael anogaste 
r]//0. 95:85: 7I//Hs. 5184: AA709151 

R-NT2RP3000542//EST s//2. 6e-53:375: 84//H s. 441 S8:N30180 
R-NT2RP3000561//EST//1. 1 e-1 3 : 1 70: 7S//Hs. 148421 :AI 198036 
R-NT2RP3000562//Huaan aRNA for KIAA0233 gene, coaplete cds//0. 97:1 
41 :6B//Hs. 79077:087071 

R-NT2RP3000578//ESTS//2. 6e-68:324: 100//Hs. 5445: AA779447 
R-NT2RP3000582//ESTs//2. 1 e-25: 1 31 : 80//Hs. 1 52465: AA56378S 
R-NT2RP3000584//ESTs//1. 8e-97:460: 99//HS. 1 20698 :AI 24151 1 
R-NT2RP3000590//ESTs//2. Oe-97 : 453 : 1 Q0//Hs. 1 05355 : AA95381 7 
R-NT2RP3000592//ESTS//2. 8e-91 :432: 99//Hs. 144304:AI 190916 
R-NT2RP3000596//Huaan aRNA for KIAA0314 gene, partial cds//1.5e-0 
9:447: 58//HS. I 5S045: ABO023I 2 

R-NT2RP3000599//ESTs//3. 8e-93:437: 99//Hs. 23971 : AA829880 
R-NT2RP3000605//ESTs//4. 2 e-1 1 1 : 554: 96//Hs. 40780: AA42 2049 
R-NT2RP3000622//ESTS//2. 0e-100: 473 : 99//Hs. 1 1 387: Al 127394 
R-NT2RP3000624//ESTs. leakiy siailar to KIAA0256 [H. sapi ens]//S. 4 
0-115:545: 98//Hs. 4857:AI090739 

R-NT2RP3000628//Hoao sapiens aRNA for KIAA0772 protein, coaplete c 
ds//4. 3e-49:397:80//Hs.1S519:AB0183IS 

R-NT2RP30Q0632//ESTs, Moderately siailar to cycl in-selective ubiqu 
itin carrier protein [H. sapiens]//6. 3e-92:434:99//Hs. 152517: AA7 1 90 
22 

R-NT2RP3000644//ESTs//l . 0e-44 : 306: 84//HS. 1 55498:127084 
R-NT2RP3000661 //ESTs//3. 1 e-95: 470: 97//HS. 1 26069 : 176 1 85 
R-NT2RP3000665//ESTs//3. 3e-9S:503:94//Hs. 34313:181 185 
R-NT2RP3000685//ESTs//2. 7e-99: 515: 94//Hs . 9711: R60873 
R-NT2RP3000690//ESTs//3.3e-88:414:99//Hs. 146589: AI085578 
R-NT2RP3000736 

R-NT2RP3000742//ESTS. Highly siailar to 1 -PHOSPHATIDYL INOSITOL-4, 
5-B IS PHOSPHATE PHOSPHODIESTERASE DELTA 1 [Rattus norvegi cus]//1 . 8 
e-07: 1 14: 75//Hs. 136065:121960 

R-NT2RP3000753//ESTs//3. 1 e-99 : 46 1 : 1 00//Hs. 1 50901 : A 1 310447 
R-NT2RP3000759//ESTs//2.0e-74:384:95//Hs. 104222 :AA207243 
R-NT2RP300081 S//ESTs//8. 5e-97:455: 99//Hs. 158897 :AI 378583 
R-NT2RP3000825//EST//0. 0089: 343 :59//Hs. 42897 :N208 10 
R-NT2RP3000826//EST//3. 4e-33 : 342: 74//Hs. 1 62236 AA551 582 
R-NT2RP3000836//ESTs//6. 8e-24: 181 : 84//Hs. 134464: Al 151081 
R-NT2RP3000841//ESTs//4. 5e-93: 491 : 93//Hs. 23618:H98082 
R-NT2RP3000845//ESTs//2. 4e-88: 473: 93//Hs. 831 2:AA81 3022 
R-NT2RP3000847//ESTs//9.3e-89:460:95//Hs. 1 54 1 08 : A 1 05 1 657 
R-NT2RP3000850 . 

R-NT2RP3000852//Fibri 1 1 in 2//0. 55: 237:63//Hs. 79432:U03272 
R-NT2RP3000859//ESTs//l . 4e-96 : 509: 94//HS. 71 87: AA576895 
R-NT2RP30Q0865//EST//4. 8e-23 : 461 : 66//Hs. 1 62088 : AA50574I 
R-NT2RP3000868//ESTs//5. 4e-78 : 430 : 93//Hs . 102796 : N70837 
R-NT2RP3000869//ESTs//8. 5e-77 : 397 : 94//Hs. 84484 : A 1 01 4673 
R-NT2RP3000875//Meva lonate kinase// 3. 8e-78: 531 : 84//Hs. 75138:188468 
R-NT2RP300090l//ESTs//2. 1 e-95 : 466 : 97//HS. 1 0647 : AA4282 1 7 
R-NT2RP3000904//ESTs//1.6e-79:380:99//Hs. 100850: AA479385 
R-NT2RP3000917//ESTs. Highly siailar to aouse Dhal protein [M.ausc 
u I us]//9. 5e-1 13: 566 : 96//Hs. 5900 : AA03S728 
R-NT2RP300091 9 

R-NT2RP3000968//40S RIB0S0MAL PROTEIN SI 5A//1 . 5e-25: 375: 71//Hs. 295 
3 :X84407 

R-NT2RP3000980//ESTs//3. 3e-72: 364: 96//Hs. 9536: AAI 141 78 
R-NT2RP3000994//ESTS//3. 5e-1 1 1 : 537 : 97//Hs. 21 146 : AA683542 
R-NT2RP300l004//ESTs//9.6e-91:4S6:96//Hs. S8974: 187405 
R-NT2RP300 1 007//ESTs//6. 7e-99 : 482 : 97//Hs. 1 1 7737 : A 1 088029 
R-NT2RP3001055//ESTS//0. 001 2: 294 :60//Hs. 66479 :AA86 3044 
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R-NT2RP3001057//ESTs. Highly -siailar to ZINC FINGER PROTEIN HF. 12 
[Hobo sspiens]//5. 6e-1 02 :486 : 99//Hs. t 45956 AA007349 
R-NT2RP3001 081//Ret inal pigaent epi thel iua-speci fic protein (6$kD) 
//O. 0012:447: 58//Hs. 2 1 33 : U1 8991 

R-NT2RP3001 084//ESTs//4. 3e-l 02 : 528: 96//Hs. 25277 : 187874 
R-NT2RP3OO1096//ESTs//1 . le-1 10: 540: 96//Hs. 42824: AA873 182 
R-NT 2RP300 1 1 07//ESTs//7. 6e-1 00 : 478 : 98//H*. 99669 : AA287832 
R-NT2RP3001 109//DNA polyaerase gaa»a//0. 0014:50: 100//H*. 80961 :U603 
25 

R-NT2RP3O01 II 1//EST*. leakly siailar to Trf-proxiaal protein [D.ae 
I anogaster] //3 . 2e-1 04 : S43 : 9S//Hs . 93796 : C06063 
R-NT2RP300U13//ESTs//3. 3e-l 00:467 : 99//Hs. 977S7: AA401 575 
R-NT2RP3001 11S//0xytocin receptor//7. 9e-30: 505: 67//Hs. 2820 X64878 
R-NT2RP3001 116//ESTs//4. 6e-41 :229:96//Hs. 58412:174779 
R-NT2RP3001 1 1 9//ESTs//6. 9e-88: 478 : 92//HS. 1 9469: AA2031 80 
R-NT2RP300 1 1 20//ESTs//3. 1 e-82 : 430 : 93//HS . II 0956 : A 1 1 90 1 66 
R-NT2RP30O1 I 26//ESTs//4. 4e-S2 : 264 : 96//HS. 25264 : R781 88 
R-NT2RP300I133//ESTS//4. 7e-105:541 :94//Hs. 73239 :AA573761 
R-NT2RP300I I40//Hoao sapiens aRNA for KIAA0762 protein, partial cd 
s//2. 6e-1 15: 549 : 97//Hs. 5378 : ABO 1 8305 

R-NT2RP30QI 147//ESTs, Highly siailar to GTPASE ACTIVATING PROTEIN 
ROTUND [Drosophila ael anogas ter]//9. 6e-l 13: 552:97//Hs. 23900:U8298 
4 

R-NT2RP3001 1 50//ESTs//2. 9e-90 : 444 : 97//Hs. 99601 : AA7607 1 7 
R-NT2RP3001 155//Hoao sapiens aRNA for AND-1 protein//9. 4e— 1 1 8: 563: 
98//HS. 72160: AJ006266 

R-NT2RP3001 176//ESTs//1.8e-1 I0:534:98//Hs. 586S0AI 074460 
R-NT 2R P3 00 1 2 1 4//ESTs//1 . 7e- 1 09 : 54 5 : 96//Hs . 2448 1 : AAS73 1 39 
R-NT2RP300 1 21 6//EST//0. 00098 : 1 28 : 66//Hs. 1 60493 : Al 2S4963 
R-NT2RP3001221//EST//0. 010: 106: 66//Hs. 1 47774 :AI 221 1 96 
R-NT2RP3001 232//ESTs//1 . Se-1 01 : 51 8 : 94//Hs. 21630: AA778399 
R-NT2RP3001 236//ESTs, Highly siailar to KIAA0377 [H. sapi ens]//2. 8 
e-89 : 462 : 95//HS. 1 16793 : AA779S88 

R-NT2RP3001 239//ESTs, Moderately siailar to NEURAXIN [Ratios nor* 
egicus]//5. 2e-82:466:9l//Hs. 66048: AA5244 16 
R-NT2RP3001 245//EST//0. 53: 237 :62//Hs. 161 131 :AI4!7631 
R-NT2RP300I 2S3//ESTs//1 . 7e- 1 05 : 535: 96//Hs. 42315 : Al 222997 
R-NT2RP3001 260//EST//0. 16:144: 62//Hs. 1 26856: AA9321 35 
R-NT2RP3001 268//Huaan Aaclt (aacll) aRNA, coaplete cds//0. 12:494:5 
9//HS. 151031:083857 

R-NT2RP3001 272//ESTs//1 - 4e-92: 436: 99//HS. 149831 : A 1383965 
R-NT2RP3001 274//ESTs//3. 9e-81 :424: 95//Hs. 1 1 3184:N256S1 
R-NT2RP3001 281//EST//3. le-60: 298 : 98//Hs. 149230:AI247332 
R-NT2RP300 1 307//EST//0. 42:215 : 62//Hs. 126165: AA86869 1 
R-NT2RP300 1 318//ESTs//4. 1 e-74: 363 : 97//Hs. 1 30832 :H9257 1 
R-NT2RP3001 325//E$Ts//l . 7e-1 06 : 534: 96//Hs. 21214: H98989 
R-NT2RP300I 338//Huaan protein tyrosine phosphatase sigaa aRNA, cob 
plete cds//0. 22: 199:63//Hs. 1 59534: U35234 

R-NT2RP3001 339//Hoao sapiens aRNA for KIAA045I protein, coaplete c 
ds//3. 9e-1 1 4: 566 : 9S//Hs. 1 8586 : AB007920 
R-NT2RP3001 340//ESTI//1 , 1 e-72 :41 1 : 92//Hs. 2 1 1 35: 181653 
R-NT2RP3001 355//ESTs//9. 0e-103 : 521 : 95//Hs. 99486 : AA776798 
R-NT2RP300I 374//ESTs//2. 7e-82 : 395 : 98//Hs. 1 l 71 02 : AA993090 
R-NT2RP30Q1 383//EST s//3. 6e-10: 1 18:78//Hs. 1 1 1055: AAI69778 
R-NT2RP3001 384//EST s, leakly siailar to A-kinase anchor protein 9 
5, AKAP95 [R. norvegi cus]//5. 7e-92 : 522: 90//Hs. 96200: AA21 8942 
R-NT2RP3001 392//ESTs//5. 9e-62 : 296 : 1 00//Hs. 1 25034 : AA907375 
R-NT2RP3001 396//ESTs//3. 7e-l 1 1 : 528: 98//HS. 2261 2 : AA1 52232 
R-NT2RP3001 398//ESTs//2. 6e-94 : 449 : 99//Hs. 1 46332 : A 1 276628 
R-NT2RP3001 399//ESTs//2. 6e-82 : 401 : 97//Hs. 7932 : A 1 041 1 86 
R-NT2RP3001 407//ESTs//2. 2e-l 01 : 488 : 97//HS. 71573: AA496898 
R-NT2RP3001 420//EST//7. 4e-44: 394: 79//Hs. 1 37041 : AA87781 7 
R-NT2RP300! 426//Hoao sapiens clone 24616 aRNA sequence//?. 6e-l06 : 5 
50 : 94//Hs. 6957 : AF0521 58 

R-NT2RP3001 427//ESTs//1 . 3e-87 : 374 : 97//HS. 5457 : H05692 
R-NT2RP3QQ1 428//Neurotrophic tyrosine kinase, receptor, type 1//4. 
7e-96: 533: 91//Hs. 85844: X66397 

R-NT2RP3Q01 432//ESTs//1 . 9e-102: 523:95//Hs. 1 32978 :A 1 041 374 
R-NT2RP3001 447//ESTs. Moderately siailar to !!!» ALU SUBFAMILY J • 
ARNING ENTRY !•!» [H. sapiens]//5. le-101 :482:98//Hs. 124135: AA910560 
R-NT2RP3001449//ESTs//2. 2e-99: 502 : 96//Hs. 7834:N45994 
R-NT2RP300I453//Sna 1 1 inducible cytokine A5 (RANTES)//8. le-45: 295: 
85//Hs. 155464: AF08821 9 

R-NT2RP3001 457//ESTs//1 . Se-S2 : 256 : 99//Hs. 1 1 7982 : AA644658 
R-NT2RP3001 459//ESTS//3. 4e-62 : 299 : 99//Hs. 1 46098 : AA1 67280 
R-NT2RP3001 472//ESTS//4. 8e-1 08: 540: 96//Hs. 69594 : N37009 
R-NT2RP3001 490//ESTs//3. 5e-91 : 549 : 88//Hs. 6606 : AA21 1 783 
R-NT2RP3001 495//Huaan oa idoreductase (HHCMA56) aRNA, coaplete cds/ 
/1 . 4e-61 : 338: 93//Hs. 5 1 9 : U1 3395 

R-NT2RP3001497//Hoao sapiens aultiple aeabrane spanning receptor T 
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RC8 (TRC8) aRNA, coaplete cds//6. 8e-1 12:549: 97//Hs. 28285: AF064801 
R-NT2RP3001 527//ESTs//4. 4e- 1 05 : 543 : 95//Hs. 1 5876 1 : AA63 1 047 
R-NT2RP3001529//Hoao sapiens tapasin (NGS-17) aRNA, coaplete cds// 
7. 9e-S9 : 427 : 83//Hs. 5247 : AF029750 

R-NT2RP3001538//ESTs//1 . Se-94:521 :92//Hs. 6846: AA209463 
R-NT2RP3001 S54//ESTs, Moderately siailar to NEURAXIN [Rattus nor* 
egi cus}//2. 8e-76: 392 : 95//Hs. 66048:AA524416 
R-NT2RP3001 580//EST s//3, 7e-82: 398: 98//Hs. 23490: N49477 
R-NT2RP3001 S87//Hoaa sapiens aRNA for HRIHFB2115, partial cds//1.8 
e-09:86:88//Hs.4311 ABO 15337 

R-NT2RP300 1589//ESTS//0. 0029: 243 :62//Hs.l 58924 :AA605 194 
R-NT2RP3001607//EST//0. 00096 : 76 :78//Hs. 14031 9: AA748328 
R-NT2RP300l608//ESTs//3. 8e-105: 525: 96//Hs. 144655:AI 279798 
R-NT2RP3001621//ESTs//3.3e-108: 535: 97//Hs. 47378: All 93598 
R-NT2RP3001629 

R-NT2RP3001634//Hoao sapiens TRIAD1 type I aRNA. coaplete cds//2. 7 
e-109: 541 : 96//Hs. 9899: AF099149 

R-NT2RP300 1 642//EST s//6. 0e-105: 525: 96//Hs. 3376 :AA91 5989 
R-NT2RP300 1 646//EST s//4. 8e-95: 523: 92//Hs. 64036 : AA1 27709 
R-NT2RP300 1 671 //ESTs//0. 001 3:367: 60//Hs . 1 06090: AA457030 
R-NT2RP3001672//ESTs//3. 4e-37: 1 91 : 98//Hs. 57475:A1382189 
R-NT2RP3001676//ESTs//1 . 5e-81 :408:97//Hs. 142547: N67648 
R-NT2RP3001678//ESTs//4. 3e-85: 405: 99//Hs. 1 21 91 5: A I 268225 
R-NT2RP300 1 679//ESTs//3. 4e- 100:545: 93//Hs . 5943 : A 1 222558 
R-NT2RP3001688//Huaan aRNA for K1AA0392 gene, partial cds//8.6e-4 
6:301 :87//Hs. 40100: AB0Q239O 

R-NT2RP3001 690//ESTs//3. 3e- 1 1 1 : 542 : 97//Hs . 86 149 : Al 341 31 2 
R-NT2RP300 1 708//EST s//1 . 4e-96 : 349 : 95//Hs. 1 7975: AA86861 8 
R-NT2RP3001712//ESTS//9. 3e-l4: 102:92//Hs. 78041 :N29669 
R-NT2RP300 1 7 1 6//EST s , Highly siailar to BONE MORPHOGENETIC PR0TEI 
N 1 PRECURSOR [Mus auscu lus]//4. 1 e-80:444: 91//HS. 6823:118181 
R-NT2RP3001 724//ESTs//l . 8e-109: 547 : 96//Hs. 14570: AI422099 
R-NT2RP3001730//ESTs//4. le-98:S28:92//Hs. 1 551 15: AA669923 
R-MT2RP3001 739//ESTs//4. 4e-87 : 444: 94//HS. 27239 : 127810 
R-NT2RP3001 752//ESTs//6. 1 e-93 : 490: 94//HS. 421 0: AA74O440 
R-NT2RP3001 753//EST s//2. 5e-82:39S:99//Hs. 1 2643S: AA9I2968 
R-NT2RP3001764//EST*. leakly siailar to protein-tyrosine phosphata 
se [H. sapiens]//!. 2e-87 : 450: 96//Hs. 2028 1 N9251 7 
R-NT2RP300 1 777//EST s//1 . 1 e-8S : 360 : 97//Hs. 1 00530 :H06725 
R-NT2RP300I782//Hoao sapiens aRNA for KIAA04S9 protein, partial cd 
s//4. 2e-1 13: 549 : 97//Hs. 28169: AB007928 

R-NT2RP3001 792//ESTs, leakly siailar to F35C12.2 [C. elegans]//! . 1 
•—21 : 1 I9:99//Hs. 44268: AA455900 

R-NT2RP3001 799//0X40L RECEPTOR PRECURS0R//2. 8e-45: 374: 79//Hs. 12978 
0:X7S962 

R-NT2RP3001819//ESTs//2. 6e-87:432: 96//Hs. 10414:A1291 292 
R-NT2RP3001 844//ESTs//0. 024 : 1 28 : 67//Hs. 251 31 :N501 1 7 
R-NT2RP3001 854//ESTs//1 . 4e-92 : 490 : 92//Hs. 15165: N52900 
R-NT2RP30O1 855//ESTS//1 . 9e-66 : 361 : 93//Hs. 1 0043 :D81 792 
R-NT2RP3001 896//ESTs//1 . 4e-96 : 343 : 97//Hs. 24809: N73642 
R-NT2RP3001 898//ESTs//4. I e-90 : 5 1 5 : 9 ! //Hs. 486 7 : AA52 1 1 80 
R-NT2RP3001 9 1 5//ESTs//4. 4e-32 : 1 75 : 95//H s. 24641 : AA954666 
R-NT2RP3QOI926//ESTs, Highly siailar to NUCLEOLYSIN TIA-1 [Hobo s 
ipi ens]//1 . 0e-40 : 202 : 100//HS. 24709 : Al 123300 
R-NT2RP3001 929//ESTS//6. 6e-84 : 449 : 94//Hs. 26962 : AA682781 
R-NT2RP3001 931//ESTs//1 . Oe-41 : 214: 99//HS. 32360: AA534737 
R-NT2RP3001938//ESTs. Highly siailar to SP0RULAT I ON-SPECIFIC PR0T 
EIN I [Sacchsroayces cerevisi ae]//1. 3e-95:483:96//Hs. 5771:174591 
R-NT2RP3001943//ESTs//l . 2e-23 : 169 : 88//Hs. 103930: AA1 60990 
R-NT2RP3001944//ESTs//2.0e-90:439:97//Hs. 1 03380: Al 291 325 
R-NT2RP3001 969//ESTs//0. 95:133: 65//Hs. 1 31 669 : Al 025889 
R-NT2RP300l989//ESTs. leakly siailar to C01A2.4 [C. elegans] //8. 9e- 
64: 31 0: 99//Hs. 1 1449: AI201 540 

R-NT2RP3002002//ESTS//2. 1 e-95 : 562 : 89//Hs. 5997 : AA897088 
R-NT2RP3002004//H. sapiens aRNA for FAST k i nase//1 . 6e-42 : 335: 82//H 
s. 75087: X86779 

R-NT2RP3002007//EST s//0. 12:184: 66//Hs . 94030: AA846729 
R-NT2RP3002014//Saal I inducible cytokine AS (RANTES)//6. 8e-47 : 291 : 
89//HS. 155464: AF0882 19 
R-NT2RP3002033 

R-NT2RP3002045//ESTs//1 . 0e-92 : 555: 88//Hs. 1 0641 1 : 129081 
R-NT2RP3002054//EST//0. 45:155 : 63//Hs. 5656 : D20426 
R-NT2RP3002056//EST s//1 . 4e-95 : 504 : 93//Hs. 1 7428 : A 1 36522 1 
R-NT2RP3002057//Huasn aRNA for KIAA01S2 gene, coaplete cds//0.69:1 
27 : 66//Hs. 90438:063486 
R-NT2RP30Q2062 

R-NT2RP3002063//ESTs//2. 1 e- II 3 : S52 : 97//HS. 9591 : AA069657 
R-NT2RP3002081//ESTs//5.5e-43: 212:1 00//HS. 124852 :AA9691 39 
R-NT2RP3002Q97//EST//2. 3e-10: 80: 91//Hs. 10271 7:N59148 
R-NT2RP3002102 
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R-NT2RP3002108 

R-NT2RP3002 1 46//ESTs//$. 5e-S8 : 296 : 97//Hs. 65328 : AA62538S 
R-NT2RP30021 47//EST//2. Se-53: 387:8l//Hs. 147928: AI249703 
R-NT2RP300215l//ESTs, Highly similar to Cl TO S PHASE TRANSITION 
PROTEIN 1 HOMOLOG (Homo sapiens]//6. 2a-l07: 534: 96//H*. 59523 :AA6028 
37 

R-NT2RP3002163//ESTs//2. 7e-106 : S20:97//Hj. 21 258: AA41 2293 
R-NT2RP3Q02165//ESTs//7. 4e-93 :479: 95//HS. 27299: AI074024 
R-NT2RP3002 1 66//EST«//l .0:261 : 59//H*. 132817: AA59371 3 
R-NT2RP30021 73//ESTS//2. 7e-93 : 51 2 :92//Hs. 23648:H071 20 
R-NT2RP30021 81//ESTs//l . Oe-84 : 435 : 96//HS. 47378 : A 1 1 93598 
R-NT2RP3002244//ESTs//2. 7e-l 1:97: 89//Hs. 9412: *72446 
R-NT2RP3002248//ESTs//4. 3e-90 : 459 : 95//Hs. 9848 : AAI 30588 
R-NT2RP3002255//ESTs//1 . 3e~45: 289: 8B//Ks. 91 00:AA43I672 
R-NT2RP3002273//ESTs//2. 3e-1 00 : 489 : 97//Hs. 8258 : AA744743 
R-NT2RP3002276//ESTs//l . 2e-50: 306 : 91//Hs. 1 61 60 : AA7781 71 
R-NT2RP3002303//ESTs//1. 1«-67:323 :99//Hs. 129761 :AA836898 
R-NT2RP3002304//ESTS//2. 8o-86 : 405 :99//Hs. 29643 :AA41 8500 
R-NT2RP3002330//ESTs, Veakly similar to G1 TO S PHASE TRANSITION P 
ROTEIN 1 HONOLOC [H. sapiens]//!. 8©-l9: 136:87//Hs. 106928: AI041737 
R-NT2RP3002343//ESTs//1 . 0o-42 : 260 : 93//Hs. 7797 : 125667 
R-NT2RP300235I//Homo sapiens 9G8 splicing factor mRNA, complete cd 
s//Q. 0048 : 22 1 : 64//Hs . 556 : L41 887 

R-NT2RP3002352//Homo sapiens mRNA for protein encoded by cxorf5 (7 
1 -7A) gene//S. 8e- 1 05 : 5 1 6 : 94//HS . 6483 : T 1 6355 

R-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cd 
s// 1 . 5e- 1 03 : 524 : 9S//Hs . 1 2707 : AB0U578 

R-NT2RP3002484//Human APRT gene for adenine phosphor i bosy I transfer 
ase//0. 54: I08:71//Hs. 28914: Y0O48S 
R-NT2RP3002501//ESTI//2. 7e-9S:489: 95//Hs. 27335:N7418S 
R-NT2RP3002S1 2//ESTs, Veakly similar to HYP0T1CTICAL 31.0 KD PROTE 
IN R107.2 IN CHROMOSOME III 1C. elegant] //3. 2 e-90: 526: 90//Hs. 8083: A 
A 52 1436 

R-NT2RP3002529//ESTS, Highly similar to PUTATIVE VACUOLAR PROTEIN 
SORTING-ASSOCIATED PROTEIN C2G11.03C [Schizosaccharomyces pombe]/ 
/3. Se-1 0 1 : 497 : 96//Hs . 6650 : AA843246 

R-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein, partial cd 
s//1. 1e-83:438:94//Hs. 19542: ABO 18272 
R-NT2RP3002549//ESTs//3.8e-98:493:96//Hs.7358:AAI9l673 
R-NT2RP3002566//Homo sapiens calcium-activated potassium channel 
(KCNN3) mRNA, complete cds//0. 14: 184:63//Hs. 89230: AF0318I5 
R-NT2RP3002S87//Homo sapiens KIAAQ420 mRNA. complete cds//2. Oe-18: 
138: 78//HS. 129883 AB007880 

R-NT2RP300259O//ESTs//2. 9e-51 : 290: 93//Hs. 162942 :Al 243850 
R-NT2RP3002602//Homo sapiens stannin mRNA, complete cds//5. 5e-06: 5 
8: 100//HS. 76691 :AF070673 
R-NT2RP3002603 

R-NT2RP300263I//ESTS//4. 8e-54: 367 : 85//Hs. 1 3109: AAI 92514 
R-NT2RP3002659//EST s//5. 3e-30 : 229 : 8S//Hs. 152114: AA401 365 
R-NT2RP3002660//ESTs//1 . 9e-88 : 452 : 95//Hs. 1 20146 : AA708573 
R-NT2RP3002663//EST//3. 2e-89: 469: 95//Hs. 1 05767: AA5251 72 
R-NT2RP3002671//ESTS. Highly similar to ELONGATION FACTOR 2 (Dros 
ophi la mel anogas ter]//S. 9e-l09: 537 : 97//Hs. 19348: AAI 51 678 
R-NT2RP3002682//ESTS//2. 3e-98 : 541 : 91 //Hs. 75844: AA1 15502 
R-NT2RP3002687//ESTs//S. 5e-1 03 : 498 : 97//Hs. 72782 : AA91 0871 
R-NT2RP3002688//EST s, Veakly similar to MM ALU SUBFANILT J VARNI 
NG ENTRY !!!! [H. sapi ens]//S. 0e-101 : 524: 95//Hs. 32S80: AM 23601 
R-NT2RP3002701//EST//0. 87:131 :63//Hs. 161916: AA483169 
R-NT2RP30027 1 3//ESTs//4. 7e- 1 06 : 542 : 95//HS. 1 4479 : AAI 60945 
R-NT2RP3002763//ESTs//1 . 3e-54: 290: 94//Hs. 142031 :AA809159 
R-NT2RP3002770//ESTs//0. 047: 275: 61 //Hs. 1 22984 :AA526973 
R-NT2RP3002785//ESTS//2. 4e-52 : 255 : 99//Hs. 1 32959: Al 376958 
R-NT2RP3002799//EST//8. 2e-6 1:321: 94//Hs. 1 40992 : R7I 377 
R-NT2RP3002810//EST//0. 19:1 16:68//Hs. 121810:AA775240 
R-NT2RP3002818//ESTs//1.3e-109:531:98//Hs. 58924: Al 348080 
R-NT2RP3002861//ESTs//2. 5e-84 : 429: 95//HS. 23920: AA909678 
R-NT2RP3002869//EST//0. 00011: 116: 7 1//Hs. 1 6 1 606 : AAO 1 9641 
R-NT2RP3002876//ESTs//0. 0024: 182: 63//Hs. 1 17306: AA6872S2 
R-NT2RP3002877//Homo sapiens X-ray repair cross-complementing prot 
ein 2 (XRCC2) mRNA. complete cds//8. 1e-1 4: 146: 72//Hs. 129727 :AF0355 
87 

R-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial cd 
s//1. 5e-11O:570:9S//Hs.6162:ABOl8314 
R-NT2RP300291 l//ESTs//3. Se-92: 436 : 99//Hs. 1 4391 7 : Al 206286 
R-NT2RP3002948//E5T//1 . 0: 102: 6S//Hs. 144730: All 91 975 
R-NT2RP3002953//ESTs//1 . Se-1 07 : 513 : 98//Hs. 1 19693: Al 201698 
R-NT2RP3002955//Homo sapiens mRNA, chromosome I specific transcrip 
t XIAA0492//0. 23: 563: 56//Hs. 127338: AB00796! 

R-NT2RP3002969//ESTs, Veakly similar to LONG-CHA I N-FATTV-AC I D-- COA 
LI CASE 1 [Saccharomyces cerevisi ae]//2. 0e-56:387: 86//Hs. 144597:12 
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R-NT2RP30O2972//ESTs//1.7e-97:502:96//Hs. 7274: AA476850 
R-NT2RP3002978//ESTs//8. 6e-l04: 498: 98//H*. 1 1 8923 : AA2521 16 
R-NT2RP3002988//EST//1 . 2e-59: 315: 94//Hs. 1 57743 : A I 360553 
R-NT2RP3003008//ESTs//1 . 4e-97 : 51 5: 94//Hs. 6544: AA524423 
R-NT2RP3003032//ESTS, Veakly similar to RETROVI RUS-RELATED POL POL 
Y PROTE IN [Hus auscu I us]//3. Oe-lOO: 528: 94//Hs. 90353:N98551 
R-NT2RP3003059//EST s//1 . 7e-76 : 398 : 95//Hs. 10297 1 : V05355 
R-NT2RP300306 1 //ESTs//4. 9e-82 : 41 4 : 96//Hs. 99603 : A 1 1 41 9 1 2 
R-NT2RP3003068//ESTs. Veakly similar to M18. 3 [C. el egans]//5. 9e-8 
3 : 392: 99//Hs. 101 364: AA534439 

R-NT2RP3003071//ESTs//6. 3e-85: 399: 99//Hs. 109755: AAI 80809 
R-NT2RP3003078//ESTs//1 . Oe-98: 471 : 99//Hs. 7995: Al 359466 
R-NT2RP30031 01//EST//0. 032 : 235 : 60//HS. 1 47920 : A 1202441 
R-NT2RP30031 21//ESTs//3. Oe-47 : 238: 97//Hs. 43559 : A 1 003520 
R-NT2RP30031 33//EST//1 . 5e-77: 395 : 96//Hs. 1 421 50 : AA223982 
R-NT2RP3003I 38//ESTs, Highly simitar to KINESIN-LIKE PROTEIN KIF4 
[Nus musco I us] //3. 3e-1 07 : 535 : 96//Hs. 27437 : AA004208 
R-NT2RP30031 39//ESTs//2. 5e-106: 504:98//Hs. 106795: Al 271632 
R-NT2RP30031 50//ESTs//1 . 6e-99: S39: 91//Hs. 46500 : AAI 29774 
R-NT2RP3003I 57//ESTs//1 . 5e-l 14: 563 :97//Hs. 58608: AA081 007 
R-NT2RP30031 85//ESTs//3. 9e-93 : 443: 98//Hs. 9741 : Al 1 31 226 
R-NT2RP30031 93//ESTs//2. Oe-37 : 428 : 71 //Hs. 33354 : AAI 79944 
R-NT2RP30031 97//ESTs//S. 8e-56 : 3 1 2 : 94//Hs. 701 6 : AA21 5796 
R-NT2RP3003203//EST//0. 0073 : 21 2 : 63//Hs. 161355 : Al 422634 
R-NT2RP30032D4//ESTs//7. 4e-52 : 253: 99//HS. 1 201 46: AA708573 
R-NT2RP30032 1 2//ESTs//1 . Be-76 : 401 : 95//Hs. 29067 : N261 07 
R-NT2RP3003230//ESTs. Highly similar to CORONIN [Dictyostel ium di 
sco ideum]//2. 0e-40: 229: 93//Hs. 1 7377 : A 1 07S 1 51 
R-NT2RP3003242//ESTs//8. 3e-97 : 458 : 99//Hs . 23057 : A 1290343 
R-NT2RP3Q03251//ESTs//1. 5e-60: 320: 95//HS. 36495 : AAI 51 628 
R-NT2RP3003264//ESTs//2. 1 e- 1 03 : 521 : 9S//Hs . 4094 : AAI 73960 
R-NT2RP3003278//EST s//8. 2e-1 09: 536 : 96//HS. 23788: AA524061 
R-NT2RP3003282//Homo sapiens dynanin (DNM) mRNA, complete cds//2. 4 
e-102: 550: 93//Hs. 1 1702:136983 

R-NT2RP3003290//EST//4. 3e-27 : 372 : 70//HS. 159131 :AI 384035 
R-NT2RP3003301//ESTs//4. 4e-56: 285 : 97//Hs. 95370 :AA601 055 
R-NT2RP3003302//EST//7. 2e-l 0: 395:63//Hs. I62S54:AA58481 8 
R-NT2RP300331 l//ESTs//4. 2e- 1 1 0: 538 : 97//HS. 62 1 80 : A 1 341 261 
R-NT2RP300331 3//ESTs//2. le-106: 531 :96//Hs. 22630: C05931 
R-NT2RP3003327//£$Ts//4. 3e— 1 02 : 5 1 8 : 95//HS. 120355: AA62 5445 
R-NT2RP3003330//ESTs//8. 6e-1 04 : 497 : 97//HS. 7207 1 : A 1 1 25289 
R-NT2RP3003344//EST s//2. 5e-105:494:99//Hs. 1 1 21 88: AA872993 
R-NT2RP3003346//ESTs//1 .0:123: 69//Hs. 1 1 6029: AA81 3102 
R-NT2RP3003353//E5T//0. 001 4: 162 ;68//Hs. 149191 :AI 246155 
R-NT2RP3003377//EST//4. Se-1 S: 119: BS//Hs. 1 481 29 : AA885S67 
R-NT2RP3003384//EST//0. 0057 : 86: 74//Hi. 127735 :AA962272 
R-NT2RP300338S//ESTs//0. 64 : 347 : 59//Hs. 5646 : 17272 1 
R-NT2RP3D03403//ESTS. Veakly similar to LINE-1 REVERSE TRANSCRIPTA 
SE HONOLOG [H. sapiens]//2.2e-24:41 8 :67//Hs. 139488: All 24095 
R-NT2RP3003409//ESTs//5.3e-98:479:97//Hs. 155198:AA767372 
R-NT2RP30034I l//ESTs//4. 8e-86:4l6: 97//Hs. 129059: AA126041 
R-NT2RP3Q03427//ESTs//7. 4e- 1 03 : 5 1 0 : 96//Hs . 25303 : AA641 023 
R-NT2RP3003433//ESTs//3. 5e-85: 405: 99//Hs. 631 31 : AA6641 56 
R-NT2RP3D03464//Homo sapiens rab3-GAP regulatory domain mRNA. comp 
lete cds//3.6e-97:479:96//Hs. 14934: AF004828 

R-NT2RP3003490//Homo sapiens mRNA for KIAA072S protein, partial cd 
s//4. 1 e-102 : 527: 93//HS. 26450 : AB0 1 8268 

R-NT2RP3003491//ESTs. Veakly similar to No definition line found 
[C. e I egans] //4. Oe- 1 06 : 549 : 94//Hs. 7886 : A 1 057529 

R-NT2RP3003500//Human RP3 mRNA. complete cds//0. 66 :401 : 60//Hs. 7530 
7 :U02556 

R-NT2RP3003543//Human clone A9A2BRB7 (CAC) n/ (GTC) n repeat-containi 
ng mRNA//4. 1e-33: 217: 88//HS. 8068: U00952 
R-NT2RP3003552//ESTs//3. 1 e-106 : 546 : 94//Hs. 101 754: Al 123430 
R-NT2RP3Q035S5//ESTs//3. 4e-106 : 537 : 9S//Hs. 85550: AAI 87681 
R-NT2RP3003564 

R-NT2RP3003572//ESTS//1 . 2e-20: 1 22: 88//Hs. 8253:N48721 
R-NT2RP3003576//ESTs//2. 7e-71 : 394: 94//Hs. 1 51 1 36 : R99944 
R-NT2RP3003589//EST//0. 58 : 242: 59//Hs: 1 30804: AA894759 
R-NT2RP3Q03625//ESTs//7. 6e-41 : 349 : 80//Hs . 1 40608 : N53448 
R-NT2RP3003656//Human LIN protein (LPP) mRNA, partial cds//0. 26:22 
2 : 6Q//Hs. 17217:U49957 

R-NT2RP3003659//ESTs//2. Oe— 113: 547 : 97//HS. 23389: AA769310 
R-NT2RP3003665//ESTs//l.6e-80:415:95//Hs. 1 41 084: H1 1 7 1 4 
R-NT2RP3003672 

R-NT2RP3003686//ESTs//6. Be- 1 1 4 : 552 : 97//HS . 43299 : N23036 
R-NT2RP3003701//ESTs//2. 1 e-1 6: 282 : 66//Ha. 1 1 551 2: Al 208768 
R-NT2RP300371 6//ESTs//2. 1 e-45 : 1 95: 91//H*. 41 296 :N71 923 
R-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein, complete c 
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ds//5.6e-103:492: 97//Hs. 485 1 3: ABO 18300 
R-NT2RP3003746//E$Ts//1. 9e~8S:41 ! : 98//H*. 5483S:AI050863 
R-NT2RP3003795//EST//6. 2e-97 : 459 : 99//Hs. 1 34769 : A 1 089747 
R-NT2RP3003799//ESTs//2. 8e-62 : 337: 94//H*. 1 24023: HI 891 3 
R-NT2RP30038QO//PROTO-ONCOGENE TYROSINE-PROTEIN KINASE SRC//8.9e-l 
08:551: 95//H*. 11 S742.AF077754 

R-NT2RP3Q0380S//E$Ts//2. 2e-103 : 490 : 99//H*. 9412: 872446 
R-NT2RP30Q3809//EST*, Highly siailar to SAV PROTEIN [Sulfolobus a 
c i doci I dar ius]//3. 4e-89: 456 : 95//H«. 5555: Al 2851 98 
R-NT2RP300381 9// Interleukin 10//3. 3e-43: 173: 89//H*. 2180:1157627 
R-NT2RP3003825//E$Ts//1 . 6e-66: 48S:80//Hs. 7405:827761 
R-NT2RP3 00382 8//ESTs, Veakly siailar to unknown [H. sapi ens]//9, 6e- 
98:511: 9S//Hs. 26955: Al 333224 

R-NT2RP3003831//ESTs//2. 2e-38: 317: 79//H*. 1421 73: AA757743 
R-NT2RP3003833//HOBO sapiens clones 24718 and 24825 aRNA sequence/ 
/5. 2e- 11 0 : 54 1 : 97//H* . 25300 : AF0706 1 1 
R-NT2RP3003842//EST//9. 9e-44: 506: 70//Hs. 1 39093 :AA 166888 
R-NT2RP3003846//ESTs//4. 6e-10: 66: 1 00//Hs. 74924 :A 1 332962 
R-NT2RP3003870//E$Ts//3. 4e-82 : 449 : 92//Hs. 1 22691 : AA1 52298 
R-NT2RP3003876//ESTs//1 . 9e-B9 : 449: 96//H*. 45046 : N401 70 
R-NT2RP30039 1 4//ESTs// 1 . 3 e-99 : 470 : 98//Hs .118966: AA926726 
R-NT2RP30039 1 8//ESTs// 1 . 3e-79 : 4 1 7 : 94//Hs .5005:825933 
R-NT2RP3003932//ESTs//6. Oe-83 : 427 : 94//H* . 9358 1 : H5022 1 
R-NT2RP3003989//ESTs//4. Be-76 : 403 : 93//Hs . 1 27243 : N80409 
R-NT2RP3003992//ESTs//2. 4e-88 : 508 : 90//Hs. 1 34200 : 01 9593 
R-NT2RP300401 3//ESTs//3. 7e-1 1 1 : S51 : 97//H*. 105108: AA781 142 
R-NT2RP3004016//ESTs//l. 7e-81 : 394: 98//Hs. 633S8: AA613714 
R-NT2RP3004041 

R-NT2RP3004051 //EST*//3. 5e-69 : 386 : 93//H* .51347: T72820 
R-NT2RP3004070//ESTs//S. 5e-108: 552: 95//Hs. 23392: Al 3101 39 
R-NT2RP3004078//ESTS//3. 3e-82:443: 93//Hs. 26407:84S387 
R-NT2RP3004093//ESTS//4. 4e-B3 : 426 : 94//H* . 1 40932 : A 1 262 1 04 
R-NT2RP3004095//ESTS//0. 00013:93: 7B//Hs. 36567 : AA262045 
R-NT2RP30041 10//ESTs. Weakly siailar to siailar to oxysteroi-bindi 
ng proteins: partial COS [C. e1egans]//3. 5e-76: 402: 95//Hs. 55847:831 
092 

R-MT2RP30041 25//ESTs//9. 3e-74: 363 : 97//HS. 32988 : COI 696 
R-NT2RP3O04l4S//E$Ts//2. 6e-96 : 451 :99//Hs. 59584; AA5B7 334 
R-NT2RP3004148//ESTs//1. 3e-10:77 : 92//Hs. 1 35890 : Al 183425 
R-NT2RP30041 5S//ESTs//l . 7e- 1 1 0: 558 : 96//HS. 27003 : A 1 279093 
R-NT2RP3004206//ESTs. Moderately siailar to CROOKED KECK PROTEIN 
[Drosoph i I a ae I anogas t er] //l . 8e-40 : 200 : 1 00//Hs. 26089 : AA1 951 26 
R-NT2RP3004207//ESTs. Weakly siailar to gene SEZ-6 [M. bus cuius]// 
1. 1e-41 : 266: 89//Hs. 6314: AAS2261 9 

R-NT2RP3004209//ESTs. Highly siailar to PUTATIVE UBIQUITIN CARB0X 
YL-TERMINAL HYDROLASE C13A11.04C [Sch izosaccharoByces po«be]//3.7 
e- 1 1 2 : 547 : 97//Hs . 998 1 9 : A I 346680 

R-NT2RP300421 5//ESTs//1 . 1e-103 : 541 : 95//Hs. 12491 8:N64794 
R-NT2RP3004242//ESTs//4. 5e- 105: 524 :96//Hs. 29724 :N46252 
R-NT2RP3004246//EST//1 . 9e-07 : 67 : 91 //Hi. 1 25687 : AA884827 
R-NT2RP3004253//EST//2. 9e-88:4S4: 94//Hs. 127713: AA961 628 
R-NT2RP3D04258//ESTs. Weakly siailar to PRE-MRNA SPLICING FACTOR S 
RP75 CHoao sapiens]//!. 6e-89:468:95//Hs. 51 17:AA831530 
R-NT2RP3004262//ESTs//4. 1 e-86 : 443 : 96//Hs . 1 01 393 : T87623 
R-NT2RP30043 34//EST//0 . 00057 : 206 : 63/ZHs. 1 49388 : A 1 273630 
R-NT2RP300434I //EST//0. 00042 : 1 51 : 68//Hs. 1 48498 : Al 200264 
R-NT2RP3004348//Hoao sapiens LIN protein aRNA, coaplete cds//S.9e- 
61 :299:85//Hs. 1S4I03: AF061258 

R-NT2RP3004349//EST//3. 6e-42: 175:88//Hs. 161 917 :AA483223 
R-NT2RP3004378//ESTS//0. 27:294: 60//Hs. 66479 : AA863044 
R-NT2RP3004399//ESTs//5.8e-99:479:98//Hs. 120234: AA732224 
R-NT2RP3004424//EST, Highly siailar to F2IG4.6 [C. elegans]//0. 30: 2 
53:58//Hs. 97184: AA3B 5934 

R-NT2RP3004428//ESTs//2. 8e-48 : 279 : 91 //Hs. 1 06826 : 825985 
R-NT2RP300445 1 //ESTs//4. Be- 1 01 : 509 : 96//HS .29725:874621 
R-NT2RP3004454//Hobo sapiens aRNA for KIAA0448 protein, coamlete c 
ds//9. 3e-1 08 : 526 : 98//H*. 27349: AB00791 7 
R-NT2RP3004466//ESTs//0. 25:51: 90//Hs. 7778 :AA 19561 6 
R-NT2RP3004470//EST//0. 032: 70:71//Hs. 147925 :AI 249332 
R-NT2RP3004472//ESTs//0. 0069: 430: 59//HS. 116651 :AA993406 
R-NT2RP3004475//Hoao sapiens aRNA for KIAA0456 protein, partial cd 
s//S. 0e-1 07 : 521 : 97//Hs. 5003 : AB007925 
R-NT2RP3004480 

R-NT2RP3004490//ESTS//4. 7e-68 : 354 : 9S//Hs. 1 6372 1 : H42504 
R-NT2RP3004498//ESTs, Moderately siailar to 0RF2: function unknown 
[H. s ap i ens]//3. 4e-l 00 : 508 : 9S//Hs . 47393 : AA2 1 8858 
R-NT2RP3004503//ESTs//4. 6e-90: 478: 93//Hs. 133998: AA99473S 
R-NT2RP3004504//ESTs. Highly siailar to cytoplasaic polyadeny latio 
n eleaent-binding protein [M. auscu I us]//l . 8e-83: 465: 92//Hs. 137064: 
AA318257 
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R-NT2RP3004507//ESTs//l . 5e-98: 495: 96//Hs. 128905: AI051971 
R-NT2RP3004527//EST//1 . 6e- 1 09: 535: 97//Hs . 149481 : A 1 279865 
R-NT2RP3004S34 

R-NT2RP3004544//EST//0. 035 : 226 : 60//HJ. 991 95 : AA449232 
R-NT2RP3004566//ESTs//4. lo-86:455:95//Hs. 13110:T674S1 
R-NT2RP3004569//ESTs//2. 9e-94: 493: 94//Hs. 24948:AA977674 
R-NT2RP3004572//ESTs//1 . 1 e-92: 437 : 99//Hs. 24846 : Al 420493 
R-NT2RP3OO4578//ESTs//0. 98: 166:64//Hs. 1 24593 AA8544S6 
R-NT2RP3004594//EST//5. 8e-89 :426 : 98//Hs. 1 3421 3 : A 1 08021 3 
R-NT2RP300461 7//ESTs//l . 4e-40: 226:85//Hs. 15921 :R7l 157 
R-NT2RP3004618//ESTs//l . 8e-38: 229: 90//Hs. 1251 53: AA453723 
R-NT2RP3004670//Hoao sapiens GMSST aRNA for long fora of N-acetylg 
lucosaaine-6-O-sul fotransferase (GlcNAc6ST). coaplete cds//7. 2e-5 
7:291 :95//Hs. 8786: ABO 14680 

R-NT2RP4000008//ESTs//8. 9e-1 1 9 : 561 : 98//Hs . 25035 : A II 23335 
R-NT2RP4000023//EST//1. 2e-34:271 :80//Hs. 98300: AA4 18560 
R-NT2RP4000035//Saa 1 1 induct ble cytokine A5 (RANTES)//2. le-68: 320: 
82//Hs. 1 55464 : AF0S821 9 

R-NT2RP4000049//Hoao sapiens TRAIL receptor 2 aRNA, coaplete cds// 
6. 7e-60: 289: 82//Hs. SI233:AF016266 

R-NT2RP4000051//ESTs, leakly siailar to protein B [H. sapiens] //8. 3 
e-98:462:99//Hs. 101 1 4: Al 345945 

R-NT2RP4000078//ESTs//0. 00068 : 367 : 60//Hs. 1 06090 : AA457030 
R-NT2RP4000102//ESTs//9. 7e-S0: 256: 97//Hs. 24266 :R282 87 
R-NT 2 RP4000 109/ /Hoao sapiens aRNA for MEGF5, partial cds//1.1e-1Q 
7:536: 96//Hs . 57929 : ABO 1 1 538 

R-NT2RP40001 29//Hoao sapiens aRNA for KIAA0483 protein, partial cd 

S//3. Se-11 2:554: 97//Hs. 64691 :AB007952 

R-NT2RP40001 47//ESTs//3. 9«-1 1: 122: 80//Hs. 25584 : AA63201 4 

R-NT2RP40001 50//EST//4. 4e-84 : 51 0 : 88//Hs. 1 44238: W52294 

R -NT2RP 40001 51//ESTs. Veakly siailar to HYPOTHETICAL 31.0 KD PR0TE 

IN R107.2 IN CHROMOSOME III [C. el egans]//S. 7e-93: 515:92//Hs. 8083: A 

AS21436 

R-NT2RP40001 59//ESTs//0. 0019:209: 65//H*. 161816: AA40D295 
R-MT2RP4000167//ESTs//2. 1e-1 13: 549: 97//Hs. 109441 :N66569 
R-NT2RP40001 85/ /EST s//0. 65:232: S9//Hs. 1 44445 : AAB072 57 
R-NT2RP40002 1 0/ /Hoao sapiens aRNA for KIAA0700 protein, partial cd 
I//1. 5e-!00:505:96//Hs. 1 3999 :AB01 4600 
R-NT2RP400021 2//ESTs//8. 5e-l 4: 1 69 : 7S//Hs. 8520 : AA081 788 
R-NT2RP4000214//Huaan aRNA for KIAA0392 gene, partial cds//6. 2e-4 
3:272: 90//Hs .40100: AB002390 

R-NT2RP400021 8//ESTa//6. 1e-10:335:64//Hs. 105658: AA97818S 
R-NT2RP4000243//Hoao sapiens aRNA for cartilage-associated protein 
(CASP)//2.9e-70:354:96//Hs. 155481 :AJ006470 
R-NT2RP4000246//ESTs//7. 1e-26: 154:94//Hs. 14838: AA502757 
R-NT2RP40QQ2S9/ /Hoao sapiens clone 683 unknown aRNA, coaplete sequ 
ence//9. 3e-79:379: 99//Hs. 43728: AF09 1092 
R-NT2RP4000263 

R-NT2RP4000290//ESTs. Veakly siailar to siailar to Achlya aabisexu 
alis antheridiol steroid receptor [C. el egans]//4. 7e-104: 525: 96//H 
s. 152069 :AAS48972 

R-NT2RP400031 2//ESTs//8. 2e-66: 319: 99//Hs. 35091 : Al 27 1 63 1 
R-NT2RP4000321 //Hobo sapiens clone 24453 aRNA sequence//!. 3e-l 09: 5 
13: 99//Hs. 1 3410: AF070524 

R-NT2RP4O00323//ESTS//7. 7e-1 09 : 534 : 97//Hs . 34790 : AA1 92760 
R-NT2RP4000355//ESTS//3. 1e-44: 320: 83//HS. 141323:N80390 
R-NT2RP4000360//Hoao sapiens aRNA for KIAA0738 protein, coaplete c 
ds//7.6e-11 1:520 :99//Hs. 107479:AB01828t 

R-NT2RP4000367//Hoao sapiens IkappaB kinase coaplei associated pro 
tein (1 KAP) aRNA. coaplete cds//2. 8e-1 1 0: 527:98//Hs. 31 323: AF044195 
R-NT2RP4000370//ESTs//8. 9e-32: 1 66 : 98//Hs. 70488 : Al 30 1 1 30 
R-NT2RP4000376//ESTS//6. 8e-99: 465 : 99//Hs. 27182: AA604498 
R-NT2RP4000381//ESTS//3. 0e-50: 280: 93//HS. 8395 : W27376 
R-NT2RP400041 5//ESTs, Veakly siailar to coded for by C. elegans cD 
NA yk30b3. 5 [C. elegans]//3. 9e-87:499:91//Hs. 261 S6 : AA63097S 
R-NT2RP400041 7//ESTs, Noderately siailar to HYPOTHETICAL 91.2 KD 
PROTEIN IN RPS7A-SCH9 INTERGENIC REGION [Saccharoaycas cerevisiae] 
//8. 9e-95 : 468 :96//Hs. 93871 :A11 91 31 8 
R-NT2RP4000424//EST1//3. 7e-98 : 473 : 98//Hs . 24945 : A 1 1 890 1 1 
R-NT2RP4000448//ESTf//2.6e-79:446:91//Hs. 25159: R60955 
R-NT2 RP4000449//EST s//3. 6e-98 : 468 : 98//Hs. 31 1 76 : A 1 037953 
R-NT2RP4000455 //Hobo sapiens N-aethy l-D-aspar tate receptor 20 subu 
nit precursor (NMDAR20) aRNA, coaplete cds//0. 35: 153: 63//Hs. 11328 
6:1177783 

R-NT2RP4000457//ESTs//4. 5e-89: 455: 96//HS. 62638 :AA127740 
R-NT2RP4000480//E5TS//4. 9e-92:431 :99//Hs. 1 21072: A 1204167 
R-NT2RP4000481 

R-NT2RP4000SOO//ESTI. Veakly siailar to HYPOTHETICAL 83.6 KD PR0TE 
IN R05D3.2 IN CHROMOSOME III £C. elegans]//1 . 2e-40: 1 25: 97//Hs. 561 2 
4: AI424792 
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R-NT2RP40Q051 S//EST//6. 7e-30: 183: 90//H*. 1 507 1 0 : A 1 122713 
R-NT2RP4000S1 7//A I dehyde dehydrogenate 7//7. Se-28: 183: 76//Hs. 8315 
5 : U 1 0888 

R-NT2RP400Q51S//EST//0. 091 : 178: 58//Hs. 133031 : A 1049874 
R-NT2RP4000519 

R-NT2RP4000524//ESTi, Highly siailar to rtec8 [R. norvegi cus]//3. 4 
e-93 :496:93//Hs. 1 07394 :H07 126 

R-NT2RP4000528//EST//0. 84:130: 66//HS. 1 40208 : AA7022 1 3 
R-NT2RP400Q541//EST//S. 2e-63: 337: 94//H*. 1 56337 :A 1 337328 
R-NT2RP40005SS//EST*. Highly siailar to 60S RIB0S0MAL PROTEIN 111 
[R. nor vegi cus]//8. 2e-92:448:98//H*. 25597 H93026 
R-NT2RP4000588/ /EST s//3. 8e-94:445: 9B//HS. 44077 :N28840 
R-NT2RP40006 I 4//ESTs//6. 5e-18 : 1 59 : 83//H*. 24549 :N57263 
R-NT2RP4000638//EST *//2. 5e-46 : 296 : 87//H*. 1 32722 : AA6 1 8531 
R-NT2RP4000648//ESTs//2.6e-103: 559: 93//H*. 23794: 180393 
R-NT2RP40006S7//ESTI//1.0: 1 89: 60//H*. 87073: AA972704 
R-NT2RP4000704//ESTs//2.8e-lOl:509:96//Hs. 84824: AA9356S1 
R-NT2RP4000724//EST$//1 . Se-83 : 442: 94//Hs. 1421 1 4: AA20561 5 
R-NT2RP4000728/ /EST i//0. 84:61: 75//Hs . 1 45334 : A 1 25 1 399 
R-8T2RP4000739//ESTs//8. 8a-80:418: 94//H*. 42959:921 21 1 
R-9T2RP4000781//ESTI//I . 4e-79 : 376: 99//HS. 1 35458: A! 081 312 
R-NT2RP400081 7//Hoao sapiens aRNA for KIAA0470 protein, complete c 
ds//3. t e-1 06 : 550 : 94//Hs. 25132: AB007939 
R-HT2RP4000833//ESTI//5. 8e-46 : 309: 85//H*. 1 63979: AA828834 
R-NT2RP4000837//EST»//1 . 7e-l 1 2: 539 : 97//H*. 9771 8: A 1 334028 
R-NT2RP4000B55//EST1//1. 1 e-95:486: 95//HI. 5345: AA988104 
R-NT2RP4000865//EST//6. 2e-68:412:89//Ht. 142!96:AA258356 
R-NT2RP4000878//ESTS//1 . 9e-80 : 4 1 7 : 95//H*. 1 04716 : A 1 023 1 85 
R-HT2RP4000879//ESTs//1 . 8e-42 : 2 1 1 : 99//Hs . 89991 : A 1 37461 7 
R-nnnnnnnnnnnn//ESTs//1 . 2e-89 : 453 : 97//Hs. 1 001 82: N92594 
R-nnnnnnnnnnnn//EST//9. 4e-06: !97:63//Hs. 1 45970 :A 1277106 
R-NT2 RP40Q092 5//EST s , Weakly similar to K1AA040S [H. sapi ens]//5. 9 
e-1 7: 1 34:85//Hs. 14146:992235 

R-NT2RP4000927//ESTs//4. 3e-14 : 84: 1 00//H*. 1 55360: AA984683 
R-NT2RP400D928//Hoao sapiens COP-di acyl glycerol synthase 2 (CDS 2) 
aRNA. partial cds//8. 2e-108:548: 95//Hs. 2481 2: AF069S32 
R-HT2RP4000929//ESTS//1 . 3e-1 1 9: 567 : 98//Hs. 6271 7: AA044905 
R-KT2RP4000955//ESTs//3. 5e- 10: 1 19: 78//Hs. 42946 :M21 1 1 1 
R-9T2RP4000973//ESTS//2. 8e-05 : 93 :69//Hs. 1 551 26 : AA563986 
R-9T2RP4000975//ESTS//4. 4e-S8: 324; 9S//Hs. 1 26070: AA0451 79 
R-9T2RP4000979//ESTs//3.5e-42: 468 :73//Hs. 106210: All 930 17 
R-NT2RP400Q984//Hoao sapiens clone 23770 aRNA sequence//8. 7e-120: 5 
70: 98//Hs. 12457:AF052123 

R-NT2RP4000989//ESTs//1. 3e-122: 581 : 98//Hs. 10499: AAS280 18 
R-NT2RP4000996//ESTS//9. 2 e-1 1 3: S79 : 94//Hs. 23762: N26620 
R-NT2RP4000997//Hoao sapiens neuronal thread protein AD7c-NTP aRN 
A. coaplete cds//l. 1 e-28:439:68//Hs. 129735:AF010144 
R-NT2RP4001 004//ESTS//3. 6e-78: 389: 98//H s. 1 56290: Al 016769 
R-NT2RP4001006//ESTs, Moderately siailar to 0RF2: function unknown 
[H. sapi ens]//6. 6e-1 24:574: 99//Hs. 47393 : AA21 8858 
R-NT2RP4001 01 0//EST//2. 8e-31 : 1 94: 90//Hs. 1 61 1 86 : A 1 41 8635 
R-NT2RP4001 029//ESTs//4. 4e-1 1 1 : 523 : 99//Hs. 28423: Al 336292 
R-NT2RP4001 041//ESTs. Highly siailar to LEUCYL-TRNA SYNTHETASE, C 
YT0PLASMIC [Saccharoayces cerevisi ae]//3. 6e-1 14: 569:96//Hs. 6762 :AA 
088424 

R-NT2RP4001057//Hoao sapiens KIAA0399 aRNA. partial cds//2. Oe-Sl : 2 
82:94//Hs. 100955: AB007859 

R-NT2RP4001064//ESTs, Veakly siailar to protein B [H. sapiens] //2. 1 

e-103: 485: 99//Hs. 101 14: Al 345945 

R-NT2RP4001078 

R-NT2RP4001 079//Hoao sapiens aRNA for putative CaZ+-transport ing A 
TPase, part i al//1 . 7e— 119: 569: 98//Hs. 106778:AJ0109S3 
R-NT2RP4001 080//ESTs//7.6e-10: 65: 100//HS. 131694: AA927668 
R-NT2RP4001 086//Hoao sapiens aRNA for KIAA0592 protein, partial cd 
s//5. 9e- 1 2 1 : 548 : 95//Hs . 1 3273 : AB01 1 1 64 
R-NT2RP4001 095//ESTs//1 . 5e-l 1 3: 563: 96//Hs. 1 18732 : Al 344055 
R-NT2RP400 1 1 00//ESTs//2 . Oe-46 : 41 3 : 79//Hs. 1 463 1 4 : R996 1 7 
R-NT2RP400 1 1 1 7//EST//7. 4e-5 1:294: 92//Hs . 7260 : T2373 7 
R-NT2RP400 1 1 22//ESTs//S. 4e- 1 09 : 509 : 99//Hs . 1 6390 : A 1 052357 
R-NT2RP4001 1 26//EST//0. 97:169: 6 l//Hs. 148107: AA693476 
R-NT2RP4001 1 38//ESTs//3.0e-1 10: 543: 97//Hs. 57655: Al 056890 
R-NT2RP4001 143//ESTs, Highly siailar to HYPOTHETICAL 52,9 KD PROT 
EIN IN SAPI 5S-YMR31 INTERGEN 1C REGION [Saccharoayces cerev i s iae]// 
5. 4e- 1 1 3 : 573 : 96//Hs. 5249 : U55977 

R-NT2RP4001 1 48//£STs//3. 1 e- 1 03 : 490 : 98//Hs. 1 2 1 282 : A 1 09 1 453 
R-NT2R P4001 1 49//EST// 1 . 7 e- 50 : 28 1 : 93//Hs ,I0I727:H15I71 
R-NT2RP4001 1 50//ESTs//1 . 9e-90: 422: 1 00//Hs. 125490 : Al 1 38884 
R-NT2RP4001 159 

R-NT2RP4001 1 74//ESTs//2. 5e-1 10: 526: 98//Hs. 1 1 6555 : AA639278 
R-NT2RP400 1 206//ESTs//l . 1 e-25 : 1 40 : 97//HS, 83756 : A 1 002822 
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R-NT2RP4O01 207//ESTs//4. 4e-70 : 432 : 89//Hs. 1 31 09 : AA1 925 1 4 
R-NT2RP4001 21 0//ESTs//1 . 4e-1 08: 509: 99//Hs. 27021 : A 1 359495 
R-NT2RP4001 21 3//ESTS, Highly siailar to ZINC FINGER PROTEIN 8 [Ho 
ao sapi ens]//4. 4e-123:624:95//Hs. 22744: Al 379892 
R-NT2RP4001 21 9//ESTs//0. 0043 : 1 42 : 65//Hs . 6733 : A 1 1 60750 
R-NT2RP4001 228//ESTs//4. 9a— 101 : 482 : 98//Hs. 62684 : AA806 1 03 
R-NT2RP4001 235//ESTs//3. 7 e-1 05: 571 : 93//Hs. 37706 : AA00S1 20 
R-NT2RP4001 256//ESTs//l . 1 e- 1 2 : 1 89 : 74//HS. 20621: W28255 
R-NT2 RP4001 260//EST//6. 9e-05 : 313:61 //Hs . 1 1 6438 : AA648430 
R-NT2RP400 1 274//E5T//0. 0020:246: 63//Hs . 1 49955 : A 1 289933 
R-NT2RP400l276//ESTs//2. 9e-34:213: 91//Hs. 43100: AA186588 
R-NT2RP4001313 

R-NT2RP4001 31 5//EST//6. 1 e~38 : 21 7 : 93//Hs. 97832 : AA400892 
R-NT2RP4001 339//ESTs//3. 8e-91 : 430: 99//Hs. 34840 : A 1 2796 1 2 
R-NT2RP4001 345//ESTs//5. 3e-89:443: 96//Hs. 6770: AA972732 
R-NT2RP4001 35l//ESTs//6. 0o-78: 394: 97//HS. 102796 :N70837 
R-NT2RP4001 353//ESTS//4. 8e-06 : 90 : 82//Hs . 7778 : AA1 956 1 6 
R-NT2RP4001 372 

R-NT2RP4001 373//ESTs, Weakly siailar to HYPOTHETICAL 48.8 KD PR0TE 
IN IN TRK2-MRS4 INTERGENIC REGION [Saccharoayces cerevi siae]//1. 7 
e-108: 546:96//Hs. 32271 :AA203680 

R-NT2RP4001 375//ESTs//2. 4e-19: 155:87//Hs. 621 19: AA043299 
R-NT2RP4001 379//EST//4. 4e-29: 288 : 72//Hs. 1 57848: Al 362501 
R-NT2RP4001 389//ESTs, Highly siailar to HYPOTHETICAL 51.6 KD PROT 
EIN IN PAP1 -MRPLI 3 INTERGENIC REGION [Saccharoayces cerevisiae]// 
3. 8o-79: 438 : 93//Hs. 21938:181045 

R-NT2RP4001407//ESTs//8. 3e-l 1 2: 541 : 97//Hs. 22587 : AA7431 32 
R-NT2RP400 1 41 4//ESTs//8. Se- 1 8 : 1 1 7 : 90//Hs. 90789 : W27649 
R-NT2RP4001433//ESTs. Hoderately siailar to PROflBITIN [H. sapiens] 
//l . 6e-t 02 : 498 : 97//Hs . 62386 : AA51 2948 

R-NT2RP400 1 442//ESTs//8. 8e- 1 04 : 489 : 99//Hs . 1 0 1 6 1 9 : A 1 3 39433 

R-NT2RP4001447 

R-NT2RP4001474 

R-NT2RP400I483//ESTS//2. 1e-100:528:92//Hs. 17860: AA706655 
R-NT2RP4001 498//ESTs//1 . 1 e-97 : 470 : 98//Ht. 95744: A 1 392846 
R-NT2RP4O01 502//ESTs//6. 7e-73 : 382: 96//HS. 11874:N93S1 1 
R-NT2RP4001 507//ESTs//2. 6e-57 : 302 : 96//Ht. 65328 . AA625385 
R-NT2RP4O01 524//ESTs. Veakly siailar to FI3BI2.1 [C. elegans]//2. 9 
e- 1 07 : 546 : 96//HS . 5570 : A 1 377863 

R-NT2RP4001529//ESTs//3.3e-l 1 2: 524 :99//Hs. 28423: A 1 336292 
R-NT2RP4001 547//ESTs. Veakly siailar to NA0H-U8IQUIN0NE 0XID0REDUC 
TASE CHAIN 5 [Paraaeciua tetraurel ia]//2. 8e-120: 566:98//Hs. I08S30: 
AA523928 

R-NT2RP4001 551//ESTs, Veakly siailar to CELL DIVISION CONTROL PROT 
EIN 68 [S. cerev is iae]//1 . 4e-26: 1 84: 88//H$. 136189: AA1 3 3224 
R-NT2RP4Q01 555//ESTs//1 . 1 e-95:445: 100//HS. 134403: AA677552 
R-NT2RP4001 567//ESTs//2. 8e- 1 06 : 506 : 98//Hs. 102708 : AA292285 
R-NT2RP4001 568//ESTS//6. 4e-SS : 300: 94//Hs. 57442 : N63437 
R-NT2RP4001 571//ESTS//1 . 3e-l 1 4: 556 : 97//Hx. 30340 : AA521 251 
R-NT2RP400 1 574//ESTs//0. 0035:1 20 : 67//HS .96339: AA22S906 
R-NT2RP4001 575 

R-NT2RP4001 592//ESTs, Veakly siailar to ISOLEUCYL-TRNA SYNTHETASE. 
MITOCHONDRIAL [S. cerev i s i ae]//8. 7e-l 1 2: 557 : 97//Hs. 7558 : AA52681 2 
R-NT2RP400161 0//ESTs//6. 2e-77 : 382: 96//Hs. 21 543: AA1 66776 
R-NT2RP4001 61 4//ESTs//2. 8e-l 1 7: 565: 98//Hs. 9591 : AA069657 
R-NT2RP4001 634//ESTI//2. 0e-39 : 21 3 : 96//Hs. 32360 : AAS34737 
R-NT2RP4001 638//Hoao sapiens clone 23967 unknown aRNA. partial cds 
//1 . 7e-11 6 : 559 : 97//Hs. 5332 : AF007 151 

R-NT2RP4001 644//ESTs, Moderately siailar to MNK1 [H. sapi ens]//5. 3 
e-36 : 1 92 : 97//Hs. 5662 : AA86836! 

R-NT2RP4001 6S6//ESTs, Highly siailar to HYPOTHETICAL 108.5 KD PRO 
TEIN R06F6.2 IN CHROMOSOME II [Caenorhabdi t is elegans]//!. 1e-104:5 
25 :96//Hs. 20472 :V28734 

R-NT2RP4001 677//ESTs//1 . 8e-f 06: 522 : 97//Hs. 106390: AA1 56805 
R-NT2RP4001 696//Huaan chroaosoae 8 BAC clone CIT987SX-2A8 coaplete 
seouence//S. 7e-1 18 : 583 :96//Hs. 15562 :U96629 
R-NT2RP4001 725//ESTs//2. 0e-1 1:141: 74//Hs. 117S89:N25941 
R-NT2RP400! 730//ESTs, Veakly siailar to UDP-GLUC0SE: GLYCOPROTEIN G 
LUCOSYLTRANSFERASE PRECURSOR [0. ael anogaster]//3. 4e-73: 362:97//Hs. 
152332 :At 1 41922 

R-NT2RP4001 739//ESTs//6. 6e-S9 : 340 : 91//H*. 1 22293 : AA843692 
R-NT2RP4001 753//Z i nc finger protein 3 (A8-5D//5. 6e-1 13:552: 96//H 
s. 2481 : 178926 

R-NT2RP4001 760//ESTs//2. Se-94 :453: 98//HS. 1 22579: AA76631 5 
R-NT2RP4001 790//EST s, Veakly siailar to ZINC FINGER PROTEIN 84 [H. 
sapi ens]//2.0e-62 : 326 : 94//Hs. 1 10839: V28098 
R-NT2RP4001 803 

R-NT2RP4001 822//ESTs//4. 4e-98 : 526: 92//Hs. 96908: Al 161133 
R-NT2RP4Q01 823//ESTs//l . 7e-72: 357: 97//Hs. 1 44900 : A 1 2 1 8434 
R-NT2RP4001 828//ESTs//3. 3e-101 :536:92//Hs. 1885T : AA857826 
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R-NT2RP4001 838//ESTs//4. 2e-58 : 344 : 90//Ms. 48723 : N66663 
R-NT2RP400 1 849//EST//0. 24:105:71 //Hs .136747: AA7492 1 0 
R-NT2RP4001 889//Huaan aRNA for KIAA01I8 geno. partial cds//3.4e-3 
4: 21 2: 88//H*. 154326:042087 

R-NT2RP40Q 1 893//ESTi//3. Oe-58 : 32 1 : 9S//H«. 1 58787 : *79602 
R-NT2RP400 1 896//EST//3. 8a- 1 5 : t 08 : 92//Hs . 1 608 35 : A 1 345528 
R-NT2RP4001 901//ESTi//l . 2e-l 10: 536: 97//Hi. 31443: Al 018606 
R-NT2RP4001 927//ESTs//2. 1 •- 1 05; 546 : 93//Hi. 73291 : Al 41 7099 
R-NT2RP4001 938//ESTs//2. 8e-40:235: 78//Hs. 163641 : R61848 
RHIT2RP400 1 946//EST*//! . 3 #-29 : 1 75: 93//HI. 43703 : AA088436 
R-MT2RP400 1 950//ESTs//4. 6 e-95 : 458 : 98//Hs. 1 50890 : A 1 341 793 
R-NT2RP4001953//CI athr in, light polypeptide (Lcb)//2. 3e-62:310:82/ 
/Hs. 73919 X81637 

R-NT2RP4001966//ESTI. Weakly siailar to tenascin-l ike protein [D.a 
e I anogas ter]//8. 3e-87: 457 : 94//H*. 41793 : AA775879 
R-NT2RP4001 975//ESTI//1 . 9e-52 : 281 : 94//Hi. 7704 : *58252 
R-NT2RP4002018 

R-NT2RP4002047//ESTI. Highly siailar to GTP-8 INDINC PROTEIN LEPA 
[Pseudoaonas f I uorescens]//4. 7e-09:90:86//Hs.41 127:AA555184 
R-NT2RP4Q02052//ESTs//0. 054 : 353 : 60//H*. 1 1 7510: AA903738 
R-RT2RP4002058//EST//7. 8e-26: 151: 94//Hs. 1 2461 7 : AA8551 06 
R-NT2RP400207 1 //ESTs//6. 9e-99 : 475 : 98//Hi. 292 1 6 : AA9 1 6679 
R-NT2RP4002075//ESTs//0. 67:121: 65//Hs. 1 53939 : A 1 284 1 98 
R-NT2RP4002078//ESTI, Highly siailar to ZINC FINGER PROTEIN 35 [H 
oao sapi en*]//1 . 6e-61 :464:82//Hi. 144228:N99507 

R-NT2RP4002081//ESTI, Veakly siailar to HYPOTHETICAL 139.1 KD PROT 
E IN C08B11. 3 IN CHROMOSOME II [C. elegan*]//2. 3e-S6: 271 : IOO//H1. 61 8 
S:AA428S65 

R-NT2RP4002083//ESTs//2. Oe- 1 08 : 548; 96//Hs. 6120: *80407 
R-NT2RP4002408//ESTs//2. 6e-77: 391 : 96//Ha. 1 4014: AA745592 
R-NT2RP4002791 //ESTs//7. 9e-1 01 : 527 : 93//Hs. 22394 : N32555 
R-NT2RP4002888//ESTI, Highly siailar to ENV POLYPROTE I N (Avian sp 
leen necrosis virus]//1. 9e-65:373: 92//Hs. 31 532: HI 8272 
R-NT 2RP4002905//ESTs//1 . 5e- 1 07 : 5 1 7 : 98//Hs . 40460 : N36090 
R-OVARC 1000001 //Hobo sapiens aRNA for KIAA046S protein, partial cd 
s//2 . 8e- 1 1 5 : 605 : 94//Hs . 1 08258 : AB007934 
R-0VARC1 000004 

R-0VARC100Q006//ESTS//1 . Se-19: 1 39: 89//Hs. 143034: Al 1 26929 
R-OVARC 1 00001 3//ESTS//5. 9e-98 : 531 : 93//H s. 1 6470 : AA1 21635 
R-0VARC1 00001 4//ESTs//0. 24 : 243 : 60//Hs. 1 9569: AA464273 
R-OVARC 10000 17 

R-OVARC 1 000035//ESTI//0. 035:252: 63//Hs . 1 34 1 2 3 : A 1 078286 
R-OVARC1000058//H. sapiens aRNA for translin associated protein X// 
3. 8e-46 : 33 1 : 83//Hs. 96247 : X95073 

R-OVARC 1 000060//EST//2 . 8e-2 8 : 348 : 7 1 //Hs . 1 4 1 7 2 8 : *7304 1 

R-OVARC1 000068//ESTI//3. Oe-83 : 491 : 90/ /Hs. 29397:N51 367 

R-OVARC 1 00007 1 //ESTs//2 . Se-60 : 32 1 : 96//HS. 250 1 0 : R6787 1 

R-0VARC1 000085//Proteasoae component C5//8. 6e-67: 366: 92//Hs. 75748: 

AL031259 

R-0VARC1 000087//ESTs// 1 . Oe- 1 1 1 : 526 : 98//H1 . 1 29020 : A 1 380703 
R-0VARC1 00009 1/ZESTs. Veakly siailar to HOST CELL FACTOR Cl [H. sap 
i ens]//3. 9e-l 1 2 : 596: 94//Hs. 20597 : *58370 
R-0VARC1 000092//ESTs//5. le-18: 144: 82//HS. 1 09140: Al 289942 
R-0VARC100O106 

R-0VARC1 OOOJ1 3//Hoao sapiens okadaic acid-inducible phosphoprotei n 
(0A48-18) aRNA, coapiete cds//8. 3e- 102: 495: 97//Hs. 3688: AF069250 
R-OVARCt OOOI 14//H. sapiens aRNA for phosphoinos i t ide 3-k inase//1 . 7 
e-45:489: 74//Hs. 101238: Yl 1312 

R-0VARC1 OOOI 33//EST//0. 00028 : 284 : 6 1//Hs . 30547 : H05482 
R-0VARCI000I45//EST//3. 9e-40: 201 : 99//Hs. 1 56148 : Al 333214 
R-OVARC 1000 1 48//EST//0. 79: 150:62//Hs. 1 00078 :T05090 
R-OVARCIOOOISI 

R-0VARC1 OO0 1 68//EST//1 . 7e- 1 9 : 1 42 : 90//Hs . 3844 1 : H66023 

R-0VARC1 OOOI 91//EST//0. 0072 : 292 : 63//Hs. 132492: AA922629 

R-OVARC 1 OOOI 98//Hoao sapiens LIM protein aRNA, coapiete cds//6. 1e- 

44:339: 8I//H1. 154103:AF061258 

R-OVARC 1000209//ESTs. Moderately siailar to ZINC FINGER PROTEIN 93 
[H. sapi ensj// 1 . 1 e-32 : 1 96 : 92//H s. 64322 :AA 1 42864 
R-0VARC1 0002 1 2//EST//0. 20:178:61 //Hs . 1 3303 1 : A 1 049874 
R-0VARC1 000240//ESTS//9. Oe-64 : 3 1 4 : 98//Hs. 42300 : AA204958 
R-OVARC 1 000241 //EST//0. 00018:1 1 5: 68//Hs. 1 50728 : A II 231 30 
R-OVARC 1 000288//ESTs, Highly siailar to HYPOTHETICAL 54. 2 KD PROT 
E IN IN CDC12-ORC6 INTERGENIC REGION [Saccharoayces cerevi si ae]//3. 
3e-74 : 403 : 93//HS. 1 0811 7 : A 1 097079 

R-OVARCI000302//EST//4. 0e-14: 102 : 90//Hs. 1 3661 7: AA630476 

R-OVARC 1000304//ESTS, Highly siailar to PUTATIVE GTP-BINDING PROT 

EIN NOV 10 [Hus auscu I us]//2. 9e-37: 191 :98//Hs. 20725 :AI 027777 

R-0VARC1 000309//ESTS//3. 6e-66 : 348 : 94//Hs. 9547 : AA532449 

R-OVARC 1000321 //ESTs//3. 6e-87 : 454 : 9S//Hs. 110445: AA044743 

R-OVARC 1000326//ESTs, Moderately siailar to laaina associated poly 
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peptide 1C [R. norvegi cus] //I . 3e-98: 488 : 96//Hs. 1 25749: Al 377682 
R-OVARC1000335//ESTs//3. Oe-1 1 5:565: 97//Hs. 54835: AI050863 
R-0VARC1 000347//EST//0. 001 8: 1 45 : 65//HS. 1 36 945 : AA765672 
R-OVARC1000384//ESTs//2. 8e-38:253:89//Hs. 1 S093 : AA203423 
R-OVARC1000408//ESTs//2. 6e-98: SI S:94//Hs. 1 19808:C0S928 
R-OVARC1 00041 1//ESTs//3. 2e-82: 39S:98//Hs. 1 04747 :AA4062 19 
R-OVARC1000414//Landsteiner-Wiener blood group glycoprotein//I.Se- 
27:211 :79//Hs. 108287:L27670 

R-OVARCI 000420//EST//2. 8e-38 : 255 : 74//Hs . 1 38525 : R992 37 
R-OVARC 1000427//EST//2. 6e-58: 302 : 96//Hs. 1 22914: AA767034 
R-OVARC 1 0004 3 1 / /EST s//4. 9e-108: S51 : 96//Hs. 1 1668: Al 1 23426 
R-OVARC 1000437 

R-OVARC 1000440//E$Ts//2. 9e-91 : 456 :96//Hs. 93701 : A 1 01 867 1 

R-OVARCI 000442//Huaan high-affinity copper uptake protein (hCTRl) 

aRNA. coapiete cds//4. 3e-45:320:84//Hs. 73614:U83460 

R-OVARCI 000443//Hoao sapiens aRNA for KIAA0683 protein, coapiete c 

ds//3 . 6e-79 : 41 8 : 94//Hs. 1 2334 : ABO 1 4583 

R-0VARC1000461//ESTS//3. le-62: 342:93//Hs. 23241 :R46582 

R-OVARCI 00046S//ESTs//1 . 7e-67 : 349: 95//HS. 127238: AA477576 

R-OVARC 1 0004$6//ESTs// 1 . 9e-66 : 33 7 : 95//Hs . 52 1 2 : A 1 42 1 2 1 1 

R-OVARCl 000473/ /EST s//5. 4e-89: 320: 99//Hs. 291 73 : AA1 34926 

R-OVARCI 000479//ESTs, Highly siailar to T I PI 20 [R. norvegi cus]//1. 1 

e-102:514:96//Hs. 11833 : A f 299947 

R-OVARC1000486//ESTs//3. 9e-78:40S:95//Hs. 9831 2: AA424983 
R-OVARC 1000496 

R-OVARCI 000520/ /EST s//1 . 2e-20: 1 45 : 88//Hs. 87456 : AA434484 

R-OVARC 1 000 526//Saa 1 1 inducible cytokine AS (RANTE$)//8. 9e-47: 21 7: 

87//HS. 1 55464 :AF0882 19 

R-OVARCI 000533//ESTs. Moderately siailar to integral# [H. sapiens]/ 
/8. Se-48: 264: 92//Hs. 49860: AA702248 
R-OVARC1000543//ESTI//5. 7e-74 : 41 0 : 94//Hs. 62817: AA047021 
R-OVARCI 0005 56//H. sapiens aRNA for ribosoaal $6 kinase//9. 5e-27:20 
2 : 85//Hs. 908S9 : X85106 

R-OVARC1000557//EST//2. 8e-18: 169: 79//Hs. 149101 :AI 244285 
R-OVARC1000564//EST//2. 3e-34: 199:92//Hs. 146637: Al 141 587 
R-OVARCt 000573// Interleukin 1 0//4. 7e-42 : 300 : 83/ZHs. 2180: M57627 
R-OVARC 1 0005 78//Saa I I inducible cytokine AS (RANTES)//5. 2e-58: 392 : 
84//HS. 1 55464: AF0882I9 

R-OVARCI 000588//EST//1 . 8e-4l : 1 74 : 85//Hs. 163333 : AAB79053 
R-OVARCI 000605 

R-OVARC 10006 2 2//Hobo sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA05Q1//6. 4e-47:417:77//Hs. 1 59897: AB007970 

R-OVARCI 000640//H. sapiens aRNA for translin associated protein X// 
1 . 9e-28 : 366 : 72//Hs. 96247 : X95073 

R-OVARC 10006 6 1//Hoao sapiens aRNA for KIAA0590 protein, coapiete c 

ds//5. 1 e— 31 : 162: 100//HS. 1 1 1862: AB01 1 162 

R-OVARC 1000678//EST//0. 92: 199:60//Hs. 1 22025: AA778480 

R-OVARCI 0006 79//ESTs//0. 94:416: 59//Hs. 1 30754: AA279522 

R-OVARCI 00068 1//EST//9. 2e-21 : 179:80//Hs. 1 32635 : A 1 03287 S 

R-OVARCI 000689//Hoao sapiens ataain-7 (SCA7) aRNA, coapiete cds// 

0.053:1 60 :64//Hs. 108447: AJ00051 7 

R-OVARCI 000700//Hoao sapiens KIAA0441 aRNA, coapiete cds//7. 1 e-09: 
141 :73//Hs. 32511 :AB007901 

R-OVARCI 000703//ESTs//l. 7e-46: 298: B7//Hs. 1 38BS6: H47461 

R-OVARC 1000730//ESTs, Veakly siailar toC27F2.7 gene product [C.el 

egans]//! . 7e-l 7: 1 37: 86//Hs. 7049 : Al 1 41 736 

R-OVARC 1 000746//ESTs//0. 1 6 : 366 : 60//Hs. 1 36969: AA830918 

R-OVARCI000769//ESTs, Veakly siai tar' to eukaryot ic initiation fact 

or elF-2 alpha kinase [D.aelanogaster]//4.6e-28:430:69//Hs.42457:A 

A523306 

R-OVARCI 000771//ESTs//l . 3e-87 : 46 1 : 94//HS. 22399 : AA53 1016 
R-OVARCI 000781//ESTs//8. 3e-119: 572 : 97//HS. 41972: AA626793 
R-OVARCI 000787//ESTs//7. 4e-18: 1 1 5: 93//Hs. 1 64036: AA845659 
R-OVARCI 000800/ /M I TOCHDNDR I AL STRESS-70 PROTEIN PRECURS0R//4. 9e-1 
9: 1 19:95//Hs. 3069: L1 1 066 

R-OVARCI 000802//ESTS//2. 2e-41 : 383 : 78//Hs. 1 61 228 : AI41 9764 
R-OVARC 1000834//Hoao sapiens aRNA for atopy related autoantigen CA 
LC//1 . 2e-l 06 : 536 : 95//Hs. 6 1 628 : Yl 77 11 

R-0VARC1000846//Clathr in, light polypeptide (Lcb)//1. 6e-66:282:87/ 
/Hs. 73919: X81637 

R-OVARCI 000850//Hoao sapiens P839 nRNA, coapiete cds//1.2e-t 15:57 
9:96//Hs. 18910: AF045584 

R-OVARC 1 000862//EST//4. 3e- 1 4 : 1 29 : 81 //Hs. 1 50663 : AA923096 
R-OVARCI 000876//ESTS//1 . Oe-! 1 5 : 573 : 96//HS. 87287 : A 1 1 50674 
R-OVARCI 000883//ESTS//3. 5e-1 09 : 523 : 98//Hs. 28423 : A 1 336292 
R-OVARCI 000885//ESTS, Highly siailar to HYPOTHETICAL 0X1 DOREOUCTA 
SE IN ROCC-PTA INTERGENIC REGION [Bacillus subti I is]//7.9e-98:S25: 
93//HS. 10366: *2 1953 

R-OVARC 1 0Q0886//E5TS//8. 2e-79 : 41 7 : 94//Hs. 7729 : AA830777 
R-OVARC 1 000891 //ESTs//6. 8e-75:401 :94//Hs. 5833:H15401 
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R-OVARC 1 0008 97//ESTs//3. Se-91 : 440: 9B//Hs. 1 25264 : AA873350 
R-OVARC 10009 12 

R-0VARC1 00091 5//ESTs//1 . Oe-45 : 328 : 82//HS. 1 63980 : AA71 581 4 
R-0VARC1 000924//ESTs//1 . Qe-100: 501 : 96//Hs. 30204 : AA497 1 27 
R-0VARC1 000936//EST//3. 0«-74: 367 : 98//Hs. 1 45098 : AA42 1 696 
R-OVARC1000937//EST//1. Ie-S3: 290: 9S//Hs. 162846:AA631215 
R-OVARC 1000 94 5//ESTs//4. 9e— 5 1 : 301 : 89//H*. 20100: V2S794 
R-OVARC 1 000948//EST s//3. 7e-67: 332 : 98//H*. 1 1 2570: AA621 971 
R-OVARC! 0009S9//Saa 1 1 indue i bit cytokine AS (RANTES)//7. 2e-44: 283: 
86//HS. 1 55464 :AF0882 19 

R-OVARC! 000 960//Hoso sapiens KIAA039S aRNA, partial cds//1 . 1 e-41 : 3 
48 :80//Hs. 43681 :AL022394 

R-OV ARC 1 00097 1//EST//6. 2e-05: 126:70//Hs. 160491 :AI254909 

R-OVARC 1 000984//ESTs. leakly siailar to No definition line found 

CC. el egans]//3.5e-68 : 346: 96//HS. 25544 :AA532784 

R-OVARC 1 000996//EST//0. 12:92: 71 //Hs. 1 1 7141 : AA678811 

R-OVARC1 000999//Hoao sapiens KIAA0414 a RNA, partial cds//l . 5e-44: 5 

13:73//Hs. 1 27649 :A8007874 

R-OVARC1 001 000//ESTs//1 . 8e-22 : 1 98 : 80//Hs. 140608 :NS3448 
R-OVARC 1 001 004//Huaan kpn i repeat arna (edna clone pcd-kpni-4), 3‘ 
end//1. 7e-28: 181 :77//Hs. 1 39107: K00629 
R-OVARCIOOl 01 0//EST//2. 1e-09: 92:85//Hs. 1 47893 : A 1 223270 
R-OVARC1001011//EST//2. 4e-14: 200: 75//Hs. 1 49290 : A 1 248 1 17 
R-OVARC 1 001 032//EST//2. 7e-29 : 304 : 73//Hs. 1 41 733 : *80630 
R-OVARC 100 10 34//Hoao sapiens apoptotic protease activating factor 
1 (Apaf-1) aRNA, coaplete cds//2. !e-09: 1 37: 74//Hs. 77579 :AF01 3263 
R-OVARC 100 10 38//Hoao sapiens TRIA01 type I aRNA, coaplete cds//4. 1 
e— 101 : SOI :96//Hs. 9899: AF099149 

R-OVARC! 00 1 040//EST1//2. 9e-87 : 41 5 : 99//H*. 1 328 1 2 : A 1 032046 

R-OVARC 1 001 044//ESTs// I . 1 e-83 : 432 : 96//HS. 55043 : N94384 

R-OVARC1 00 1 05 1 //60S RIBOSOMAL PROTEIN L41//1. 2e-16: 124:88//Hs. 1081 

24:212962 

R-OVARC1001055//ESTs//2. 4e-23: 238: 76//HS. 141421 :H99231 

R-OVARC! 001 Q62//ESTs//3. 4e-92 : 469: 96//Hs. 346S8 : N986S2 

R-OVARC 100 1068//Hoao sapiens Era CTPase A protein (HERA-A) aRNA, p 

art ia I cds//7. 3e-97 : 463 : 98//Hs. 3426 : AF082657 

R-OVARC 1 00 1 072//ESTs//1 . 3e-34 : 227 : 89//Hs . 1 26704 : *95844 

R-OVARC 100 1074 

R-OVARC 1 001 085//Huaan T-cell leukeaia virus enhancer factor//! . 0:9 
4: 69//Hs. 103126:1157029 

R-OVARC 1001 092//Hoao sapiens aRNA for JMS protein, coaplete COS (c 
lone IMAGE 53337, LLNUI 10F1857Q7 (RZPD Berlin) and LLNLc110C0913Q 
7 (RZPO Berlin))//!. 4e- 96 : 325: 98//Hs. 21753: AJ00S897 
R-OVARC 1 001 1 1 3//Hoao sapiens diaphanous 1 (HDIA1) a RNA, coaplete c 
ds//3. 3e-75: 386: 9S//Hs. 26584: AF051 782 

R-0V ARC 1001 1 I7//Huaan G protein-coupled receptor (STRL22) aRNA, co 
aplete cds//3. 9e-37: 283:84//Hs. 46468:U45984 
R-OVARC 100111 8//ESTs//5. 3e-99 : 485 : 97//Hs. 130815: AA936548 
R-OVARC 10011 29//EST s//9 . 8e-66 : 3 5 1 : 95//Hs .18616: T993 1 2 
R-OVARC) 001 1 61//ESTs, Moderately siailar to ! ! ! ! ALU SU8FAMILY SX 
■ARMING ENTRY MM [H. sapiens]//2. 2e-66: 346:95//Hs. 53263 : AA 173226 
R-OVARC 10011 62//EST// 1 . Se-44 : 376 : 80//Hs .161917: AA48 32 2 3 
R-0VARC1 001 1 67//ESTs//4. 7e- 1 1 0 : 548 : 96//HS. 35254 : A 1 1 33727 
R-OVARC1 001 1 69//ESTs//0. 22:152: 68//HS. 1 49424 : A 1 274200 
R-0VARC1001 1 70//Saa 1 1 inducible cytokine AS (RANTES)//1. 8e-42: 305: 
84//Hs. 1 55464: AF08821 9 

R-OVARC1001 173//EST//2. 5e-35: 182:84//Hs. 161917: AA483223 
R-OVARC I 00 1 1 80//Huaan aacrophage-derived cheaokine precursor (KDC) 
aRNA. coaplete cds//6. 6e-64: 247: 80//Hs. 97203 :U83 171 
R-OVARC 1001 1 88//ESTS//4. 1 e-18: 296 : 69//Hs. 1 39197 : AA228343 
R-OVARC I 001 200//ESTs//2. 0e-28: 207: 85//Hs. 35121 :AA877826 
R-OVARC 1001 232//ESTs//3. 2e-61 :358: 91//HS. 6449 *95025 
R-OVARC 1 001 240//EST s//6. 7 e-45 : 3 1 6 : 85//HS. 121675: AA629668 
R-0VARC1 001 243//ESTs//2. 3e-86 : 409 : 99//HS. 163091 : AA74236 1 
R-OVARC1001261//ESTs//0.63:125:64//Hs. 1 55743 : A 1 3441 66 
R-OVARC 1 001 268//ESTS//8. le-20: 1 13:98//Hs. 1 09477 :AA477 929 
R-OVARC 1 001 270//ESTs//l . 5e-107: 530: 97//HS. 62905: AA460708 
R-OVARC1001 271//ESTs//4. 5e-36:401 : 72//Hs. 201 90: AA525532 
R-OVARC 1 001 282//EST//4. 0e-9l : 428 : 99//Hs . 1 45599: A 12631 13 
R-OVARC1 001 296//ESTs//2. 6e-63 : 301 : 100//HS. 125753 : AA740885 
R-OVARC 1 001 306//Hoao sapiens aRNA for KIAA0518 protein, partial cd 
s//3. 8e-70: 334 : 1 00//Hs. 23763 : ABO! 1 090 

R-OVARC 1001 329//Clathr in, light polypeptide (Lcb) //I. 3e-68: 304:83/ 
/Hs. 73919:181637 

R-OVARC 1 00 1330//Pro I ine arginine-rich end leucine-rich repeat prot 
e i n// 1 . 0 : 1 47 : 6 3//Hs . 76 494 : 114 1 344 

R-OVARC 1 00 1339//Saa 1 1 inducible cytokine AS (RANTES)//S. 0e-48:452: 
76//H*. 1 55464: AF0882I9 

R-0VARC1 001 341//ESTs, Moderately siailar to MM ALU SUBFAMILY SQ 
■ARNINC ENTRY MM [H. sap i ent]//6. 9e-8S: 464: 93//Hs. 23651 :AA650356 
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R-OVARC1001342//40S RIB0S0MAL PROTEIN S8//4. 9e-l 10: S68:9S//Hs. 1 186 
90: X67247 

R -OVARC 1 00 1 344//ES T//3 . 6 e-44 : 34 1 : 8 1 //Hs . 1 6 2 1 97 : AA5352 1 6 

R-OVARC 1 001 357//TUMOR-ASSOCI ATED ANTIGEN L6//9. 8e-44:250:93//Hs. 33 

37:M9Q6S7 

R-OVARC 100 I 360//ESTs//5. 2e-11 0 : 534 : 98//Hs. 24743 : AA843844 

R-OVARC 1001 369//ESTs//1 . 7e-98:478:97//Hs. 7729: AA830777 

R-OVARC 1 001 372//ESTs//2. 6e-97 : 456 : 99//Hs . 1S3G48: Al 341415 

R-OVARC 1 001 376//Hoao sapiens aRNA for K IAA0S7S protein, coaplete c 

ds//1. 1e-53: 344:72//Hs. )53468:AB01 1 147 

R-0VARC1 001 381 //ESTS//5. 1 e-1 9: 200 : 66//Hs. 114031: AA700958 

R-OVARC 1 00)391 

R-OVARC1 001 399//ESTS//0. 0039 : 48 : 95//Hs. 1 1 7964 : N2091 3 

R-OVARC 1001 41 7//Hoao sapiens EXLM1 aRNA. coaplete cds//3. 2e-1 1 1 : 56 

1 :95//Hs. 21S86:AB0066S1 

R-OVARC100I41 9 

R-OVARC1 001 425//EST//5. 7e-20 : 395 : 66//HS. 1 59707 : Al 393 1 36 

R-OVARC1 001 436//ESTS//9. 6e-90: 427 : 99//Hs. 6982 : AA622427 

R-OVARC! 0O1 442//ESTs//1 . 1 e-66 : 3 1 7 : 1 00//Hs. 1 8437 : A I 206 345 

fi-OVARC) 001 453//ESTs//2. 0e-20: 1 63 : 84//Hs. 1 33503 : AA628S92 

R-OVARC 1 001 476//EST//0. 23:125: SS//Hs . 7 1 444 : AA 1 3 1 700 

R-OVARC1 001480//ESTs//3. 1 e-56 : 1 81 : 97//Hs. 40109: AA928694 

R-OVARC 1 00 1489//ESTS//1 . 0 : 297 : S8//Hs. 86723 : AA393089 

R-OVARC 100 1 496//Hoao sapiens C-terainal binding protein 2 aRNA, co 

aplete cds//3. 0e-1 1 7: 585: 96//Hs. 6534: AF0! 6507 

R-OVARC 1 00 1506//Saa 1 1 inducible cytokine A5 (RANTES)//!. 8e-48: 283: 
90//Hs. 155464 :AF0882 19 

R-OVARC 100152 5//EST//0. 80:170: 60//HS . 1 57 398 : A 1 3 64539 

R-OV ARC 1 001 542//Ho«o sapiens hJTB aRNA, coaplete cds//1.6e-111 :56 

6: 95//Hs. 6396: A801 6492 

R-OVARC 1 001 547//ESTs//S. 7e-1 05 : 564 : 93//Hs. 6883S: AA088388 
R-OVARC 1 00 1S77//Hoao sapiens SRp46 splicing factor retropseudogene 
BRNA//4. 4e-20: 1 S0:89//Hs. 1 55160: AF031 166 

R-OVARC 1 00 1600//Huaan aRNA for KIAA0118 gene, partial cds//8.6e-2 
1 :282:72//Hs. 1 54326 :D42087 

R-OVARC 1001 6 10//ESTs//4. 6e-1 08 : 555 : 95//HS. 44295: N3201 9 
R-OVARC1 001 61 1//ESTs//0. 0021:117: 71 //Hs. 1 35568 : AA972965 
R-OVARC 1001615/ /Hoao sapiens KIAA0409 aRNA, partial cds//9. 2e-l9: 1 
14: 78//Hs. 5158: AB007869 

R-OVARC 1 001 668//ESTS//1 .0:127: 69//Hs. 1 S3290 : A 1 022659 
R-OVARC) 001 702//ESTs//4. 8e-44: 225 : 97//Hs. 96855: AA346854 
R-OVARC1 OO 1703//ESTs//2. 3e-89: 426 :99//Hs. 27099: *60080 
R-OVARClOOl 71 l//ESTs//1 . 9e-57: 251 : 99//Hs. 9732 : AA527784 
R-0VARC1Q01 726//ESTs, Highly siailar to APICAL PROTEIN [Xenopus I 
aev i s]//1. 2e-27 : 236 : 81 //Hs . 1 5485: AA0469S4 

R-0VARCl001731//Tropoayosin 4 (f ibrobl as t)//7. 9e-74: 422 : 90//Hs. 102 
824:X05276 

R-OVARC 1 001 745//Huaan aRNA for tryptophan hydroxylase <EC 1.14.16. 
4)//1 . 7e-62 : 300: B3//Hs. 144563: AF057280 

R-OVARC 1 001 762//ESTs. leakly siailar to N-TERMINAL ACETYLTRANSFERA 
SE I [S.cerevisiae] //6. 8e- 100: 540 : 92//Hs . 11 77 4 1 : AA90 3456 
R-OVARC 1 00 1766//Hoao sapiens eukaryotic translation initiation fac 
tor elF3, p35 subunit aRNA, coaplete cds//1 . 1 e-109: 567: 94//Hs. 1553 
77:U97670 

R “OVARC 1 00 1 767/ /Hoao sapiens aRNA for KIAA067S protein, coaplete c 

ds//2. Oe- 1 09: 529 : 97//Hs. 1 5869 : ABO 1 4575 

R-OVARC1 001 768//ESTs//3. 5e-59: 327 : 94//Hs. 107923 : H661 27 

R-OVARC100I 791//E5Ts//l . 3e-1 1 1 : 565: 96//HS. 6107: AA1 60604 

R-OVARC1 001 795//ESTs//2. 8e-97: 526 : 93//Hs. 72 1 58: AA1 56978 

R-OVARC1 001 802//Hoao sapiens DEC-205 aRNA. coaplete cds//4. 8e-36 : 2 

76: 81//Hs. 1 53563 : AF0 11333 

R-OVARC1001 805//ESTs//4. 1e-78:375: 98//Hs. 126902:41374688 
R-OVARClOOl 81 2//EST//4. 8e-45 : 349: 8O//H1 . 1 62677 : AA604831 
R-OVARC 1001 81 3//Hobo sapiens aRNA for K1AA0538 protein, partial cd 
s//2. 1 e-l 5: 51 9:63//Hs. 25639: AB0 1 1110 
R-OVARC 1 001 820//ESTS//9. 5e-S0 : 3 14 : 8Q//Hs. 1 40491 : *52705 
R-OVARC1001 828//ESTs//0. 1 1 : 1 86 : 63//Hs. 29055: Al 374621 
R-OVARC 100 1 846//ESTs//0. 34 : 1 34 : 66//Hs. 1 52 992 : A 1 242 1 60 
R-OVARC 1001861 //ESTs//2 . 3e- 1 9 : 1 20 : 92//HS .42225:831809 
R-OVARC 100187 3/ /Hoao sapiens clones 24718 and 24825 aRNA sequence/ 
/!. 9e-105: 571 :91//Hs. 25300:AF07061 1 
R-OVARClOOl 879//EST//1 . 3e-24: 185: 85//Hs. 1 3661 7: AA630476 
R-0VARCI001 880 //Hobo sapiens aRNA for KIAA0575 protein, coaplete c 
ds//2. 2e-49 : 302 : 90//Ha. 1 53468 : AB0 11147 
R -OVARC) 00 1 883//ESTS//1 . Oe-5 1:295: 93//HS . 1 64059 : AA4473 1 0 
R-OVARC 1 00 1900//Hoao sapiens tuaorous iaaginal discs protein Tid56 
hoao log (T I D1 ) aRNA, coaplete cds//1. 6e-87:346:90//Hs. 6216:AF0617 
49 

R-OVARC1 001 901//ESTs//6. 8e-24: 132:98//Hs. 130797:AA904435 
R-OVARC 1 00 1 9 1 1 //ES T s// 1 . I e-8 8 : 4 9 l : 92//HS . 32 34 3 : *7 3 8 5 5 
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R-0VARC1 001 91 6//ESTs//7. 9e-97 : 491 : 95//Hs. 24989 :H97842 
R-0VARC1 001 928 

R-0VARC1001 942//EST*. Weakly similar to N- TERN INAL ACETYLTRANSFERA 

SE 1 [S.cerevisiae]//2.5e-39:253:B8//Hs. 117741 :AA903456 

R-0VARC1 00! 943//ESTs//9. 3e-13:78:100//H». 1 43680 : *38637 

R-0VARC1 00 1 949//EST s, Highly siailar to ZINC FINGER PROTEIN 8 [Ho 

■o sapiens]//!. 3e-96:498:94//Hs. 22744:AI379892 

R-OVARC1001 950//EST//I. 3e-3S:236:81//Hs. 1 32635 : A 1032875 

R-0VARC1001 987//ESTs//5. 6e-94: 514: 92//Hs. 21 148: A 1 183729 

R-OVARC1001 989//ESTs//9. 7e-46: 228: 99//Hs. 127046: AA935887 

R-OVARC1002044//ESTs//3.4e-45:3Q3:85//Hs. 1 32722 :AAS 18531 

R-0VARC1 002050//Hoao sapiens aRNA for KIAA0465 protein, partial cd 

s//4. 4e- 1 09 : 542 : 96//Hs . J 08258 : A8007934 

R-0VARC1 002066//ESTs//8. 5e-97 : 455 : 99//Hs. 1 35477 : A 1 088556 

R-OVARCI 002082/ /Hobo sapiens aRNA for KIAA0772 protein, complete c 

ds//8. 1 e-47 : 340 : 82/ /Hs . 1 SS 1 9 : AB0 1 831 S 

R-OVARC1 002 1 07//ESTs//5. 9e-1 03 : 498 : 9S//Hs. 1 57207 : AA629860 

R-0VARC1 002 1 27//ESTs//3. 0e-87 : 41 9 : 98//Hs. 1 27833 : A 1 3471 30 

R-0VARC1 002 1 38//EST s. Weakly siailar to HYP0T1CTICAL 54.7 K0 PROTE 

IN C07A9. t IN CHROMOSOME Ml [Caenorhabdi t i s elegans]//!. 7e-102:48 

5: 98//Hs. I3751G:AA805691 

R-OYARCl 002143//ESTs//1 . 3e-79 : 428: 92//Hs. 1 581 26:126825 
R-OVARCI 002 1 56//ESTs//l . 6e-38 : 1 98 : 98//Hs. 22957 : AA478923 
R-OYARCl 002 158//ESTs//7. 3e-81 :412:96//Hs. 12211 :AA90863! 

R-0YARC1 002 1 6S//E$Ts//l . 8e-09 : 1 54 : 72//Hs. 49354: AA4241 60 
R-0YARC1 002 1 82//ESTs//4. 3e-80 : 465 : 91//Hs. 77067 : AA040478 
R-PLACE 1 000004//ESTs, Weakly siailar to TEICHOIC ACID BIOSYNTHESIS 
PROTEIN A [Bacillus subti I is]//7. Se-32: I64:99//Hs. 1441 94:AA706337 
R- PUCE 1 00000 S//EST//0. 37: 212: 60//Hs. 127020: AA934920 
R-PLACE 1000007//Hoao sapiens clone 24422 aRNA sequence//3, 8e-16: 10 
0:97//Hs. 1092(8 :AF070S57 

R-PLACE 100001 4//EST//9. 6 .-44344 : 77//Hs .161917: AA483223 

R-PLACE 1 000031 / /EST s//2. 2e-32 : 374: 70//Hs. 1 1 7969: H94870 

R-PLACE 1 000040/ /EST s//0. 00017:316: 59//Hs. 23342 : A 1 31 0440 

R- PLACE 1 000048//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//4. Be- 7 9 : 5 1 9 : 86//HS . 2 3 094 : N 1 9 503 

R-PLACE 1 000050//ESTs//9. 7e-90 : 453 : 96//HS. 2741 0 : N256 1 2 

R-PLACE1 00006 1//Ribosoaal protein L37a//5. 5e-22: 126: 97//Hs. 1946: LO 

6499 

R-PLACE 1000066//ESTs. Weakly siailar to coded for by C. elegans cO 
l»A yklOclO. 3 [C. elegans]//!. 4e-61 :331:94//Hs. 30026: Al 356771 
R-PLACE1 000078/ /EST s//2 . 6e-30 : 21 2 : 85//HS. 89312: AAt 67659 
R-PLACE 1000081 
R-PLACE 1000094 

R-PLACE 1 000 1 33//ESTs//4. 4e-87 : 448 : 94//HS . 93748 : AA884S05 

R-PLACE 1 0001 42//E5Ts. Weakly siailar to enoyl-CoA hydratase [H.sap 

i ens] //5. 5e- 1 03: 538 :94//Hs. 9670 :AA632 135 

R- PLACE 1 0001 84//Hoao sapiens estrogen-related receptor gaaaa aRNA, 
coaplete cds//4. 1e-1 14: 594: 94//Hs. 1 51017: AF0S8291 
R-PLACE 1 0001 85//ESTs, Weakly siailar to No definition line found 
[C. el egans]//2. Os-1 9: 1 1 4: 9S//Hs. 7036:122072 
R-PUCEI 0002 1 3//ESTS//9. 4e-99 : 494 : 96//Hs. 24398 : A 1 262946 
R-PLACE1 00021 4//ESTs//5. 3e-98 : 466 : 98//Hs . 2866 1 : AA80S91 6 
R-PUCEI 000236//Huaan BENE aRNA. partial eds//1. 7e-l9: 162:84//Hs. 8 
5889 :U1 7077 

R-PUCEI 000246//EST//0. 026: 134:66//Hs. 13561 1 : Z21545 

R-PUCEI 000292//ESTs//2. Se-80 : 41 8 : 96//Hs . 1 38233 : N5791 2 

R-PUCEI 00033 2//EST//1. 7e-82: 422 : 96//Hs. 118637:T61940 

R-PUCE J000347//ESTs//8. 5e-36: 180: 100//HS. 6377 : AA632424 

R-PUCE 1 000374//ESTs//2. 8e-90 : 434 : 98//Hs. 1 6 1 785 : A 1 423 1 26 

R-PUCE 1 000380//ESTS//1 . Oe-81 : 399 : 97//HS. 471 05: A 1 334994 

R-PUCEI 000383//ESTs//3. 7e-75:405: 94//HS. 23200: AA203708 

R-PUCE 1 000401 //ESTs//!. 4e-16: 212: 72//Hs. 1 51665: AA020959 

R-PLACE 1 000406//ESTS//2. le-51 :259:97//Hs. 12965! :N53089 

R-PLACE 1 00042 0/ /EST s//7 . 7e-92:471 :95//Hs. 144407:AA737799 

R-PLACE 1 00042 1 //ESTs//2 . 9e- 1 4 : 282 : 67//HS . 1 42068 : AA1 76 1 25 

R-PUCE 1 000424//EST//2. 9a-35 : 453 : 70//HS. 162404 : AA573 1 3 1 

R-PLACE 1 000435//Hoao sapiens protein phosphatase with EF-hands-2 I 

eng fora (PPEF-2) aRNA, coaplete cds//l. 6e-47:472:77//Hs. 1 1 3259: AF 

023456 

R-PUCE 1000444//ESTs. Moderately siailar to platelet glycoprotein 
Mb precursor [H. sapi ens]//2. 0«-58:410:81//Hs. 97579:AA3981 18 
R-PUCE 1 000453/ /ESTs//2 . 3e-85 : 442 : 95//Hs . 972S : AA03 9793 
R-PUCE 1 000481 //ESTs, Weakly siailar to Ndr protein kinase [H. sapi 
ens]//3. 2e- 109 : 549 : 95/ZHs. 1 9074 : U69566 

R-PUCE 1 000492//ESTs. Highly siailar to vacuolar protein sorting h 
oaolog r-vps33b [R. norvegi cus]//3. Se-83: 43S: 94//Hs. 2651 0: AA700425 
R-PUCE 1000S40//ESTs//3. 2 e— 58 : 28 1 : 99//Hs. 1 18270: AA844729 
R-PUCEI 000547//Hoao sapiens aRNA for KIAA0640 protein, partial cd 
J//2. 2e-32 : 208 : 88//Hs . 1 53026 : AB01 4540 
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R-PUCEI 000562//ESTs, Weakly siailar to HYPOTHETICAL 23.0 KD PROTE 
IN IN IXRI-TFA1 INTERGENIC REGION [Saccharoayces cerevisiae]//!. 9 
e-26:220:81//Hs. 163791 : W2S348 

R-PLACE 1 000 564//ESTS //l . t e-54 : 302 : 92//Hs . 1 58520 : Al 380485 
R-PLACE 1000 58 3//Huaan aRNA for KIAA0355 gene, coaolete cds//5.Se-4 
3:404:75//Hs. 1 5301 4: AB0023S3 

R-PUCEI 000588//Guany I ate binding protein 1. i nterferon-induc ible, 
67kD//6. 1e- 79: 542:8 2//Hs. 62661 :N55542 
R-PUCEI 000596//ESTs//0. 0028: 364: 59//HS. 106090: AA457030 
R- PUCE 1 0005 99//Huaan aRNA for KIAA011S gene, partial cds//4. 3e-4 
9:295: 90/ZHs. 1 54326: 042087 

R-PLACE 1 00061 0//ESTS//0. 001 0: 1 04 : 74//HS .17413: N4S30I 

R-PLACE 1 000636//ESTs//1 . 8e-64 : 340 : 95//Hs. 1 00895 : AA479308 

R-PLACE 10006 5 3//Hoao sapiens N-acetylglucosaaine-phosphste autase 

aRNA. coaplete cds//5. 3e-l0l : 506 : 96//Hs. 581 9: AF1 02265 

R- PLACE 10 006 56//Hoao sapiens aRNA for JIM protein, coaplete COS (c 

lone INAGE 546750 and LLNLcI 10FI 857Q7 (RZPD Berl in>)//1 . 4e-l02: 55 

9:92//Hs. 29S9S: AJ005896 

R-PLACE 1000706//Hoao sapiens transcription interaediary factor t 
(TIFI) aRNA, coaplete cds//2. Be-10: 281 :64//Hs. 128763 :AF009353 
R-PUCEI 0007 12//ESTS//7. 8e-60: 317 : 95//HS. 8245: AA1 1 5485 
R-PLACE 10007 16 

R-PUCE 1000748//ESTs//8. 9e-87 : 466 : 93//HS. 25245 : AA1 76701 

R-PUCEI 0007 49//EST//0. 019:186: 61//Hs. 1 35443 :A1077396 

R-PUCE 1 0007 55//EST s , Weakly siailar to HYPOTHETICAL HELICASE KI2H 

4.8 IN CHROMOSOME Ml [C. el «gans]//3. 9e-40: 224: 94//HS. 87889:AA2620 

08 

R-PUCE 1000769//Hoao sapiens clone 24566 aRNA sequence//6. 5e-27: 53 
1 :66//Hs. 1 33342: AF070S36 

R-PUCE 1000785//Hoao sapiens aRNA for KIAA0648 protein, partial cd 

s//8. 5e-1 03 : 5 1 3 : 96/ /Hs . 3 1 92 1 : AB01 4548 

R-PUCE 1 000786//ESTS//5. 2e-93 : 449 : 97//Hs. 58389: *74482 

R-PUCE 1000793//H- sapiens aRNA for cheaokine HCC-1//0. 88: 201 : 60//H 

s. 20144:AF088219 

R-PUCE 1 0Q0798//ESTs//1 . 1 e-97 : 508 : 94//Hs . 1 39 1 1 9 : M32 1 89 
R-PUCE 1000841 //ESTs, Highly siailar to guanine nucleotide regulat 
ory protein [H. sapiens]//7. 7e-31 : 220:86//Hs. 1 17576: R331 35 
R-PUCE 1 000849//ESTs//1 . 8e-87 : 459 : 94//Hs . 43 1 00 : AA1 86588 
R-PUCE 1 000856//ESTs//0. 0084: 224: 59//Hs . 145906 : A 1 275039 
R-PUCE 1 000863//EST s , Highly siailar to PUTATIVE 40S RIBOSOMAL PR 
0TEIN YHR148W [Saccharoayces corevi siae]//2. 2e-92:467: 95//Hs. 6118: 
Al 141558 

R-PUCEI 000909//ESTs//4. 7e-89 : 435 : 97//Hs. 95744 : Al 392846 
R-PUCEI 000931 //EST//1 . 9e-28: 26 1 : 73//Hs . 135545 : A 1 09709 1 
R-PUCE 1 Q00948//ESTS//0. 034:329: S8//Hs .114851: AA608697 
R-PUCE 1000972//EST//3. 3e-24: 264: 74//Hs. 1 30321 :AI002941 
R-PUCE1000977//EST//0. 085: 153:65//Hs. 1 31646 :AI025689 
R-PUCE 1000979 

R-PUCE 1 001 000//ESTS//4. 7e-56 : 284 : 96//Hs. 1 1 7978 : AA81 0725 
R-PLACE too 1 007//ESTs, Moderately siailar to NNJd [H. sap tens] //5. 2 
e-63: 343: 93//Hs. 5662 :AA86836I 

R-PUCE 1 00 1 01 0//EST//0. 96:53: 71 //Hs . 96973 : AA35 1 1 46 
R-PUCE 1 00 10!5//Osy toe in receptor//2. 8e-25: 308:71//Hs. 2820: X64878 
R-PUCE 1 00 1 024//ESTI//5. Oe- 1 2 : 79 : 96//HS . 97910: AA404736 
R-PLACE 1 001 036//ESTs//4. 0e-15 : 301 : 65//Hs. 1 37947 : AI025762 
R-PUCE 1001 06 2//ESTS//5. 2e-!5 : 1 99: 73//HS. 1 38982 : AA0S61 20 
R-PLACE 1 00 1 076//ESTS//3. 9e-84 : 406 : 98//Hs. 1 1 5455 : AA678! 24 
R-PLACE 1 00 1088//ESTs//3. 0e-106: 51 8: 97//Hs. 1 58964: AA639580 
R-PUCEI 00 1092//Ho«o sapiens SEC63 (SEC63) aRNA. coaplete cds//0. 0 
35:259: 59//Hs. 31 $75: AF 1001 41 

R-PUCE 1 00 M04//ESTs//6. Ie-I1 5: 582: 9S//Hs. 10972 :AA164268 

R-PUCEI 001 1 1 8//ESTS//6. 9e-81 : 440 : 93//Hs. 5383 : AA91 36 1 0 

R-PUCE 10011 36//E$Ts//7. 4e-4l : 1 68 : 83//Hs. 951 1 5 : AA206594 

R-PUCE! 001 1 68//ESTS//3. 9e-2t : 1 16: 99//Hs. 5897 : AA148834 

R-PLACE1 001171 //ESTs, Highly siailar to CYTOCHROME B-245 LIGHT CHA 

IN [H. sapi ens] //0. 91 :77:71//Hs. 1152M :AA287527 

R-PUCE 1 001 1 85//ESTS//1 . 5e-$5 : 330 : 96//Hs. 26368 : AA789297 

R-PLACE 1001 238//ESTs, Moderately siailar to RNA polyaerase I assoc 

iated factor [M. au scut us] //I. 9e-99: 512: 94//Hs. 24884: AA1 7681 2 

R-PUCE 1 001241 //ESTs//1 . 1 e-81 : 446 : 93//Hs. 42278 : A 1 073464 

R-PLACE 1 001 257//EST//6. 4e-46: 298: 87//Hs. 1 62404: AA5731 31 

R-PUCEI 001 Z72//ESTs//0. 31: 158: 61 //Hs. 42960: N95371 

R-PLACE 1 001 279//ESTs//l . 8e-77 : 376 : 97//Hs. 29276 : AA427780 

R-PLACE 1 001 280//ESTS//1 . 1 e-30 : 1 34 : B9//Hs. 1 63492 : A I 334460 

R-PLACEl OOI 294//EST*. Moderately siailar to GAMET0GENES1S EXPRESSE 

O PROTEIN GEC-154 [M. auscu I us]//2. 7e-22:18t :84//Hs. 48320: AA1 49548 

R-PLACE 100 I 304//ESTs, Weakly siailar to ZINC FINGER PROTEIN 135 [ 

H. sapiens]//4. 2e-34: 195:92//Hs. 86276 :W27601 

R-PUCE 100 1311 //EST s//9. 1e-91 : 438: 97//Hs. 41055: Al 339056 

R-PLACE 1001 323//Huaan t ransaeabrane 4 super faulty protein (SAS) aR 
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NA, complete cds//5. 5e-44: 215: 86//Hs. 50984 :U01 160 
R-PUCE1001 351//ESTs//2. 101 : 494: 97//H*. 23944: A 1 097077 
R-PUCE 1 001 366//Saa I I inducible cytokine AS <RANTES)//8. 7e-43 : 284 : 
8S//Hs. I 55464 : AF0882 1 9 

R-PUCE 1 001 3 77//Hoao sapiens AOAilO (AOAMIO) aflNA, coaplete cds // 
2. 3e-81 : 431 : 93//Hs. 152005:AF009615 

R-PUCE 1001 3 B3//Hoao sapiens done 24538 aRNA sequence//! . Oe-36 : 1 9 
2:97//Hs. 12342: AF055030 

R-PLACE 1 001 384//Hoao sapiens aulti PDZ doaain protein MUPP1 (HUPP 

1) aRNA. coaplete cds//1. 0e-86:456:94//Hs. 21301 : AF093419 

R-PLACE1 00 1 387//ESTs//S. Oe-74 : 383 : 94//Hs . 5501 6 : A 1 298280 

R-PUCE 1 001 39S//ESTs//2. 3e-94 : 473 : 95//HS. 22394 : N3Z5SS 

R-PUCE1001 399//E$Ts//2. 6e-41 :204: 10Q//Hs. 24462 :N36348 

R-PLACE1 001 412//Hoao sapiens clone 643 unknown aRNA, coaplete sequ 

ence//2. 6e-4S : 242 : 95//Hs. 1 1 0404 : AF091 087 

R-PUCE 100141 4//ESTs//0. 0013:77: 75//Hs . 1 446 1 4 : AA2 9 1 800 

R-PLACE 1001440 

R-PLACE1001 456//EST//0. 75: 120:62//Hs. 34011 :H481 IS 
R-PLACE1 001 468//ESTS//4. 0e-80 : 403 : 9S//Hs. 1 31832: Al 01 7547 
R-PIACE1 001 484//ESTS//3. 0e-1 6: 201 : 72//Hs. 1 5341 3: Al 248625 
R-PLACE1 001 S02//ESTs//8. 1 e-31 : 1 61 : 99//Hs. 1 26264: AA45561 7 
R-PLACE 1 001 503//ESTS//2. 4e-37 : 1 76 : 81//Hs. 1 41 581 : AA31 5361 
R-PLACE 1 001 517//Hoao sapiens hCAAl aRNA. coaplete cds//2. 1e-57: 33 
9 : 90//Hs. 4742 : AB006969 

R-PLACE1001 534//ESTs//3. 6e-6l :304:97//Hs. 45207 :AI 042 153 
R-PLACE1001 545//ESTs, leakly siailar to !!!! ALU SUBFAMILY J VARNI 
NC ENTRY !!!! [H. sapiens}//!. 6e-22: 170:85//Hs. 1 55456 :AA707265 
R-PLACE1 001 551//ESTs//l . Se-39: 202 : 98//HS. 1 39269: AA894431 
R-PLACE1001 570//EST//1 . 1 e-70: 495: 82//HS. 144234:052249 
R-PLACE 1 001 602//EST//0. 33 : 297 : S7//Hs. 1 49839 :AI 287601 
R-PLACE1 001 603//ESTs//2. Oe-1 7 : 1 81 : 76//Hs. 1 55334 : AA827904 
R-PLACE1 00161 0//EST//1 . 1 e-86 : 442 : 95/ZHs. 112580: AA608683 
R-PLACE 1001 61 1//Hoao sapiens Histone aacroH2A1.2 aRNA. coaplete cd 
s//1. 1e-42: 217: 97/ZHs. 75258: AF0541 74 

R- PLACE 1001 6 32//ESTs. Highly siailar to ZINC FINGER PROTEIN 91 [H 
oao sapiens]//!. Se-78: 458: 91//Hs. 114547: AA16709S 
R-PLACE1 001 634//ESTS//0. 0035 : 40: 97//Hs. 1 01 577 : A 1 1 68526 
R-PLACE 1 00 1640//ESTs//0. 0028 : 377 : 57//Hs. 131044:061640 
R-PLACE1 001672//ESTs. Moderately siailar to Ml! ALU SUBFAMILY J ■ 
ARMING ENTRY !!!! [H. sapiens] //0. 98: 141 : 62//H*. 153060: AA1 95804 
R-PLACE 1 001 691//Hoao sapiens okadaic acid-inducible phosphoprotei n 
(0A48-I8) aRNA. coaplete cds//4. 7e-1 13: S45:97//Hs. 3688: AF069250 
R-PUCE 1001 6 92//EST//3.0e-43: 430 :75//Hs. 162975: AA679 124 
R-PUCE1 001 705//ESTs//3. 0e-81 : 41 8 : 94//Hs . 22646 : A 1 374903 
R-PUCE1001 716//EST//0. 76: 1 S0:62//Hs. 1 28906: AA983667 
R-PUCE 1001 720//ESTs//2.4e-64:385: 90//HJ. 60455: AAO 1 099 3 
R-PLACE1001 729//ESTs//2. 9e-84:418: 96//Hs. 134740: AA2821 71 
R-PUCE1001 739//ESTs, leakly siailar to P68 PROTEIN [H. sapi ens]// 
9. 1e-32: 206 : 89//WS. 6366: AA6141 1 3 

R-PUCE 1001 740//EST//6. 5e-0S: 113: 68//Hs. 1 39949: AA644266 

R-PLACE1001 745//ESTs//3. 3e-92:473 : 95//Hs. 104270: AA236479 

R-PUCEI001 746//ESTS//8. 8e-93 : 443 : 98//HS. 1 1 21 98 : A 1 423937 

R- PUCE 1 001 748//Hoao sapiens aeta I loprotease I (MP1) aRNA. couplet 

e cds//4. 1e-93: 540: 89//Hs. 4812: AF061 243 

R-PUCE1001 756//ESTs//0. 17: 157:66//Hs. 141565 N64662 

R-PUCE100176I 

R-PUCE 1 001 771//ESTS//0. 92:165 : 62//HS . 47387 : MSI 980 

R-PUCE1001 781//ESTs//5. 7e-84:437 : 95//HS. 23363 :AA081 236 

R-PUCE 1 001 799//EST//0. 00039 : 1 26 : 65/ZHs. 123267 : AA807352 

R-PLACE 1 001 81 7//Hoao sapiens ATP-specific succinyl-CoA synthetase 

beta subunit (SCS) aRNA. partial cds//1. 3e-93: 463: 95//Hs. 40820 :AFQ 

58953 

R-PLACE1001B21//Saall inducible cytokine A5 (RANTES)//2. 7e-35: 328: 
75//HS.1 55464 AF0882 19 
R-PUCE 100 1845 

R-PUCE 1 001 869//EST//1 .0:207: 62//Hs. 1 37298 : 132868 
R-PUCE1 001 897//ESTs//2. 4e-23 : 2 1 9: 80//HS. 7503 : HS0009 
R-PUCE1 001 91 2//ESTs//l . 5e-32 : 1 62 : 78//HS. 136810: AA789098 
R-PLACE!001920//Hoao sapiens TNF-induced protein CG2-1 aRNA, coapl 
ete cds//3. 9e-74: 363 : 97//Hs. 17839: AF099936 

R-PUCE100I928//Hoao sapiens aRNA for KIAA0623 protein, coaplete c 
ds//0. 85: 130:66//Hs. 1 51406: AB01 4523 

R-PUCE1 001 983//EST1//2. 8e-66 : 334: 96//HS. 11 01 5S : AA0073 1 3 
R-PUCE1 001 989//ESTs//l . 3e-88 : 453 : 95//HS. 1 3271 7 : AA1 7 1 941 
R-PUCE 1002046 

R-PUCE1002Q52//ESTs//1. 7e-79:428: 94//H*. 6737 :N32 595 
R-PUCE 1 002066//ESTs//2. 8e-82 : 427 : 94//Hs. 1 32972 : AA543094 
R-PUCE 1 002072//ESTs//0. 27:108: 66//Hs. 123163: AA8096 1 9 
R-PUCE 1002073//EST//5. Se-70: 369: 95//Hs. 1 32339: AI0285S2 
R-PUCE 1 002090//ESTs//6. 3e-73 : 361 : 96//Hs. 1 34469 : AA73 1632 
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R-PUCEt0021 1 5//EST s//4. 6e-34: 233 : 88//HS . 163443 : R2331 1 

R-PUCE 100211 9//EST s//1 . 2 e-88 : 444 : 96//HS . 1 5725 : AA52 1 293 

R-PLACE 1 002 140//ESTS//6. 6e-22: 1 18: 100//HS. 22793:191937 

R-PUCE 10021 S0//EST$//4. Oe-96 : 465 : 98//HS . 73 1 2 : Al 1 676 1 4 

R-PUCE 1 002 1S7//EST. leakly siailar to LINE- 1 REVERSE TRANSCRIPTAS 

E H0M0L0C [H. sapiens]//3. 6e-39:400:76//Hs. 162172: AA534189 

R-PUCE 1 002 lS3//ESTs//3. 2e-83:428: 95//Hs. 13701 1 :AI 185965 

R-PUCE1002l71//ESTs//5. 3e-68: 392: 90//Hs. 62273 :AA1 43745 

R-PUCE1002205//ESTs//1. Se-39 : 2 1 1 : 9S//Hs. 28338 :N48793 

R-PUCE1 00221 3//ESTs//5. 1 e-38 : 2 90 : 83//Hs. 14681 1 : AA4 1 0788 

R-PUCE 1 002227//EST//1 . 3 e- 1 4 : 2 1 4 : 7 2//Hs. 46979: N49892 

R-PUCE1 002256/ /EST s//2. 4e-1 00 : 484 : 98//Hs. 9343 : A 1 004257 

R-PUCE 10022S9//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//5. 8e-67 : 501 : 81//Hs. 23094: Ml 9503 

R-PUCE1 00231 9//ESTs//1. 4e-28: 1 78: 92//Hs. 7353: AA209308 

R- PUCE 1002 34 2//Hoao sapiens aRNA for K1AA0728 protein, partial cd 

s//1 . 6e-95 : 501 : 93//Hs. 18277: AB018271 

R-PUCE 1 002395//ESTs//3. 6e-25 : 248 : 77//Hs . 3853 : AA034291 

R-PUCE 1 002399//EST s//l . 5e-2 7 : 238 : 78//Hs .13014: 12638 1 

R-PUCE 1 002433//ESTs//4. 3e-l 08 : 511 : 98//Hs. 98324 : AA62 1 959 

R-PLACE1 002437//EST//1 . 2e-06 : 1 58 : 6 1 //Hi. 1 S9833 : T241 1 0 

R-PUCE I002438//Sjogren syndroae antigen B (autoantigen La)//0. 93: 

176:60//Hs. 8371 5: X69804 

R-PUCE 1 002450//ESTs//1 . 5e-89 : 432 : 98//Hs. 47371 : AA1 36333 
R-PUCE 1 002465/ /EST s// 1 . 6e-92 : 488 : 93//Hs . 781 1 0 : AA741 320 
R-PUCE 1002474//Huaan aatrilin-2 precursor aRNA, partial cds//4.9 
e-23 : 1 66 : 85//Hs. 1 9368 : U69263 

R-PUCE 1 002477//ESTs//2. 5e-62 : 305 : 98//Hs. 88605 : AA421 1 32 
R-PUCE 1002493//Hoao sapiens signal transducing adaptor aolecute 2 
A (STAM2) aRNA, coaplete cds//3. 6e-5S: 307: 91//Hs. 17200: AF042273 
R-PUCE1 002499//ESTs//7. 4e-72 : 373 : 96//Hs. 128221 : AA972429 
R-PUCE 1002S00//Koao sapiens KIAA0409 aRNA. partial cds//!. 2e-40: 2 
96 : 83//HS . 51 58: AB007869 

R-PUCE 1 0025 14//ESTS, leakly siailar to •!!! ALU SU8FAMILV SB1 IAR 
NING ENTRY MM [H. sapi ens]//6. 4e-14: 217:69//Hs. 152230: Al 140609 
R- PUCE 1 002529/ /Hoao sapiens aRNA for KIAA0713 protein, partial cd 
s//5. 1 e-88 : 582 : 85//Hs. 88756 : AB01 8256 

R-PUCE 1 00253 2//Hoao sapiens BAC clone RC300E22 froa 7q2l-q31.l// 
2. 7e-1 9:116: 93//Hs. 99348 : AC004774 

R-PUCE1002537//EST$//4.8e-93:440:99//Hs. 164005: AA766491 
R- PUCE 1 00257 1//ESTs, Highly siailar to ACTIN-LIKE PROTEIN 13E [0 
rosoph « I a ae I anogas t er] // 1 . 3e- 1 08 : 555 : 95//H$. 23259: AA532437 
R-PUCE10Q2578//EST//1 . 9e-40: 337: 81//HS. 162404 AA573 131 
R-PUCE 1002583//EST//1 . 2e-07 : 264: 65//Hs. 1 56414 : Al 339738 
R-PLACEI00259l//ESTs//2. 3e-67 : 372 : 94//Hs. 1 43046 : N73 778 
R-PUCE 1002598//ESTs. Highly siailar to PROTEIN H1 1715 [Haeaophil 
us influenzae]//!. 2e-44: 228: 97//Hs. 7527: AA843208 
R-PLACE1002604//ESTs//3. 3e-106: 532: 96//Hs. 86828: AA6 32 147 
R-PUCE 1 0026Z5//EST//3. 8e- 1 3 : 1 73 : 74//H*. 1 38597 : H77749 
R-PUCE 1002665//Saa 1 1 inducible cytokine A4 (hoaologous to aouse M 
ip-lb) //l . 0 : 1 89 : 58//HS. 7S703 : J041 30 

R-PLACE 1002685//Hoao sapiens B cell linker protein BLNK aRNA, alte 
rnatively spliced, coaplete cds//3. 8e-79:390:97//Hs. 124903: AF0681 8 
0 

R-PUCE10027I4//ESTS//8. 2e-63: 340: 93//Hs. 7973:H19830 
R-PUCE1002722//ESTs. leakly siailar to putative G-protein-coupled 
receptor [H. sapiens]//6. 8e-75:445: 90//Hs. 29202: R71S86 
R-PUCE 1 002768//ESTs//1. 2e-70: 359: 95//Hs. 132600: H12865 
R- PLACE 1 002772//ESTs//8. 1 e-49 : 362 : 82//Hs . 1 41 254 : A 1 334099 
R-PUCE1O02782//ESTs//2. 4e-58: 284: 98//Hs. 143545: Al 149014 
R-PLACE1002794//ESTs//5. 4e-21 : 1 14: 1 00//Hs. 77365: 193593 
R-PUCE1 00281 1//ESTs//6. 7e-68: 329: 98//Hs. 78026 :AA45695S 
R-PLACE1 0028 1 S//EST1//6 . 8e-1 03 : 537 : 93//Hs . 5459 : A 1 304392 
R-PUCE 1 00281 6//ESTs//3. 9e-0S: 118: 68//Hs . 98641 : AA42991 6 
R-PUCE 1002834//ESTs. Highly siailar to ZINC FINGER PROTEIN 91 [H 
oao sapiens]//2. te-42 : 233 : 94//Hs. 61 518: AA167094 
R-PUCE 1 0028 39//ESTS//1 . 7e-1 0: 292 : 64//Hs. 9301 2 :R961 42 
R-PLACE 10028 5 1//ESTs//l . 7e-73: 381 : 9S//Hs. 1 35021 : AI096756 
R-PUCEI002853//ESTs//1.2e-89: 453: 96//Hs. 23630 :N57539 
R-PUCE1 002881 //ESTs//l . 1 e-71 : 360 : 96//Hs . 34392 : A 1 066762 
R-PLACE1002908//EST//2. 7e-31 : 177: 94//Hs. 14792S : A 1 249332 
R-PLACE1002941//ESTs//4. Oe-96 : S 1 9 : 9Z//Hs. 1 251 39: AAS2399S 
R-PUCE1 002962 

R-PUCE100Z968//ESTs//4. 7e-3l : 420: 69//Hs. 1 1651 8: AA653202 
R-PUCE 1002991//ESTs//9. 0e-81 :418: 95//Hs. 1 3271 7: AA1 71 941 
R-PUCE1002993//EST*. leakly siailar to !!!! ALU SUBFAMILY SB IARN 
INGENTRY !!!• [H. sapi ens]//1 . 3e-86: 502 : 89//H*. 32232 :AA604268 
R-PUCE1 002996//EST s//l . 9e-44 : 2 1 8 : 100//Hs. 63657 : All 44268 
R-PUCE1 003025//ESTs//8. 4e- 1 04 : 51 7 : 96//Hs. 1 071 1 : All 51 499 
R-PUCE! 003027//Huaan aRNA for KIAA0238 gene, partial cds//0.97:lS 
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6:60//Hs. 82042 :D87075 

R-PUCE 1003044//Hunm onconeural ventral antigen-1 (Nova-1) aRNA, 
coaplete cds//1. 0:200 :63//Hs. 2U:U04840 
R-PUCEl003092//ESTt//0. 0046: 267: 6Q//H*. 1 3309S : AA92777 7 
R-PLAC£1003100//ESTs, Highly siailar to NODUUTION PROTEIN G [Rhi 
zobiua ael i lot i)//9. 5e-94:491 :93//Hs. 63 1 S : A 1 1 3 1 1 78 
R-PUCE 1 003 1 08//ESTs//0. 00065 : 1 84: 66//Hs. 1 S4366 : AA527359 
R-PLACE 1 003 1 36//S i gna I recognition particle 54 kD protei n//0. 057: 3 
17: 59//HS. 49346:051920 

R-PUCE 1 0031 4S//ESTt//1 . 9e-98 : 534 : 92//H*. 61929: AA044757 
R-PUCE 1 003 1 53//EST*//5. 8»-76 :367:98//Hs. 105196: AA483467 
R-PUCEI 0031 74//EST$//1 . 7 1- 44: 226 : 98//Hs. 59688 : AA453924 
R-PUCE 1003 176 

R-PUCE 10031 90//E5T*// 1 . 6e-74 : 356 : 99//H*. 1 21 282 : AJ 091 453 
R-PUCEI 003200//EST*//4. 6e-93 : 46 1 : 96//HS. 24321 : AA97 1017 
R-PUCEI 00320S//ESTs//0. 037:171 : 61 //Hs. 1 57077 : H44802 
R-PUCEI 0032 38//EST*, Weakly siailar to KIAA0001 [H. sapi en*]//2. 5 
e-82: 436: 94//H*. 58561 :W791 23 

R-PUCE 1003249//Huaan high-affinity copper uptake protein (hCTRI) 
aRNA. coaplete cds//7. 9e-44:313:84//Hs. 73614:U83460 
R-PUCE 10032 S6//EST//9 . 6 e-46 : 284 : 88//Hs . 1 62404 : AA57 3131 
R-PUCE 10032 58//ESTs, Veak I y siailar to !!!! ALU SUBFAMILY J WARN I 
NG ENTRY MM [H. sapien$]//8. 3 e- 102 : 551 :92//Hs. 52431 :AA625326 
R-PUCE 1 003296//ESTS//1 . 9e-88 : 451 : 96//H*. 57749 :«92986 
R-PUCE 1003302//ESTs. Highly siailar to ZINC FINGER PROTEIN 43 [H 
oao sapi ens]//8. 2e-93: 458: 96//Hs. 29147: AA883993 
R-PUCE 1003 3 34//ESTs, Weakly siailar to MM ALU CUSS B WARNING E 
NTRY MM [H.sapiens]//3.3e-94:463:97//Hs. I550SO :AA908765 
R-PUCE 1 003 342//ESTs//6.0e-88: 447 :96//Hs. 107527: R66438 
R-PUCEI 003 343//EST//0. 0087 : 412 : 58//Hs. 1 59963 : AA977701 
R-PUCE 1 0033S3//Hoao sapiens breast cancer antiestrogen resistance 
3 protein (8CAR3) aRNA. coaplete cds//l. 1e-99:469:9B//Hs. 6564:U92 
715 

R-PUCE 100336 l//ESTs//3. 5e-64:332: 95//Hs. 163861 :AI 199636 
R-PUCE1003366//ESTs//1 . Oe-87 : 492 : 92//Hs. 72222 : AA1 58234 
R-PUCE10Q3369//EST*, Weakly siailar to ZK105B.4 [C. e!egans]//3. 5 
e-18: 109: 95//Hs. 27670: Al 051 591 

R-PUCE 1003 373//Hoao sapiens aRNA for KIAA0472 protein, partial cd 
s//2. 6e-54: 279 : 80//HS. 6874 : AB007941 

R-PUCE 1 003375//ESTS//1 . 7e-88 : 431 : 91/ Ait. 41 327 : A 1 039909 

R-PUCE 1 0033 83//ESTs//0. 00084 : 1 77 : 64//HS. 1 20695: Al 377755 

R-PUCEI 003401 //ESTs//1. 1e-16: 147:80//Hs. 1 32 1 87 : At 039020 

R-PUCEI003420//ESTs//1.4e-93:481:94//Hs. 122565: Al 1 26840 

R-PUCE 1 003454//EST s// 4. 0e-57 : 310: 93//HS. 121688: AA743697 

R-PUCE 1 003478//EST//1 . 0 : 1 62 : 63//Hs . 1 47003 : Al 1 84671 

R-PUCE 1 003493//ESTs//1 . 2e-73 : 383 : 95//Hs. 28852 : R64270 

R-PUCEI 00351 6//ESTs//3. 2e-23:206:80//Hs. I38632:H97952 

R-PUCEI 0035 19//H. sapiens hnRNP-E1 aRNA//l. 7e-22:236:79//Hs. 2853:2 

29505 

R-PUCE 1003 52 1//ESTs//5. 8e-74:371 :96//Hs. 30818 : AAI 94980 
R-PUCE 1 003 528//ESTs//1. 1e-40:219:82//Hs. I38856:H47461 
R-PUCEI 003537//ESTs. Weakly siailar to aultispanning aeabrane pro 
tein [H. sapi ens]//7. 4e-69: 338: 98//Hs. 1 10439:N93209 
R-PUCE 1003553//ESTs//2. 2e-87:438:97//Hs. 132022: AI04032I 
R-PUCEI 003 566//EST s//1 . 2e-62 : 298 : 92//HS. 30799: A 1052591 
R-PUCEI 003575/ /Hoao sapiens aRNA, chroaosoae 1 specific transcrip 
t KIAA0487//2.4e-22:145:80//Hs. 92381 :AB007956 
R-PUCE1003583//ESTst Weakly siailar to hypothetical LI protein [ 
H. sap i ens)//1 . 5e- 14 : 264 : 6S//Hs. I S82S3 : R861 78 
R-PUCE 1003584 

R-PUCE 1003592//ESTs//l . 3e-1 5 : 21 3 : 69//Hs. 1 39507 : T77542 

R-PUCE 1003593//ESTS, Highly siailar to FRG1 gene product [H. sapie 

ns]//5. 8e-75 : 459 :89//Hs. 23884 :AI 377106 

R-PUCE 100 3 596//ESTs//0. 011: 273: 61//Hs. 71 71 9: AAI 42875 

R-PUCE 1003602//Hoao sapiens eRNA expressed in placenta//7. 8e-97:5 

76: 88//Hs. 56851 : 083200 

R-PUCE 1 003605//ESTs//3. 7e-86 : 407 : 99//HS. 1 36057 : AA9882 99 

R-PUCE100361 1//ESTs//l. 0: 78: 71//HS. 101 248: T26445 

R-PUCE 10036 1 8//ESTs//6. 8e-30: 281 : 79//HS. 1 14455: AA41 1943 

R-PUCE 1003625//ESTs//7.2e-78: 377 :98//Hs. 102708:AA292285 

R-PUCE 1003638//ESTS//6. 7e-38:274:82//Hs. 138852: AA284247 

R-PUCE 1003669//ESTs//9. 7e-83 : 41 8: 95//Hs. 4842 : A 1 342607 

R-PUCE 1 003704//ESTs//3. Oe-l 3: 99 :89//Hs. 8 1648: W2652I 

R-PUCE 1003709//ESTs//0. 01 9: 1 78 : 60//Hs. 32100: N59866 

R-PUCE 1 00371 1 //ESTs//0. 99:126: 63//Hs . 47005 : N98639 

R-PUCE 1003723//ESTs//1. 7e-89:448: 96//Hs. 1S7222:AA766987 

R-PUCE 1 003738//ESTS//2. 5e-36 : 1 82 : 1 00//Hs . 1 22 1 62 : A 1 057087 

R-PUCE 1 003 760//Hue an globin gene//1. 9e-98: 538:91//Hs. 100090:86902 

3 

R-PUCE 1 003762//EST//2. 9e- 1 5 : 1 25 : 8S//H s . 1 62083 : AA48751 2 
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R-PUCEI 003 768//Huaan P042 gene, coaplete cds//3. 1 e-18: 300: 69//Hs. 

1 58302: U88965 

R-PUCE1003771//ESTs//1. 2e-09:64: 10Q//HS. 23799: AI003798 
R-PUCE 1003783//ESTs, leakly siailar to 02085.5 [C.elegans]//3.8e- 
38: 199: 97//Hi. 1 1 51 97: AA21 5757 

R-PUCEI 003 784//ESTS//3. 7e-87 : 428 : 97//Hs. 1 57985 : Al 366909 
R-PUCEI 003795/ /Hoao sapiens aRNA for KIAA0S75 protein, coaplete c 
ds//3. 2e-36 : 236 : 88//Hs. 1 53468 : AB01 1 1 47 

R-PUCE 1003833//ESTs. Moderately siailar to MM ALU SIAFAMILY SC 
WARN INC ENTRY !!!! [H. sapiens]//8. 5e-62 : 31 3 : 96//Hi. 121020: AA526092 
R-PUCEI 003850//ESTs//4. 0e-67 : 35 1 : 96//Hs. 1 59303 : T91 059 
R-PUCEI 0038 58//E ST s//0. 96:87: 66//Hs. 1071 12:AA679058 
R-PUCE 1003864 

R-PUCEI 003870//EST//2. 9e-34 : 281 : 19/ Ait. 1 60895 : A 1 365871 
R-PUCE 1003885 

R-PUCEI 0038 86//EST1//6. 7e-85:410:97//Hs. 25129:193595 

R-PUCEI 003888//ESTs//0. 008S : 1 65 : 64//Hs. 96739 : AA441 91 5 

R-PUCE 1 003 900/ /EST//2. 4e-05: 129:69//Hs. 127931 :AA969259 

R-PUCEI 003903//ESTs. Highly siailar to CTP SYNTHASE [Hoao sapien 

s]//l. 5e-54 : 282 : 96//Hs. 58553 : AAI 00804 

R-PUCEI 00391 5//EST//0. 87 : 5S : 76//Hs. 1 45930 : A 1 275760 

R-PUCE 1 003923/ /EST s//1 . 7 e-89 : 456 : 9S//HS. I4I25:AA156236 

R-PUCE1003932//ESTs//3. Oe-SO : 340 : 84//Hs. 1 51 208 : A 1 1 26 1 1 0 

R-PUCEI 003936//EST//1 . 8e-08 : 208 : 65//Hs. 1 62656 : AA603567 

R-PUCE 1003968//ESTs//7. 4e-49:301 :90//Hs. 93850: AAI 15330 

R-PUCE 1 004 104//ESTs//1. 9 e-46: 254: 94//HS. 96802 :AA4432 31 

R-PUCE 100411 4//ESTS//1 . 2e-64 : 322 : 97//Hs. 28928 : A 1 052052 

R-PUCEI 004 1 1 8//ESTS//1 . Oe-83 : 404 : 98//Hs. 1 1 2764 : AA609770 

R-PUCEI 004 1 28//ESTs//S . 3e-80 : 4 1 5 : 95//Hs. 11835: AA040244 

R-PUCEI 004 1 49//ESTS//7. 2e-2S : 331 : 72//Hs. 1 41084 : H1 1 7 1 4 

R-PUCE 1004 156/Atoao sapiens PYRIN (MEFV) aRNA. coaplete cds//2.0 

e-56 : 491 : 76//Hs. 1 1 3283: AFQ1 8080 

R-PUCEI 0041 6 1//ESTs//2. Oe-59: 355:88//Hs. 1 3830 :AA9 1 8601 
R-PUCE 1 004 183/Atoao sapiens cytochroae c oxidase asseably protein 
com (Com) aRNA. coaplete cds//4. 7e-78:434: 91//Hs. 153504:AF044 
321 

R-PUCE 1 004 197 

R-PUCEI 004 2 03//Hoao sapiens CPI-anchored aeabrane protein COwlOS 

precursor. aRNA. coaplete cds//1. 5e-10S: 501 :98//Hs. 24640: AF069493 

R-PLACE 1 004242//ESTs//1 . 0e-7 1:364: 87//Hs. 1 38632 : H97952 

R-PUCE 1 004256//EST//0. 00 1 1 : 347 : 6 1 //Hs . 1 3 1 3 85 : A 1 02 2630 

R-PUCE 1004257//EST//0. 027:99 : 71//HS. 97S87 : AA398209 

R-PUCEI 0042 58//KERAT IN. TYPE I CYT0SKELETAL 14//0. 72 : 1 80: 63//Hs. 1 

17729: J00124 

R-PLACE 1 004270/ /EST s/ /0 . 0M : 264: S9//Hs. 110044 : AAI 81 800 

R-PUCEI 004274/ /Huaan retinoic acid receptor-beta associated open 

reading fraae. coaplete sequence//0. 28:121 :66//Hs. 1 938 : S82362 

R-PLACE 1004277//Hoao sapiens t*o pore doaain K+ channel (TASK-2) a 

RMA, coaplete cds//1. 4e-107:58l :91//Hs. 1 27007: AF084830 

R-PUCE 1 004284/ /ESTs//S . 0e-22 : 1 87 : 82//Hs .23141:192114 

R-PUCE 1 004289/ /ESTs, Weakly siailar to MM ALU SUBFAMILY J WARN I 

NG ENTRY MM [H. sapiens]//2. 9e-28:279:77//Hs. 38687: AA744496 

R-PLACE I 004302//ESTI, leakly siailar to S0FI PROTEIN [Saccharoayce 

s cerev i s i ae]//8. 2e-61 : 313:9S//Hs. 71 435: Al 253099 

R-PUCEI 00431 6//H. sapiens aRNA for apoptosis specific protein//6. 0 

e-IIS: 590: 94//HS. t 1 171 :Y1 1588 

R-PLACE 1004336//Cy tochroae P450. subfaaily l (aroaatic coapound-in 
ducible), polypeptide 2//6. 7e-69: 572: 77//Hs. 1361 :WS50S3 
R-PLACE 1004 3 5 8 //Hobo sapiens connector enhancer of KSR-like protei 
n CNK1 aRNA. coaplete cds//7. 7e-72: 379: 93//HS. 16232: AF1001 S3 
R-PUCE100437S//ESTs//0. 49: 362: 59//Hs. 138086 UI056309 
R-PLACE1004384//EST//1. 0:47:76//Hs. 1 28546: AA905556 
R-PUCE1004388//ESTI, leakly siailar to contains siaiiarity to ATP 
/GTP-binding site aotif [C. el egans]//t. 3e-98: 572: 90//Hs. 14202 :N460 
00 

R-PLACE 1004405//ESTs//3. 4e-99: 507 : 95//Hs. 28792 : Al 343467 
R-PLACE 1 004425//ESTs//2. 7e-85 : 442 : 95//HS . 12544 : N53665 
R-PLACE 1 00442B//ESTI//1 . 0e-07 : 1 1 4 : 78//Hs .140225: AA704 1 01 
R-PLACEI004437//Huaan NA0+- spec i f ic isocitrate dehydrogenase beta 
subunit precursor, aRNA, nuclear gene encoding ai tochondriai prote 
in, coaplete cds//9. 4e-90:S16: 88//HS. 155410:U49283 
R-PLACE) 004451 

R-PLACE 1 0D4460//ESTi//S. 4a-1 4: 338 : 64//Hs. 97464: AA66Z 980 

R-PUCE 1 004467//ESTs//3 . 3e-85 : 467 : 92//HS . 9527 : 152721 

R-PLACE 1 00447 1 //ESTs//3. Oe-73 : 389 : 94//Hs. 23240 : R46578 

R-PLACE 100447 3//EST s . leakly siailar to F20O1.2 [C. el egans]//3. 8e- 

1 01: SI 0:95//Hs. 16986:189194 

R-PUCE 1 004491 //Huaan a i tochondri al 1, 25-di hydroxyvi taain 03 24-hy 
droxylase aRNA. coaplete cds//0. 23: 278:61//Hs. 89663 : L 1 3286 
R-PLACEl 004506//EST s//2 . 5e-98 : 559 : 90//Hs. 1 9447 : A 1 057 11 7 
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R-PLACE 1 0045 1 0//ESTs//l . 5e-91 ; 436 : 98/ZHs . 24846 : A 1 420493 

R-PLACE 100451 6//EST//1 . 7e-66 : 344 : 96//Hs . 99303 : AA453 1 64 

R-PLACE 1 0045 18//ESTs//S.2e-79: 41 Q:94//Hs. 27091 AA436553 

R-PLACE1 004548/ Aioao sapiens aRNA for sail I CTP-binding protein, c 

oaplete cds//1 . 8e-40:3J2: 72//Hs. 1 15325:084488 

R-PLACE 1004550 

R-PLACE 1 004564//ESTs//5. Se-76: 367: 98//H*. 49683 :AA564742 
R-PLACE 1Q04629//ESTs, leakly siailar to 0S-9 precurosor [H. sapien 
s]//S. I e-40: 272: 87//Hs. 7100:107181 

R-PLACE 1004645//ESTs//6. 3e-14:83: 100//Hs. 17270:AA701903 

R-PLACE 1004646//ESTs//3. 7e-22:231 :76//H*. 141250:H29734 

R-PLACE 1004658//ESTI//2. Oe-12: 109:84//Hs. 23508 :AA1 01 113 

R-PLACE 1 0046 64//Ho»o sapiens aRNA for KIAA0714 protein, partial cd 

s//7. 8e-23: 1 29: 99//Hs. 1231 29: AB01 8257 

R-PLACE 1 004672//ESTS//2. 0e-50 : 256 : 98//H*. 1 36367 : Al 1 44ZS4 

R-PLACE 1004674//HOBO sapiens calciua binding protein (ALG-2) aRNA. 

coaplete cds//1.8e-90:5IO:9»//Hs.800J9:AF035606 
R-PLACE1 004681 //EST//2. 1 e-08 : 283 : 62//Hs. 99543 : AA461 482 
R-PLACE 1004686 

R-PLACE 1 00469 1 //EST//7. 3e-42 : 305 : 82//HS. 141833: AA02 1 552 
R-PLACE 1 004693//EST s//0. 014:135: 64//Hs. 1 45333 : A 1 25 1 374 
R-PLACE 1 0047 16//ESTs, leakly siailar to No definition line found 
[C. el egans]//3. 4e-80:413:94//Hs. 23528: AI279571 
R-PLACE 1 004722//EST//0. 14: 165:63//Hs. 182I3:T97997 
R-PLACE 1 0047 36//ESTS//1 . 0e-72 : 385 : 94//Hs. 1 0657 : M63911 
R-PUCE 1 004740//ESTS//1 .0:267: 58//Hs . 1 0 1 66 1 : AA41 66 1 9 
R-PUCE 1 004743//EST//0. 45:94: 69//HS . 1 47 1 74 : A 11 92 1 95 
R-PLACE1 004751 //EST//9. 8e-32 : 1 74 : 83//Hs. 1 4790 1 : A 1 223374 
R-PLACE 1 004773//Hoao sapiens inversin protein aRNA, coaplete cds// 
2 . 7e-89 : 437 : 95//Hs .104715: AF08436 7 
R-PLACE1004777//ESTs//7. 4e-68:351 :94//Hs. 23395: AA398548 
R-PLACE1 004793//ESTs//1 . 3e-53 : 290 : 78//Hs. 142375: AA3986 19 
R-PLACE 1 004804 //Hoao sapiens aRNA for KIAA0606 protein, partial cd 
s// 1 . 9e-99 : 580 : 88//Hs . 38 1 76 : ABO 1 1 1 78 
R-PUCE 1 0048 1 3//ESTs//7. 6e-86 :433 : 96/ZHs. 85640 : AA535856 
R-PLACE 1 0048 t4//Hoao sapiens okadaic acid-inducible phosphoprotein 
(0A48-18) aRNA, coaplete cds//l. 1e-108: 358:99//Hs. 3688: AF06925O 
R-PUCE 1 0048 15//EST//4. 7e-50: 333: 84//Hs. 142196: AA258356 
R-PUCE 1004824//Prote in kinase, interferon-inducible double strand 
ed RNA dependen t//4. 8e-46: 450 : 76//Hs. 73821 :H35663 
R-PUCE 1 004827//ESTS//2. 3e-48: 250: 96//Hs. 138766 :AA3421 85 
R-PUCE 1 004836//ESTS//2. 7e-39 : 222 : 94//Hs. 78661 : AA1 95299 
R-PUCE 1 004838//EST//0. 056 : 1 98 : 60//Ms .129589: AA99590 1 
R-PUCE 1004840//ESTs, Highly siailar to TRANSCRIPTIONAL ACTIVATOR 
GCNS [Saccharoayces cerevisiae]//6. 5e-7!:381 :93//Hs. 8383: AA01 3272 
R-PUCE 1004868//ESTs//4. 9e-70 : 367 :94//Hs. 100895 :AA479308 
R-PUCE 1 0048 8$//Hoao sapiens protein phosphatase with EF-hands-2 I 
ong fora (PPEF-2) aRNA, coaplete cds//1. 8e-37: 330: 78//HS. 1 1 3259: AF 
023456 

R-PUCE 1 004900//EST//1 . 2e-46 : 306 : 86//Hs. 1 49580 : A 1 2BI 881 
R-PUCE1 00490 2//Suc rase- i soaa 1 1 ase//0. 87 : 254 : 61//Hs. 2996 : X63S97 
R-PUCE 1 00491 3//ESTs//4. Se-7S: 375: 96//Hs. 91 1 1 5 : A 1 221563 
R-PUCE 1 0049 1 8//ESTS//2 . 6e- 1 03 : 5 1 9 : 9S//Hs. 1 43607 : A 1 424948 
R-PUCE1 004930//Hoao sapiens TNF- induced protein GG2-1 aRNA, coapl 
eta cds//6. 6e-102 : 532 : 93//Hs. 1 7839: AF099936 
R-PUCE 1004934//EST//0. 035: 156:67//Hs. 162071 :AA478980 
R-PUCE 1 004937//ESTs, leakly siai iar to F55B1Z.3 [C. e lagans] //6. 4 
e-80 : 409 : 95//HS. 31945: AA7021 66 

R-PLACE 1 0D4969//EST s//9. Sa— 18: 101 :99//Ws. 1 12837:N78013 
R-PUCE1 004972//ESTS//1 . 3e-65 : 337 : 9S//Hs. 75798 : H291 06 
R-PUCE 1 0D4979//EST//1 . 2e-96 : 475: 96//Hs. 1 201 58 : AA708789 
R-PLACE 1004982//ESTs//1 . 0e-98:471 : 98//Hs. 1 06496: AI291776 
R-PLACE 100498S//ESTs//2. 1e-88:456 : 93//HS. 1 35050 :AI420335 
R-PUCE 1005026 

R-PUCE1005027//ESTs, leakly siailar to N-aethy l-D-aspar tate recep 
tor glutaaate-binding chain [R. norvegicus]//0. 72: 145: 66//Hs. 1 121 5: 
N56719 

R-PUCE1005046//Hoao sapiens aRNA for KIAA0S75 protein, coaplete c 
ds//5. 3e-66 : 297: 88//Hs. 1 53468 : AB01 1 1 47 

R-PUCE 1 0D505Z//ESTs, leakly siailar to weak siai lari ty to rat cyt 
osolic acyl coenzyae A ttiioester hydrolase [C. el egans]//! . 2e-l 06 :5 
43: 95//Hs. 18625: A 1 074605 

R-PLACE 1 00 5066//ESTs//3. 9e-92 : 459 : 96//Hs. 62684 : AA806 1 03 

R-PLACE 1005077//Huaan triad in aRNA. coaplete cds//1 . 8e-05: 121 : 69// 

Hs. 68731 :U18985 

R-PUCE 1 00S08S//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//6. 6 
e-49 : 3 1 4 : 74//Hs. 1 1 3283 : AF01 8080 

R-PUCE 1005086//ESTS//1 . 2e-73 : 379 : 94//Hs. 1 1 01 28: AA584364 
R-PUCE 10051 01 //Hoao sapiens (clone zapl28) aRNA, 3' end of cds// 
8. Oe-99 : 53 1 : 92//Hs. 75437 : L40401 
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R-PLACE 1 005 102//ESTS//7. 2e-68: 493 : 84//Hs. 10593: A 1201 336 

R-PUCE 1 0051 08//Huaan ONA f ragaentation factor-45 aRNA, coaplete c 

ds//9. 2e-40 : 232 : 82//HS. 1 55344 : U91 985 

R-PLACE 1 00 5 1 1 1 //EST//8. 1 e- 1 0 : 1 89 : 68//Hs. 1 36356 : AA493225 

R-PLACE 100 5 128//EST1//1. 4e— 78 : 50 1 :87//H$. I5093:AA203423 

R-PUCE 1 005 146//ESTS//4. 8e-93:460:97//Hs. 37896 :AA777349 

R-PUCE 1 0051 62//ESTS//7. 5e-Sl :277:95//Hs. 28838:AI089013 

R-PUCE 1 0051 76//ESTS//5. 4e-75 : 366 : 97//H s. 481 1 9: AA454227 

R-PUCE 1005181 //EST//0 .012:172: S6//Hs. 1 47 1 07 : A 1 1 90589 

R-PUCE 1 0051 87//ESTs//5.6e-72: 363 :95//Hs. 16577 :A 1 022830 

R-PUCE I OQ5206//ESTs//S. 3e-48: 203 :88//Hs. 31 792:H4521 1 

R-PUCE 1005232//ESTs//5. 1e-41 :287:84//Hs. 1 385S2: R99532 

R-PUCE 1 005243//ESTs//1. le-48: 348:83//Hs. 1 1 3310: R16767 

R-PUCE 1 00526 1//ESTS//0. 19: 175:62//Hs. 1 24337: AA829524 

R-PLACE 1 005266/ /EST s// 1 . 9e-22 : 388 : 66//HS. 1 241 46: AA699633 

R-PLACE 1 005277//ESTs//l . Se-29 : 3 1 4 : 72//Ms. 163710: AA02451 6 

R-PUCE 1 005287//ESTs//3. 6e-95 : 456 : 98//Hs. 49282 : AA970322 

R-PUCE 1005305//ESTs//9. 9e-71 : 428 : 88//HS. 144855:41 197937 

R-PUCE 1 005308//ESTS//3. 8e-32 : 1 73 : 96//HS. 58239 : AA2 1 5797 

R-PUCE10053I3//ESTS//5. 2e-74: 409 : 93//Hs. 33368 AA206614 

R-PLACE 100S327//Chroaosoae 1 specific transcript K IAA0491//1 . 7e-10 

4:537: 94//Hs. 1 36309: AB007960 

R-PLACE1 005331 //ESTs//2. 1e-91 : 487 :93//Hs. 9291 :A1 189343 

R-PUCE1 005335//EST*. leakly siailar to F23B2.4 [C. elegans]//3. 8e- 

90:442: 97//HS. 70202 :AA732975 

R-PUCE 1005373//ESTS//8. Oe-93: 526: 91//Hs. 98541 N38901 

R-PUCE 1 00 5374//Hoao sapiens KIAA0395 aRNA. partial cds//3. 3e-44: 3 

44:80//Hs. 43681 :AL022394 

R-PUCE 1 005409//EST//0. 43: 174: 59//HS. 1 62077 . AA479978 
R-PUCE1 0O5453//EST//7. 9e-57: 330: 90//HS. 162306: AA555304 
R-PUCE1005467//ESTS//2. 2a-42: 294:84//Hs. 142257: AA 18842 3 
R-PUCE1 005471 //Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//2. 3e-88: $61 : 86//HS. 23094: Ml 9503 

R-PUCE1005477//Huaan aethionine aainopept idase aRNA, coaplete cds 
//6. 9e-80 : 549 : 83//HS. 78935 : U29607 
R-PUCE100S480//EST//0. 99: 39: 82//H*. 157275: Al 364046 
R-PUCE1 005481 //EST//I. 5e-31 : 281 :79//Hs. 1 32635: Al 032875 
R-PUCE 100$494//Hoao sapiens aRNA for seaaphorin E, coaplete cds// 
0.036:319: 59//Hs . 62705 : AB0002 20 

R-PUCE 1005502//Hoao sapiens forain binding protein 21 aRNA, coapl 
e t e cds//S. 4e-57 : 277 : 98//Hs. 28307 : AF07 1 18S 
R-PUCE 1O05526//ESTs//2. Se-30: 233 :83//Hs. 1 19304: AA443325 
R-PUCE !00S528//Hoao sapiens aRNA for cartilage-associated protein 
(CASP)//8. 9e-20: 321 : 69//Hs. 1 55481 : AJ006470 
R-PUCE 1005530//ESTs//3.7e-81 :438:92//Hs. 103380: Al 291 325 
R-PUCE 1005550//ESTs, Highly siailar to HYPOTHETICAL 40.2 XD PROT 
EIN K12H4. 3 IN CH ROMOS ONE III [Caenorhabdi t is el egans]//5. 2e-95:45 
8: 98//Hs. 381 14: N62927 

R-PUCE 1 005554//ESTs//8. 8e-36 : 267 : 86//Hs. 98288 : AA203555 
R-PUCEI005557//ESTS, Highly siailar to MITOCHONDRIAL 60S RI80S0M 
AL PROTEIN L2 PRECURSOR [Saccharoayces cerevisiae]//2. 2e-64:345:94 
//Hs. 7736:181261 

R-PUCE1 OOS574//E5Ts//2. 3e-27 : 231 :83//Hs. 117771 :R99835 
R-PLACE 1 005584//ESTs//1 . 6e-36 : 1 88 : 98//HS. 1 52050: AA7246 1 2 
R-PUCE1Q05595//ESTs//l . 6e-91 :453 : 96//Hs. 85079:AI 276023 
R-PUCE 1 005603//ESTs//8. 2e-99 : 533 : 93//Hs. 96357 : A 1026927 
R-PUCE 100561 1 //ESTs//5. 2e-28: 183 : 89//Hs. 24941 :AA261857 
R-PLACE l 005623//ESTs//1 . 4e- 102 : 505: 96//Hi. 58382 : AA808964 
R-PUCE 1005630 

R-PUCE1005639//ESTs//1.4e-51 : 256: 98//HS. 1975:172452 

R-PUCE 1 005646/ /Hoao sapiens RNA hei icase-rel ated protein aRNA, co 

■pi e te cds//l. 0e-l 1 1 :585:93//Hs. 8765:AF083255 

R-PUCE 1 0056 56//ESTs//2. 7e-88:469:92//Hs. 1 64054: AA528 169 

R-PUCE 1 00 5666//Hoao sapiens X-ray repair cross-coapl enent i ng prot 

ein 2 (XRCC2) aRNA, coaplete cds//3. 3e-24: 401 :66//Hs. 129727 :AF0355 

87 

R-PUCE 1 0056 98//ESTS//0. 00013:82: 79//Hs. 11633 1 :AA6 29355 
R-PLACE 1 0057 27//EST//0. 1 5: 206: 63//Hs. 1 05002 : AA449332 
R-PUCE 1 0057 30//EST//0. 0014: 129:70//Hs. 127931 :AA969259 
R-PLACE1 005739//ESTs, Moderately siailar to unknown intracellular 
protein [M. ausculus]//!. 3e-42 : 236 : 94//Hs. 23889: Al 341 1 37 
R-PLACE 1 005755//ESTS//2. 8e-32 : 308 : 8Q//H s. 1 59821 : AA524070 
R- PLACE! 00 576 3//Huaan aRNA for KIAA0118 gene, partial cds//3. 3e-4 
7:268: 87//Hs . 1 54326 : D42087 

R-PUCE1 0Q5799//ESTs, Highly siailar to HYPOTHETICAL 68.7 KO PROT 
EIN ZK757. I IN CHROMOSOME III [Caenorhabdi t is el egans]//7. 7e-1 5: 8 
8 : 98//HS. 1 098S7 : AA08838S 

R-PUCE 1 00 5802//ESTs//2. 8e-19:208:76//Hs. 927! :I30941 
R-PUCE 1 00 5803//ESTs//2. 6e-7S: 417: 92//Hs. 7141 4: AAl 31 327 
R-PUCE 1 00 5804//EST//6. Se-ZO : 182: 70//Hs. 1 49844 : Al 287693 
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R-PLACE1005828//ESTs//3. 0e-!5: 194: 77//H*. 1 06236 : N 50058 

R-PUCEI 005834//Ret inoblastoaa I (including osteosarcoaa)//0. 040:4 

35: S8//Hs. 75770 :L41 870 

R-PLACE1005845//EST//5. 0e-61 :294:99//Hs. 133202:81050965 
R-PLACE 1 005850//ESTs//3. 4e-82 : 425 : 96//HS. 7966 : Al 203471 
R-PUCE1 00585 1//EST1//2. 9e-21 : 16S:84//Hs. 23607: N98305 
R-PLACE 1 00 587 6//ES T*//0. 4 8 : 2 96 : 57//H* . 3 9 1 40 : A 1 04 1 842 
R-PUCEI 005884//ESTs//0. 0027:177: 66//HS . 1 50295 ■ AA570558 
R-PLACE 1 00S898//ESTs//1 . 7e-98 : 467 : 98//H*. 1 59475 : A 1 33998 1 
R-PLACE1 00592 1//ESTI//5. 8e-96: 480: 95//H*. 30822: AA885S0I 
R-PUCE1005923//ESTs//l. 8e-66: 333: 96//Hi. 1 S0890 : A 1 341 793 
R-PUCEI 00S925//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//2. 8e-27 : 382 : 70//H1 . 23094 : HI 9503 

R- PLACE 1005 93 2//ESTs, Moderately siailar to MNX1 (H. sapiens]//!. 1 
e-70 : 377 : 93//Hs. 5662 : AA868361 

R- PLACE 1005 934//ESTs// 1. Oe-42: 251 : 91//H*. 25092 :AA922 142 
R-PUCE1005936//ESTi//1. 2e-88: 461 : 94//Hs. 94125:N62913 
R-PUCEI 00595 1//ESTs//l. 4e-83: 533: 86//H1. 21 148: Al 183729 
R-PLACE1 005953 

R-PLACE I 00S95S//ESTs, Highly siailar to HYPOTHETICAL 54.2 KD PROT 
EIN IN COC12-ORC6 INTERGENIC REGION (Saccharoayces cerevisiae]//2. 
2e-83 : 494 : 88//Hs. 1081 1 7: AI097079 

R-PUCEI 005 966//E5 Ts// 1 . 1e-9S:465: 97//Hs. 9651 0: Al 01 6239 
R-PLACE 1 005968//E5T//0. 26:103: 66//HS . 1 6 1 300 : A 1 420897 
R-PUCEI 005990 

R-PLACE 1 006 Q02//Huaan aRNA for KIAA035S gene, coaplete cds//2.0e-4 
5:481 :74//Hs. 153014:88002353 

R-PLACE 1 006003//EST s , Highly siailar to HYPOTHETICAL 30.3 K0 PROT 
EIN IN APE 1 /LAP4-C1P t INTERGENIC REGION [Saccharoayces cerevisiae] 
//3. 1e-1 12: S93:93//Hs. 1 1 1449: Al 1 92946 

R-PLACE1 00601 I//EST1, Moderately siailar to NA0(O AOP-R IB0SYLTRAN 
SEE RASE [D. ae I anogas t er]//5. 7e-1 00 : 596 : 88//Hs . 24284 : AAS95596 
R-PLACE 1 00601 7//ESTS//4. 2e-l8: 296:68//Hs. 1333S0. AI0S6276 
R-PLACE 1006037//ESTs. teak I y siailar to T23D8.3 [C. el egan»]//4. 1 e- 
102:491 :98//Hs. 61 164: AI096332 

R-PLACE 1 006040//EST s// 1 . 2e-92 : 443 : 98//Hs. 1 1 1 680: N93765 

R-PLACE 1006 07 6//E ST s, Moderately siailar to ! ! ! ! ALU SUBFAMILY SC 

■ARMING ENTRY till [H. sapi ens]//2. Oe-26: 213 : 77//Hs. 1 39007:H743I4 

R- PLACE 10061 19//ESTs//0. 14: 257:61//Hs. 1 1 3149: AA908 904 

R-PLACE 1 006 129//ESTs//3. 8e-54: 285; 97//HS. 18827:»680O2 

R-PLACE 1 006 139//EST*. Highly siailar to HYPOTHETICAL 52.9 KD PROT 

EIN IN SAPI S5-YMR31 INTERGENIC REGION [Saccharoayces cerevisiae]// 

2. 6e-99 : 560 : 91//Hs . 5249: U55977 

R-PLACE 1 006 14 3//Aay I o-1 , 6-gl ucos idase, 4-al pha-g I ucanot rans f erase 
(glycogen debranching enzyae, glycogen storage disease type III)// 
0. 038:463:59//Hs. 904:U84010 

R-PLACE 1 006 1 57//ESTs//0. 014:341: 58//Hs .121773:81357886 
R-PLACE 1 006 1 S9//EST//0. 00036 : 247 : 61//Hs. 1 40054 : AA668925 
R-PLACE 1 006 1 64//ESTs//2. 6e- 31 : 362 : 73//HS. 141024: H071 28 
R-PLACE1 006 167 / /Hobo sapiens chroaosoae 19. cosaid F23149//5.8e-S 
4: 286:94//Hs. 1 52894 :AC005239 

R-PLACE 1 0061 70//ESTs, Highly siailar to ALPHA-ADAPTIN [Rattus nor 
vegicus]//2. 7e-79: 393: 96//Hs. 19121 :AI 125280 

R-PLACE 1 006 187//Hoao sapiens cyclin E2 aRNA. coaplete cds//5.1e-ll 
8:597: 95//Hs. 30464 : AF091 433 

R-PLACE 1 006 195//ESTs. leakly siailar to !!!! ALU SUBFAMILY J VARNI 
NG ENTRY !!M [H. sapiens]//6. 8e-94: 532: 91 //Hs. 105216:81361 807 
R-PLACE 1 006 1 96//ESTs//3. 2e-66 : 382 : 90//Hs. 1 8665 : T99507 
R-PLACE100620S//EST//1. 7e-89:448: 96//HS. 1 16665: AA6691 14 
R-PLACE 1006223//Huaan RNaseP protein p38 (RPP38) aRNA. coaplete cd 
S//0. 90 : 304 : S8//Hs . 94986 : U77664 

R-PLACE 1 00622S//ESTs//7. 2e-96 : 474 : 97//Hs. 91 165:81079555 
R-PLACE 1 006236//ESTS//8. 8e-l05 : 535 : 95//Hs .7919:81341472 
R- PLACE 1 006 23 9//Hoao sapiens BAC clone RG118007 froa 7q31//3.2e-9 
9:497 :95//Hs. 3781 : AC004I42 

R- PLACE 1 006 246//ESTs. teakly siailar to CMP-sialic acid transports 
r [M. ausculus]//!. 3e-l 04: 532 : 95//Hs. 41 1 51 : A I 301 961 
R-PLACE 1006248//Hoao sapiens aRNA for KIAA0648 protein, partial cd 
s//3.0e-97:499:95//Hs. 31921 : AB01 4548 

R-PLACE! 0O6262//ESTs, Moderately siailar to !!!! ALU SUBFAMILT SC 
■ARMING ENTRY !!!! [H. sapiens] //I. 6e-07: 321 :62//Hs. 53057 :t67839 
R-PLACE 1006 2S8//V0 1 1 age-dependent anion channel 1//3. 8e- 100: 605:88 
//Hs. 2060:L06132 

R-PUCE 100631 8//ESTS//2. 4e- 102:536: 94//Hs . 8 1 09 : AA00526 5 
R-PLACE 1 006 325//ESTS//5. 2e- 1 05 : 5 1 8 : 96//HS . 1 02 3 1 9 : A 1 246 503 
R-PLACE 100633S//ESTs//5. 1 e-45: 2S4: 93//Hs. 1 53585: R70900 
R-PUCE 1 006 357//EST//6 . 5e-09 : 309 : 6 2//Hs . 1 32493 : AA923 1 68 
R-PUCE 1 006360//Huaan aRNA for KIAA0090 gene, partial cds//0.0097: 
381 :58//Hs. 154797:042044 

R-PLACE 1 006 36 8//ESTs//7. 9e-85 : 4! 2 : 97//Hs. 1 50587:81079284 



R-PUCE1 006371 //ESTsZ/7. 7e-74: 442 : 88//HS. 1 43671 : 161053 
R-PUCE1 006382 

R-PLACE 1 0063SS//ESTs//5. 3e-06 : 346 : 6 1 //Hs .163706:88515748 
R-PUCE 10064 1 2//EST//7. 7e-46 : 306 : 86//Hs. 149580: A 1 281 881 
R-PLACE 1 0064 14//Hoao sapiens UM protein aRNA, coaplete cds//4. le- 
43:551: 69//Hs. 1 541 03 : AF061 258 

R-PUCE1 006438//ESTS//1 . 1 e-77 : 284 : 86//HS . 24545:81 278629 

R-PUCE1006445//ESTS//4. 4e-53 : 259 :99//Hs. 24481 :AA573!39 

R-PUCE 1 00646 9//ESTs//9. 4e- 102:482: 98//Hs. 7218: AA93696 1 

R-PUCE 1 006470//ESTS//1 .0:271: 57//Hs. 14451 7: AA938297 

R-PUCE 1 006482//ESTs//4. Oa-6 1:354 : 92//Hs . 5 1 305 : T474 1 8 

R-PLACE 1 0064 92//EST//1 . 8e-09 : 48: 91//Hs. 1 44451 : AA827722 

R-PUCE 1 006 506//EST a//0. 0 1 2 : 1 6 1 : 6 1 //Hs . 1 45 3 3 3 : A 1 2 51 374 

R-PLACE 1006S21//Huaan aRNA for KIAA0013 gene, coaplete cds//2.te-l 

5:415:63//Hs. 48824:087717 

R-PUCE 1 006531 //ESTs//5. 6e-3 1 : 2 1 3 : 87//Hs .125153: AA453723 
R-PUCE 1 006534//ESTI//6. Se-1 01 : 51 2: 95//Hs. 27763 : V46368 
R-PUCE 1 006 540//ESTs//7. 3e-40:320 : 79//HS. 1 21659:H02532 
R-PUCE1 006552//EST//0. 38: 41 8 :56//Hs. 140470:88765214 
R-PUCE1 006598//ESTs//4. 0e-80 : 409 : 9S//Hs . 1 42868 : A 11 28443 
R-PUCE! 0066 15//Hoao sapiens eukaryotic translation initiation fac 
tor elF3, p3S subunit aRNA, coaplete cds//9. 3e-1 18:590: 9S//Hs. 1553 
77:U97670 

R-PLACEt 0066 1 7//ESTs//8. 1 e-3 1 : 246 : 83//Hs. 1 39128:88205322 
R-PLACE 1 0066 26//ESTs//0. 90:98: 68//Hs. 96322:8854161 5 
R-PUCE! 006629/ZHuaan aRNA for KIAA0386 gene, coaplete cds//S.3e-3 
3:3IS:78//Hs. tOI 359: AB002384 

R-PUCE 1 006640//ESTI//3. 7e-26 .137:1 00//Hs. 32672 : «l 6522 

R-PUCE 1 006673// Interleukin 1 0//8. 4e-47 : 330 : 83//Hs .2180 : M57627 

R-PUCE 1006678//ESTs//l. I e- 13:87: 98//HS. 34035:087736 

R-PUCE 1 0067 04//ESTI//2. 6e-65 : 394 : 89//Hs . 30582 : 01 2214 

R-PUCE 10067 31 //Hoaro sapiens clone 23923 aRNA sequence//!. 9e- 102: 4 ' 

86:98//Hs. 12472 :AF038 172 

R-PUCE 1 0067 54//EST//1 . 0e-61 : 381 : 89//Hs. 14727: T83861 

R-PUCE 1 0067 6Q//Hobo sapiens clone 24800 aRNA sequence//!. 8e-73: 39 

4:93//Hs. 72S2: AF070622 

R-PUCE 1 006779//ESTS//1 . 4e-69 : 40S : 90//Hs. 1 36235 : AA262658 

R-PUCE1006782//EST//I. 8e-25: 197:86//Hs. 1 37257 : N33234 

R-PUCE 1006792//ESTs//l . 8e-43:317:84//Hs. 1 391 90 : N5551 S 

R-PUCE 1 006795//EST s//6. 4e-6B : 350 : 95//Hs. 1 1 092 : AA91 6335 

R-PUCE 1 006800//ESTS//1 . 9e-55 : 268 : 1 00//Hs. 1 26695 : AA91 7989 

R-PUCE 1 006805//ESTs//6. 6e-91 :484 : 93//H*. 94262:88768847 

R-PUCE1 00681 5//ESTs//2. le-49:364:83//Hs. 142031 :AA809159 

R-PUCE 1 0068 19//ESTS, Highly siailar to LINE-1 REVERSE TRANSCRIPT 

ASE H0M0L0G [Hoao sapiens]//! . 0e-87:481 : 92//Hs. 141283:H641 13 

R-PUCE 1 006829//ESTS//5. 7e-43 : 332 : B3//Hs . 1 9906 : AA4S6933 

R-PUCE 1 006860//EST s//0. 96:138: 63//Hs. 1 36649:88828359 

R-PUCE 1 006867//EST s//1 . 4e-98:478: 97//Hs. 1 0299 :N35008 

R-PUCE1 006878//EST//8. 4e-48: 243 : 97//Hs. 54970: N93536 

R-PUCE1 006883//EST//3. 1e-46: 300: 88//Hs. 162404:88573131 

R-PLACE 1 006901//ESTs//3. 0e-9S : 496 : 94//Hs . 47546 : AA1 81 348 

R-PUCE1 006904//EST s//5. 8e-l 8 : 304 : 68//Hs . I 258 16:88806089 

R-PLACE1 006917//Endothel in receptor type B//0. 00012:451 : 60//Hs. 820 

02 :D13168 

R-PLACE1006932//ESTs//4.6e-56:28S:96//Hs. 114727:81379514 
R-PUCE1 006935//ESTs//3. 6e-l 2 : 1 57 : 73//HS. 1 6 1 71 4 : AA229078 
R-PUCE 10069S8//Huaan aRNA for K1AA0201 gene, coaplete cds//3. 2e-2 
5:494:63//Hs. 36927:086956 

R-PUCE1 006961 //Tyros ine aainotransf erase//2. Se-46: 471 : 74//Hs. 299 
9: X52520 

R-PUCE l006962//ESTs, Moderately siailar to plakophilin 2b [H. sapi 

ens]//9. 0e-29: 324:68//Hs. 154257:81275982 

R-PUCE 1 006966//ESTs//4. Se-99 : 470 : 99//H*. 4691 3 : A 1 0 1 7636 

R-PUCE1 006989//ESTs//2. 2e-68: 353: 97//HS. 14394: R6 1257 

R-PUCEI 0070 1 4//ESTs//3. 4e-86 : 457 : 94//HS .129819: AA838366 

R-PUCE 1 00702 1//ESTS//1 . Ge-93: 539: 90//HI. 71 1 1 :U55971 

R-PLACE100704S//Huaan Line-1 repeat aRNA with 2 open reading fraae 

s//6. 6e-83: 584: 82//HS. 23094 :M19503 

R- PLACE! 007053//ESTs//4. 2e-85 : 550 : 88//Hs . 7984:81 202575 

R-PUCEI 0070 97//E ST s//6. 4e-78 : 493 : 86//Hs . 56406 : N91 027 

R-PLACE! 007 105//ESTs//5. 3e-70: 381 : 91//Hi. 22605:N74202 

R-PLACE10071 1 1//ESTs//8. 6e-75: 358: 99//Hs. 145629:88398646 

R-PLACE 100711 2//EST1//6 . 9e-69 : 37 1 : 94//Hs . 7 1 92 2 : AA 1484 1 7 

R-PLACE1 0071 32//ESTs//1 . 2e-36 : 373 : 69//Hi . 1 0762 : 128948 

R-PUCEI 0071 40//ESTs//1 . 7e-70 : 360 : 96//Hs .56179: 156794 

R-PLACE 1 0071 78//EST//0. 68 : 85. 65//HS. 147010:811 84765 

R-PUCEI 007226//EST $//3. 1e-78 : 452 : 90//HS. 8033 : N94998 

R-PLACE 1 007238//EST s//S. 2e-70 : 362 : 95//Hs. 85636 : AA74Q6 1 9 

R-PUCEI 007239/ZHuaan aRNA for transcription elongation factor S-l 

1. hS-l I-T1, coaplete cds//6. 3e-93: 534 : 89//Hs. 80598:050495 
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R-PlACE!007?«//ESTl//1 . le-tB: 390: 98//HI. 1 1 7375 : AAS994S0 
R-PLACE1007243//ESTs, Veakly siailar to transporter protein [H. sap 
i ens]//3. 7e-73: 357:98//Hs. 18272:N78499 

R-PUCEI 007 257//Hoao sapiens aRNA for die-156 prote in//4. 3e-85:48 
7:91//Hs. 121556:715909 

R-PLACE1007274//£STs//4. 3e-79: 430: 93//Hs. 146023:A1275071 

R-PLACE1 007276//ESTs//1 . 5e-33 : 338: 74//Hs. 142850: R3841 9 

R-PIACE 1 007282//ESTs//4. 8e-98 : 532 : 93//Hs . 1 007 1 : AA 1 008 1 2 

R-PLACE1 007286//HuBan aRNA for K I AAO 1 1 8 gene, partial cds//2.9e-5 

0 : 51 8 :74//Hs. 154326:042087 

R-PLACE1 007301 

R-PLACEl 00731 7 

R-PLACEl 007342 

R-PLACE 1 00 7 346//Hobo sapiens estrogen-responsive B box protein (EB 

BP) aRNA, complete cds//l. 2e-66: 367:91//Hs. 76596 :AF096870 

R-PLACE 1007367//ESTS. Veakly sinilar to !!!! ALU SU8FAMILY J VARNI 

NG ENTRY !!!! [M. sapiens]//2. 2e-98: 488 : 96//Hs. 24359 :AA$99594 

R-PLACE 1 007375//ESTs//2. 3e-67 : 375 : 92//Hs . 33368 : AA2066 1 4 

R-PLACE 1 007386//ESTs//0. 020 : 242 :62//Hs. 42768 :A1 1 29945 

R-PLACE 1 007402//ESTs//t . 6e-91 : 44 1 : 97//HS. 26243: AA455877 

R-PLACE 1 007409/ /Hoeo sapiens aitoxantrone resistance protein 1 «RN 

A. partial sequence//2. 4e-l 13:590:94//Hs. 14387: AF093771 

R-PLACE 1 00741 6//ESTs. Veakly siailar to DIPEPTIOYL PEPTIDASE IV [ 

H. sapiens]//3.8e-11S:S79:9S//Hs. 72165: AI243857 

R-PLACE 10074S0//Huaan aacrophage-der i ved cheaokine precursor (NDC) 
aRNA. coaplete cds//2. 7e-38:311 ; 80//Hs. 97203 :U83 171 
R-PLACE 1007452//EST//2. Se-42: 386 : 77//HS. 140562: AA8265 14 
R-PLACE 1 007 460//EST s// 4. 9e-87 : 434 : 95//Hs . 28472 : A 1 0282 30 
R-PUCEI 007478 

R-PLACE1 007484//ESTs//6. 8e-08 : 64 : 92//Hs . 1 002 5 1 : AA535975 
R-PLACE 1007488//0ystroph in (auscular dystrophy, Duchenne and Becke 
r types), includes 0XS142. DXS164. DXS206, DXS230. DXS239. DXS26B, 
DXS269, DXS270, OXS272//0. 26:41 1 :60//Hs. 7901 2: N1 8533 
R-PLACE 1 007 507//ESTs//2. 2e-1 1:136: 76//Hs. 128815: AA678072 
R-PLACE1 00751 1/ZESTs. Highly siailar to KERATIN, TYPE I CYT0SKELE 
TAL 14 [Hobo sapiens]//1. 5e-4t :26! :89//Hs. 9029:157657 
R-PLACE 1007524//ESTs//5. 8e-4S: 297: 87//Hs. 154923: AA491 377 
R-PLACE 1 007 525//Huaan aRNA for KIAA0118 gene, partial cds//1.9e-4 
4:422: 75//Hs. 154326:042087 

R-PLACE1 007S44//ESTs//8. 4e-S9 : 327 : 93//Hs. 2741 0: N2S6 1 2 
R-PLACE 1 007S47//EST//0. 00010:107: 71 //Hs. 1 46867 : A H 6 1 404 
R-PLACE1 007557//ESTs//l . 6e-43 : 356 : 79/ZHs. 44702 : All 48840 
R-PLACE 1 007583//ESTs//l. 7e-41 : 214: 97//Hs. 155071 :AA584257 
R-PLACE 1007 598/ /Hoao sapiens clone 23939 aRNA sequence//4. Se-1 04:5 
54: 93//Hs. 21838: Af 038 179 

R-PLACE 1 0076 1 8//Lyopftocyte cytosolic protein 1 (L-plast in)//0. 54: 1 
61 :65//Hs. 76506 :J02923 

R-PLACE 1007621 //Hoao sapiens clone 23859 aRNA sequence//4. 8e-l05: 5 
37 : 94//Hs. 151046:AF038176 
R-PUCE 1007632 

R-PUCE1 007645//ESTs//0. 99:187 : S2//H*. 1 63453 : A 1 344 1 06 
R-PUCE 1 007 649//EST1//2. 2e-l 08 : 561 : 94//Hs. 24398 : A 1 262946 
R-PUCE 1 007677//ESTS. Hoderately siailar to !*!* ALU SUBFAMILY SB2 
tARN INC ENTRY 1!!! [H. sapi ens]//9. 0e-37: 190:97//Hs. 23437: AA707331 
R-PUCE 1007688//ESTs//7. Se-79: 409: 95//Hs. 61 66: A 1 376944 
R-PUCE 10076 90//E$Ts, Veakly siailar to NA0H-U8 1 QU I NONE 0XID0REDUC 
TASE CHAIN 5 (Ascaris suua]//3. 4e-61 : 384: 89//H*. 9291 8: AA1 33274 
R-PUCE 1007697//ESTs. Highly siailar to GCN20 PROTEIN [Saccharoay 
ces cerev i s iae]//1 . 8e-84: SOI :88//Hs. 91251 :U666B5 
R-PUCE1007705//Huaan aRNA for apol i poprotein E receptor 2. coaple 
t e eds//0. 43 : 307 : 59//Hs. 54481 : 086407 

R-PUCE 1 007706//Hoao sapiens aetailoprotease I (NPI) aRNA. coaplet 
e cds//5. 7e-75: 374:96//Hs. 4812: AF061243 

R-PLACE1 007725//ESTs. Veakly siailar to No definition line found 
[C. e I egans]//3. 1 e-39: 253 : 88//Hs. 1 08797 : AA47681 5 
R-PUCE 1007729//ESTs//2. 7e-44 : 392 : 79//Hs. 1 42375 : AA39861 9 
R-PUCE 1 007730//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds//6. 7e-94 : 556 : 89//HS. 1 53 1 2 1 : AB01 4585 
R-PLACE 1007737//ESTs//l . la-41 : 345: 80//Hs. 114671 :N39322 
R-PLACE 1 007743//ESTs//2. 8e- 1 7 : 98 : 1 0D//Hs. 1 24258 : AA976778 
R-PUCE 1 007746/ /EST s//5. 3e-6 9:413: 90//Hs . 5297 : AA 1 56903 
R-PLACE 1 007791 //ESTs, Veakly siailar to TEICH0IC ACID BIOSYNTHESIS 
PROTEIN A [Bacillus subtili s)//8. 6e-27: 143 : 98//Hs. 144194: AA706337 
R-PUCE1007807//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//9. 9e-45 : 428 : 76//Hs. 23094 : Ml 9503 

R-PUCE1007810//ESTs//S.9e-15: 143:82//Hs. 1 26257 :AI 279044 
R-PUCE 1 007B29//ESTs//2. 2e-22 : 1 90 : 84//Hs. 142707 : V24050 
R-PUCE 1 007843/ /EST s//5. 3e-1 10:556: 95//Hs. 1 07287 : A 1 308839 
R-PUCE 1 007846//Huaan Line-1 repeat aRNA with 2 open reading fraae 
s//1 . 7e-95 : 525 : 91//Hs. 23094 :M1 9503 
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R-PUCE 1 007852//ESTs//4. Se- 1 4: 1 74 : 7S//Hs. 1 5341 9 : N5201 7 

R-PLACE 1Q07858//Hoao sapiens aRNA for KIAA0766 protein, coaplete c 

ds//2. 1 •— 1 l 1 :574:94//Hs. 28020: AB018309 

R-PLACE 1 007866//EST//1. 8e-48: 262 :96//Hs. 141 009: HO1 1 78 

R- PUCE 1 00 78 7 7//EST s// 1 . 2 e- 94 : 478 : 96//H s . 5 999 : A 1 20 7 8 3 2 

R-PUCE 1007897//ESTs//2. 3e-92:437:99//Hs. 1 22843 : A 1 1 89060 

R-PUCE 1 007 908//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t KIAA0487//2. 8e-89:460:9S//Hs. 92381 :AB0Q7956 

R-PUCEI007946//ESTs//2. 8e-28: 172:78//Hs. 126784:AA521 510 

R-PUCE 1007954//ESTs//6. 1 e-72 : 366 : 9S//Hs. 27842 : Al 2 1 7966 

R-PUCE1007955//Hoao sapiens cyclin-D binding Myb-like protein aRN 

A. coaplete cds//3. 9e- 103: 509: 96//Hs. 5671 :AF084530 

R-PUCE 1007958//Hoao sapiens cAMP-spec i f i c phosphodiesterase 8B (P 

0E8B) aRNA. partial cds//7. 2e-89:465:93//Hx. 78106: AF079529 

R-PLACEl 007969/ /EST s, Veskly siailar toF35C12.2 [C. e I egans]//1 . 4 

e-1 1 3 : 534 : 99//HS. 44268 : AA455900 

R-PUCE 1 0079 90//ESTs. Highly siailar to OOSAtt COMPENSATION REGUL 

AT0R [Drosophila eelanogaster]//3. 8e-97:493: 95//Hs. 6141 :U69564 

R-PUCE 1008000//ESTS//0. 00013:241 : 65//HS. 44369; A 1 206835 

R- PLACE 1008002//ESTs//2. 2e-83 : 397 : 98//Hs. 28780 : Al 26361 2 

R-PUCE 1 008044//ESTs, Hoderately siailar to NUCLEAR PORE COMPLEX P 

R0TEIN NUPI07 [R. norvegicus]//2. 0e-l 15:575: 9S//Hs. 92395: AA779854 

R-PUCE 1008045//EST//2. 6e-89:46S:94//Hs. 47374: NS 1 935 

R-PUCE 1 008080//EST//0. 27:118: 65//Hs . 1 441 1 0 : A 1 0S4269 

R-PUCE 1 008095//ESTS//5. Se-23 : 268 : 73//HS. 1 52525 : AA5 1 6469 

R-PUCE 10081 II //ESTs, Veakly siailar to ox idoreduc tase [H. sapiens] 

//4. 4e- 1 08 : 537 : 96//Hs. 28877 : A 1 309334 

R-PUCE 1 0081 22//ESTs//6. 5e-1 03 : 531 : 94//Hs. 34737: A 1 02861 7 

R-PUCE1 0081 29//ESTs//0. 76 : 96 : 66//HS. 65373 : AA88351 1 

R-PUCE 100813 2//ESTs//5. 9e-05 : 1 1 3 : 72//Hs . 1 3014:926381 

R-PUCE 1 008 1 77//ESTs//7. 2e- 1 07 : 557 : 93//Hs. 1 32851 : A 1 028266 

R-PUCE 1 0081 81//ESTs//5. 3e-97: 473 : 97//Hs. 57483 : AA776267 

R-PUCE 1 008 1 98//ESTs//3. 9e-1 6 : 1 20 : 85//Hs . 91 42 : AA662 1 07 

R-PUCE 1 008201 //Hoao sapiens aRNA for KIAA0530 protein, partial cd 

s//1 . 6e-1 04 : 551 : 93//HS. 1 080 1 : ABOll 1 02 

R-PUCE 1008209//ESTs//l . 2 e-72: 366 : 96//Hs. 92308 : Al 052701 

R-PUCE 1008231 //E$Ts//1 . 2e-70 : 363 : 94//Hs . 25094 : R8087 1 

R-PUCE 1008244//ESTs//l . 3e-98: 543 : 92//Hs. 25130 : AA21 8990 

R-PUCE 1 008273//ESTs//6 . 1 e-1 6 : 1 S3 : 79//HS. 115987: AA483808 

R-PLACEl 008275 

R-PUCE1 008280//ESTJ//1 . 3e-6S: 353: 94//Hs. 1 56376: Al 338705 
R-PUCE 1008309//ESTs//2-8e- 100: 51 1 :95//Hs. 45080 :N49852 
R-PLACEl 008329//V-ayc avian ayelocy toaatos is viral oncogene hoaolo 
g//0. S3 : 206 : 62//HS. 79070: K02276 

R-PUCE 1008330//ESTS, Veakly siailar to EOSINOPHIL LYS0PH0SPH0L I PA 

SE [H. sapi ens]//8.6e-79: 297: 91//HS. 1 46477: Al 12844S 

R-PUCE I00833I//ESTS//0. 98:1 56 :62//Hs. 108548: AA08 1656 

R-PUCE 1 0083 56//Hobo sapiens aRNA for KIAA0679 protein, partial cd 

s//2. 1e-99: 556: 90//Hs. 5734: AB014S79 

R-PUCE 1 008368//EST//0. 0027 : 1 98 : S3//Hs . 1 60868 : A 1 359052 

R-PLACEl 008369//ESTs//5. 4e-28 : 1 67 : 92//Hs. 1 9530 : AA480009 

R-PUCE 1O08392//ESTs, Moderately siailar to !!!! ALU SUBFAMILY SC 

VARN INC ENTRY !!!! [H. sapiens}//2. Oe-41 :448:72//Hs. I39007 H74314 

R-PUCE 1008398//ESTs, Highly siailar to Mig-6//1. 4e-103:529:94//H 

s. Ill 69: AA1 56242 

R-PUCE1 008401 //ESTs, Veakly siailar to 1!!! ALU SUBFAMILY J VARNI 
NG ENTRY !!!! [H. sapi ens]//l . 2e-81 : 536 : 87//Hs. 7570 : V3 1010 
R-PUCE 1008402//Hoao sapiens aRNA for pl15, coaplete cds//5. le-10 
3:521 :95//Hs. 7763 :D86326 

R-PLACEl 00840 5//ESTs//l . 2e-89: 485: 92//HS. 138241 :AA767440 
R-PUCE 1 0084 24//ESTs//6. 7e-97: 508: 93//Hs. 6709: Al 379778 
R-PUCE 1 008426//ESTS//5. Se-30 : 1 74 : 92//H*. 7946 : AA651 757 
R-PUCEI008429//ESTs//2. Ie-I2: 188: 71//Hs. 140769: AA931 562 
R-PUCE 1 0084 37//ESTs//7. 1 e-54: 266 : 98//Hs. 13068: AA00I928 
R-PUCEI 008455//ESTs//4. 7e-69:471 :85//Hs. 28337: AA210761 
R-PUCE 1 008457//EST//8. 6e-1 4 : 202 : 7 1 //Hs. 1 49887 : A 1 289387 
R-PUCE 1 008465//ESTs//3. 8e-80 : 426 : 93/ZHs. 1 53 1 46 : A 1 2 996 36 
R-PUCE 1 008488//ESTS//7 . 9e-73 : 388 : 94//Hs. 97268 : AA292 1 80 
R-PLACEl 008 52 4//E ST s//7. 4e- 1 07 : 545 : 95//HS. 1 0441 : N628 1 6 
R-PLACEl 008S3 1//ESTs//3. 8e-68 :427 : 87//HS. 56607 .H23560 
R-PUCEI 008532 

R-PUCEI 00853 3//ESTs//2. 5e-52 : 31 8 : S8//Hs. 7274: AA476850 
R-PUCE1008568//ESTs//3. 2e-99 : 486 : 97//Hs. 84414 :AI423223 
R-PUCEI 008584//EST//2. 2e-18: 154:68//Hs. 141498 :NS0064 
R-PUCEl008621//ESTs, Veakly siailar to line-1 protein 0RF1 [H. sap 
i ens]//8. 6e-67:483 : 82//HS. 140416: AA778649 
R-PLACEl 008625 

R-PUCE 1 008626/ /EST s//4 . 7e-73 : 372 : 9S//Hs. 23491 : AA642454 
R-PUCE 1 008627//ESTS//1 . 6e-90 : 475 : 93//H*. 1 02401 : Al 004972 
R-PUCE I Q08629//ESTs//8. Oe-93 : 492 : 93//Hs. 20843 : AA69951 2 
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R-PUCEI 008630//ESTs//1 . Oe-94 : 453 : 98//H*. 34840: A 1 27961 2 

R-PLACE 100B643//Huaan aRNA for KIAA0355 gene, complete cds//2. 8e-4 

9:422: 79//Hs. 1 5301 4: AB002353 

R- PLACE 1 0086 50//Hoao sapiens pleiotropic regulator 1 (PLRG1) aRNA, 
coaplete cds//7. 9e-90: 434 : 97//Hs. 147967: AF044333 
R-PLACE1 008693// ISLET AMYLOID POLYPEPTIDE PRECURS0R//1 . 8e-41 :S05:7 
1//Hs. 51 048:268830 

R-PUCE 1 0086 96//Cy to chroae P450, subfaaily I (aroaatic compound- in 
ducible), polypeptide 2//1 . 7e-5l : 316 : 76//Hs. 1 361 :M5S053 
R-PLACE 100871 5//EST//0. 63:114: 64//HS .121353: AA75B600 
R-PLACE1008748//ESTs. Weakly similar to !*!! ALU CUSS B WARN INC E 
NTRY MM [H. sapiens]//2.3e-40:281 :83//Hs. 1 42209: AA873303 
R-PUCEI 0087S7//ESTs//l . 4e-4S : 226 : 99//Hs. 22822 : H06408 
R-PUCEI 008790//ESTS//0. 035:67 : 76//Hs. 1 53554 : Al 2863 1 3 
R-PUCE 1 008798//ESTS//4. 9e-59 : 28S : 99//Hs. 49018: N79930 
R-PLACE 1 008807//ESTS//1 . 7e-82 : 41 3 : 96//Ms. 1 30745 : AA5732 1 7 
R-PUCEI 008808//Hoao sapiens putative checkpoint control protein H 
RADI aRNA. coaplete cds//1 . le-98:499:95//Hs. 7179:AFOI19Q5 
R-PUCEI 00881 3//ESTs, Weakly siailar to coded for by C. elegans cD 
NA cal 0*3 [C. elegans]//4.2e-92:490:93//Hs. 1 10454: H1 1810 
R-PUCEI 00885 1//ESTS//2. 4e-84 : 421 : 95//Hs. 1 58893 : A 1 378428 
R-PUCE 1 008854 

R-PUCEI 008867//ESTs//1 . I e-77 : 400 : 95//Ns. 44198: A 1093502 

R-PUCEI 008887//0*y toe in receptor//!. I e-43: 601 : 67//Hs. 2820:264878 

R-PUCEI 008 90 2//ESTs//0 . 023 : 208 : 6 1 //Hs. 1 54 1 64 : A 1 246893 

R-PUCE! 008920//Hoao sapiens aRNA for KIAA0765 protein, partial cd 

s//2. 6e-56: 344:8 9//Hs. 62318: ABO 1 8308 

R-PUCEI 00892 5//ESTs//0. 17:294:57//Hs. 10511 3: AA457018 

R-PUCEI 008934//ESTs//2. Oe-61 : 339: 92//Hs. 100448: AA622653 

R-PUCEI 008941//ESTs, Moderately siailar to ATP-BINOING CASSETTE 

TRANSPORTER 2 [Hus auscu I us]//1. 3e-1 9:488 :63//Hs. 15780 :U66680 

R-PUCEI 008947//ESTS//1 . 3a-81 : 385 : 99//Hs. 71 574: Al 376573 

R-PUCEI 009020//ESTs//2. 9a-79 : 41 9 : 94//Hs. 1 2 1 81 6 : AA77541 9 

R-PUCEI 009027//Hoao sapiens aRNA for doublecortin//3. te-82:434:94 

//Hs. 34780 :AJ0031 12 

R-PUCEI 009039//ESTs//2. 8e-83 : 448 : 92//HS. 1 291 79: AA988S20 
R-PUCEI 009045//ESTs//l . 6e-64: 318 : 97//Hs. 1 03423 : AA8 1 41 95 
R-PLACE 1 009048//ESTs//2. 7e-1 7 : 403 : 63//Hs. 1 49343 : Al 2491 39 
R-PUCEI 009050//ESTs//2. 0e-88:475:92//Hs. 122925: AA90900B 
R-PUCEI 009060//ESTs. Highly siailar to HYPOTHETICAL 98.3 KD PR0T 
EIN R10EI2. 1 IN CHROMOSOME Ml [Caenorhabdi t is elegans]//!. 2e-112: 
5SS:96//Hs. 9663 : AA5271 42 

R-PUCE 1009090//ESTS//5. Oe-13: 175:7S//Hs. 140608 :N53448 

R-PUCE 1009094//Huaan splicing factor SRp30c aRNA, coaplete cds// 

0. 98: 161 :63//Hs. 77608 :AL02l 546 

R-PUCEI 009099//ESTs. Highly siailar to IKR2 PROTEIN [Mus ausculu 
s]//0. 037:63: 84//Hs . 39943 : AA2031 36 

R-PUCE 1 009 M 0//EST//5. 8e- 1 7 : 307 : 65//Hs .117264: AA682 549 

R-PUCE 1 009 1 1 1 //EST s// 1 . 9e-57 : 349 : 90//Hs . M 260 : N98983 

R-PUCEI 0091 30//ESTS, Weakly siailar to hypothetical protein 2 [H. 

sapi ens]//6. Se-97 : 501 : 94//Hs. 11123: AA70394S 

R-PLACE 1 009 150//LAN IN B1//0. 064: 393: 60//HS. 89497: L37747 

R-PUCE 1009 ISS/ZESTs, Moderately siailar to ovarian-specific prote 

in [R. norvegi cus]//2. 5e-36: 163:82//Hs. 93332: AA81 1920 

R-PUCEI0091 58//ESTs//0. 30: 149:65//Hs. 1 55796 R80005 

R-PUCEI 009 166//ESTs//3. 3e-34: 292: 77//HS. 140255: AA708322 

R-PUCEI 009 172//EST//8. 9e-21 :364:67//Hs. 142557: AA464948 

R-PUCEI 009 174//ESTs//2. 9e-18:274: 70//HS. 139241 :AA283707 

R-PUCEI 0091 83//ESTS//2. 3e-44 : 297 : 87//Hs. 1 36839 : H9371 7 

R-PLACE 1009 I 86//ESTs. Weakly siailar to No definition line found 

[C. elegans]//! . 5e-l 09: 572: 94//Hs. 54943:278396 

R-PUCEI 0091 90//ESTs//2. 6e-S3 : 31 8 : 90//HS. 25245: AA1 76701 

R-PUCEI 00920Q//H. sapi ens aRNA for sor t i I in//3. 2e-33: 195: 92//HS. 10 

4247:198248 

R-PLACEI009230//ESTs//3. Oe-31 : I53:92//Hs. 1241 16:AA772680 
R-PUCE! 009246//ESTs//2. 7e-90 : 488 : 92//HS. 1 0706 : AA9090! 8 
R-PLACE1 009308//EST s//Q. 022:46:97//Hs. 36545: AA0 7 542 3 
R-PLACE1 00931 9//EST s//7. 7e-99 : 533 : 92//Hs. 1 09654 : N91 279 
R-PUCEI 009328//Huaan Lina-1 repeat aRNA with 2 open reading fraae 
s//7. 3e-82 : 578 : 82//Hi . 23094 : Ml 9503 

R-PUCEI 009335//EST//1 . 3e-64 : 3 1 1 : 99//Hs. 1 30558 : A 1 004397 
R-PUCEI 009338//ESTs//6. 0e-70: 386:93//Hs. 3542 :A 1 01 5782 
R-PLACE 1009368//ESTS//1 . 4e-1 8: 107 : 98//HS. 1 33303:104760 
R-PUCEI 009375//ESTs//8. 9e-36 : 31 3 : 76//Hs. 24608 : AA1 6 1 260 
R-PUCEI 009388//EST//4. 4e- 1 1 : 1 01 : 83//Hs. 1 47074 : Al 1 88B83 
R-PUCE I 009398//ESTS//5. 7e-63 : 335 : 93//Hs. 1 49003 : A 1 2431 86 
R-PUCEI 009404//ESTs//3. 6e-94: 452: 98//HS. 1 03177:172798 
R-PUCEI 00941 0//ESTs//2. 2e-l 1 2 : 553 : 96//Hs. 61779 : AAI 95255 
R-PUCEI 009434//EST//3. 4e-15: 1 09: 74//Hs. I03742:U48632 
R-PUCEI 00944 3//EST//7. Se-61 : 302 : 98//Hs. 1 57787 : Al 36 1 269 
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R-PUCE 1009444//PHOSPHAT IDYL INOSITOL 4-KINASE ALPHA//6. 6e-85:479: 9 
0//HS. 76987 :AF0l 2872 

R-PLACE 1 009459//ESTs//9. 3e-86 : 437 : 95//HS . 1 04871 : A 1 1 6 1 427 

R-PLACE 1 00 9476//Hoao sapiens Chroaosoae 16 BAC clone CIT987SK-A-67 

A1//I . 3e-42 : 266 : 89//Hs. 1 55049 : AC004531 

R-PUCE 1 009477//ESTS//2. 0e-50 : 367 : 82//Hs . 1 52788 : AA63092 5 

R-PUCEI 009493//ESTs//4. 5e-l4: 150:78//Hs. 143918: AA699596 

R-PUCEI 009524//ESTs//2. 9e-97 : 454 : 99//H s .7189: AA767698 

R-PLACE1009539//ESTs//9. Ie-94:4S4:97//Hs. 1 54706 :AI 262 1 31 

R-PUCEI 009S42//Hoao sapiens apoptotic protease activating factor 

1 (Apaf-1) aRNA. coaplete cds//1 . 4e-IO: 289:63//Hs. 77579 :AF01 3263 

R-PUCEI 009571 //ESTs//2. I e-23 : 1 25: 1 00//Hs. 41 767 : AA732326 

R-PUCEI 009581 //ESI s, Weakly siailar to FIBRINOGEN ALPHA AND ALPH 

A-E CHAIN PRECURSORS [H. sapi ens] //0. 0012 :S6:91//Hs. 12151 : AA001818 

R-PLACE 1009595//Hoao sapiens aRNA for KIAA063S protein, coaplete c 

ds//6. Oe-42 : 547 : 70//Hs. 691 57 : ABO 1 4535 

R-PLACE1009596//ESTs//l. 9e-l02: 588: 90//Hs. 142395: Al 374735 

R-PUCE 1009607//ESTS//0. 0093: 107: 70//Hs. 70932 AAI 26482 

R-PLACE 1 0096 1 3//EST s//7. Se-101 :488:97//Hs. 5905: AA946680 

R-PUCE 1 009621 //EST//0. 99:261: 60//Hs. 1 49030: A 1 243338 

R-PLACE! 0096 22//ESTS//8. Oe-93 : 508 : 92//HS . 20967 : A 1422858 

R-PLACE 1 0096 37//EST//8. 7e-90: 442 : 97//HS. 121372: AA758701 

R-PLACE 1 009639//EST//8. 5e-49: 279 : 93//Hs. 1 1 7447 : R272 1 3 

R-PLACE 10096 59//Hoao sapiens aRNA for KIAA0587 protein, coaplete c 

ds//3. 3e-1 09:589 : 92//Hs. 21 862 : AB01 1 1 59 

R-PUCEI 00966S//ESTs, Weakly siailar to line-1 protein 0SF1 [H. sap 
i ens]//9. 9e-62:483:79//Hs. I40416:AA778649 

R-PUCE 10096 70//Hoao sapiens genethonin 1 aRNA, coaplete cds//6. 6 
e-63 : 3 1 0 : 97//Hs. 1 09590 : AF062534 

fi-PUCE1009708//ESTs//3. Oe-94 : 471 : 96//HS. 40091 :N48582 

R-PUCE 1 009721 //EST i, Weakly siailar to MSF1 PROTEIN [S.cerevisia 

e]//4. 2e-98 : 529: 92//Hs. 3945 : AA0042 1 0 

R-PUCE 100973 1 //ESTs, Weakly siailar to iaaune associated protein 
38 [H. ausculus]//6. 8e-8S: 489: 89//Hs. 26194: AA033989 
R-PUCEI 009763//Hoao sapiens U8A3 (UBA3) aRNA. coaplete cds//2.0e- 
I 17: S98 95//HS.1 S4320: AF046024 

R-PUCE 1009794//ESTs//7. 9e-102:529: 95//Hs. 42927 :N20989 
R-PLACE 1 00 9798//Huatn DNA sequence froa clone II89B24 on chroaosoa 
e Xq25-26. 3. Contains NAOH-Ubiqu i none Ox idoreductise MLRQ subunit 
(EC 1.6. 5. 3, EC 1.6.99.3, CI-MLRQ), Tubulin Beta and Proto-oncogen 
e Tyrosine-protein Kinase FER (EC 2. 7.1. M2. P94-FER, C-fER. TYK3) 
pseudogenes, and part of a novel gene siailar to hypothetical pro 
teins S, poabe C22F3. I4C and C. elegans C16A3.8. Contains ESTs and 
CSSs//!. 1e-113:549:97//Hs. 1641 1 : AL030996 
R-PLACE1Q09845//ESTs//9. Se-l06:S60: 93//Hs. 1 177S1 : A 1 056868 
R-PLACE 1 009879//ESTs//1 . Se-61 : 399:86//Hs. 1 4101 2: R68748 
R-PUCE 1 009886//EST//0. 54 : 1 53 : 64//Hs. 1 44281 : AA081 328 
R-PLACE1 009888//EST s//2. 7e-1 05 : 520 : 97//Hs. 1 08646 : AA61 3031 
R-PUCEI 009908//ESTs. Weakly siailar to siailar to aouse MMR1 [C. e 
legans]//1.6e-114: 594: 94//HS. 67466 :AI 21 9740 
R-PLACE 1 009921 //ESTS//7. 6e-05 : 29 1 : 60//Hs. 1 24786 : AA825563 
R-PUCEI 009924//EST//1 . 2e-42: 216 : 9S//Hs. 31 742 :H20276 
R-PUCE! 009925//ESTs//5. 4e-30 : 1 54: 1 00//Hs. 1 1 4605 : Al 3043 1 7 
R-PUCEI 009935//ESTS//I. 4e-83: 41 7:97//Hs. 131 755: AA496543 
R-PUCEI 009947/Aerat in 9//1. 0: 273: 61//Hs. 2783:Z29074 
R-PUCEI 009971 //ESTs//! . 5e-87 : 424 : 98//Hs . 1 3781 : A 11 60540 
R-PUCEI 0099 92//ESTs// 1 . 3e-87 : 53 1 : 87//Hs . 55044 : AA460698 
R-PUCE1009995//ESTs//l. 3 e- 103: 575: 91//Hs. 71 2)8:C75347 
R-PLACE 1009997//Saa 1 1 indue ible cytokine AS (RANTES)//!. 1e-42:286: 
86//Hs. 1 55464: AF0882 1 9 

R-PUCEI 0 1 0023//ESTS, Weakly siailar to C27F2.7 gene product (C. el 

egans]//1.7e-17:l37:86//Hs. 7049:AI141736 

R-PUCEI 01 0031 //EST s//0. 22: 191 :62//Hs. 1 27787 :AA832204 

R-PLACE 1 01 0053//ESTs. Moderately siailar to speraatid perinuclear 

RNA- binding protein Spnr [M.ausculus]//7.6e-l04:S46:94//Hs.821S:AA 

521150 

R-PUCE 101 006 9//ESTS//0. 99:173: 59//Hs. 21 41 5: AM 50905 
R-PLACE 1 01 0074//Hoao sapiens sorting nexin 2 (SNX2) aRNA, coaplete 
Cds//1. 5e-88: 543: 88//Hs. 1 M83: AF065482 
R-PLACE 1 01 0076//ESTs//3. 4e- 1 06 : 530 : 95//HS. 28005: AA604375 
R-PUCE 1 01 0083//ESTs//4. 1 e-65 : 395 : 88//Hs .6103: AA496424 
R-PUCE 1 01 0089//ESTs//l . 6e-70 : 348 : 97//HS. 901 1 : AA41 8615 
R-PLACE 1 01 0096//ESTs, Highly siailar to hypothetical protein, 100K 
[R. norvegicus]//2. 8e-l04: 565 : 92//Hs. 11469 :U69567 
R- PLACE 1 0 1 0 1 02//E ST s//7 . 7 e- SO : 3 1 1 : 8 9//Hs . 5 5 1 8 : A 1 0 5 20 1 5 
R-PLACE1 0 101 05//ESTs//6. Oe-94 : 483 : 94//HS . 62684 : AA806 1 03 
R-PLACE 101 01 06 //ESTs, Weakly siailar to putative p150 [H. sapiens]/ 
/I. 6a-T07:575: 93//Hs. 48301 : AAI 22270 

R-PUCEI 0 10! 34//EST//8. Se-59: 314 : 94//HS. 1 35005 : A 1 0951 30 
R-PUCE 10101 48/ / A-K I NASE ANCHOR PROTEIN 79//0. 52:351 :56//Hs. 48714: 
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R-PLACE 1010 1 52//ESTs//1 . 9e-40 : 240 : 90//HS. 1 7054 : All 39897 
R-PUCEI 01 01 8l//ESTs//3. 6e-S4 : 307 ; 99//Hs. 154163: AJ0033 1 3 
R-PLACE1 010 1 94//ESTs//2. 7e-70 : 366 : 96//Hs. 5301 : T58466 
R-PUCEI 01 0202//ESTs//Q. 57 : 120:67//Hs. 58873:195037 
R-PLACE 1 010231 

R-PUCE10l0261//EST//6.9e-50:251:98//Hs. 148208:AA897478 
R-PLACE1 010270//EST»//1 . 9e-87:430: 96//Hs. 25252 :AI 079545 
R-PLACE1 01 0274//ESTs//1 . 9e-57 : 439: 81//H*. 30078 :H04535 
R-PLACE l 01 0293//6STs//8. 1 e-4I : 31 0: 81 //Hs. 146811: AA41 0788 
R-PUCEI 01 0321//ESTs//S. 7e-50:246: 99//H*. 151445: AA35J081 
R-PUCEI 010324//ESTs//0. 00025 : 377 : 60//HS. 97430 : AA398568 
R-PUCEI 01 03?9//Saa 1 1 inducible cytokine A5 (RANTES)//2. 4e-40: 300: 
82//H*. 1 SS464: AF088219 

R-PLACE1010341//EST, Moderately siailar to !!•• ALU SUBFAMILY SQ V 

ARMING ENTRY !!!» [H. sapiens]//9. 9e-32 : 1 90: 77//H*. 1 52369: AA50481 8 

R-PUCEI 010362//ESTs//8.2e-86: 404 :99//Hs.2S62S:AA669327 

R-PUCEI 01 0364//ESTs//1 . $e-105: 556: 93//Hs. 12229: AAI49594 

R-PLACE) 01 0383//Hoao sapiens sRNA for putative lipoic acid synthet 

ase, part ial//4. 9e-3S: !66:86//Hs. 53531 :AJ224162 

R-PLACE 1 0 1 040 1 //E ST s//2 . 3e-85 : 4 50 : 93//Hs . 2 3 1 9 3 : AA4 1 8 1 52 

R-PLACE1010481//ESTS//0. 01 2:280: 59//Hs. 5579:AI3928I6 

R-PLACE1 010491//Hoao sapiens Cre binding protein-like 2 «RNA. coep 

lete cds//2. 4e-89:43B: 96//HS. 1 331 3: AF039081 

R-PLACEI01 0492 

R-PLACE1 01 0522//EST//0. 43:82: 68//HS. 89303 : AA284031 
R-PUCEI 01 0547//ESTS//3. 4e-36 : 228 : 89//Hs. 1 28724: AA21 5455 
R-PLACE1010562//ESTs//4. 8e-68:408: 90//Hs. 17244:186306 
R-PLACE 1 01 0579//EST//0. 015:193: 63//Hs. 67093 : Cl 4033 
R-PLACE! 01 0580//ESTt//2. 4e-93 : 445: 98//Hs. 1 27325: AA2341 1 6 
R-PLACEt 010599 

R-PLACE1010616//ESTs//2. 9e-101 :497:97//Hs. 142197:AA573418 
R-PLAC£10l0622//ESTa//7. 1 e-23:157: 91//HS. IS9877:N5789S 
R-PLACE 1 01 0624//ESTI//1 . 4e-89 : 428 : 98//Hs. 116561 : AA65847S 
R-PUCEI 01 0628//ESTS. Weakly siailer to !!!! ALU SUBFAMILY J WARN I 
NG ENTRY ! ! I ! [H. sapiens]//6. 4e-74:391 : 95//Hs. 163495:157637 
R-PUCEI 01 0629//ESTS//5. 8e-75 : 359 : 99//WS. 1 23630 : A 1 250805 
R-PUCEI 01 0630//ESTs//9. Se-101 : 51 9: 94//H s. 77873: AA731 71 9 
R-PUCEI 01 063 1//Hoao sapiens eRNA for KIAA0530 protein, partial cd 
s//8 . 3e-94 : 497 : 93//HS. 1 080 1 : AB01 1 1 02 

R-PUCEI 01 066 1//ESTS. Highly siailar to TEST I S- SPECIFIC PROTEIN P 
BS13 [Mus auscu lus}//4. 8e-S3:467 : 91//HS. 22383:R51067 
R-PUCEI 0 1 0662//ESTs. Weakly siailar to UDP-GLUCOSE : GLYCOPROTE I N G 
LUCOSYLTRANSFERASE PRECURSOR [D. aol anogai ter]//8. 3e-1 03 : 538: 94//H 
s. 105794: AA70I6S9 

R-PUCEI 01 0702//Hoao sapiens DMA froa chroaosoae 19, BAC 33152//4. 
8e-46 : 531 :71//Hs. 55452 :AC003973 

R-PUCEI 01 07 14//Huaan organic anion transporting polypeptide (OAT 
P) eRNA. coaplete cds//0. 0074: 351 :60//Hs. 46440:1121 943 
R-PUCEI 010720//Hoao sapiens chroaosoae-assoc iated protein-C (hCA 
P-C) aRNA. partial cds//l . 2e-S6: 300: 95//Hs. 50758 :AF092 564 
R-PUCEI 01 0739//Hoeo sapiens aRNA for oligophrenin 1//2. 6e-84: 501 : 
88//H*. 158122: AJ001 1 89 
R-PUCEI 01 0743 

R-PUCEI 01 076 1//Hoao sapiens okadaic acid-inducible phosphoprote in 
(OA48-I8) aRNA. coaplete cds//S. 2e-94: 442: 96//Hs. 3688: AF069250 
R-PUCE 1010771 //ESTs//3. 8e-54 : 264 : 99//HS. 27299 : A 1 074024 
R-PUCEI 01 0786//ESTS. Highly siailar to MYOSIN HEAVY CHAIN IB [Ac 
anthaaoeba castellan i i]//7. 6e-l 1 1 : 575: 94//Hs. 10260:A1 126627 
R-PUCEI 01 080Q//ESTs//l . 9e-109:557 : 95//Hs. 1 1460: AA0S7558 
R-PUCEI 01 0802//ESTS//0. 00021 : 428 :58//Hs. 70258: Al 091 203 
R-PUCEI 01 08 1 l//ESTs//7. 4e-73 : 394: 93//Hs. 48499: AA428896 
R-PUCEl 01 0833//ESTs//9. 0e-33:274:78//Hs. 24391 :W27472 
R-PUCEI 01 0856//ESTS//5: 8e-4l : 3SI :8I//Hs. 17401 :W8104S 
R-PUCEI 01 08S7//ESTs, Weakly siailar to T 1 484. 2 gene product [C. el 
egans]//l. 4e-71 :326:92//Hs. 3385:N25917 
R-PUCEI 01 0870//ESTs//5. 8e-57 : 303 : 96//HS. 30503 : HOS090 
R-PUCEI 01 0877//Hoao sapiens aRNA for KIAA06I0 protein, partial cd 
s//2. 3e- 1 01: 501 :96//Hs. 1 18087: AB01 1 182 
R-PUCEI 010891 

R-PLACE1 01 0896//EST//0. 0039 : 249: 57//Hs. 1 26090 : AA867983 

R-PUCEI 01 0900/VHuaan Xq28 aRNA. coaplete cds//3. 3a-07: 106: 76//H*. 

201 36 : 134602 3 

R-PUCE10I0916//Plasainogen activator inhibitor, type II (arginin 

e-serpi n)//0. 25: 190:61//Hs. 75716: Y00630 

R-PLACE101 091 7//ESTs//1 . 3e-82 : 452 : 92//Hs. 68055 : AA081 093 

R-PUCE1010925//ESTs//1. 1 •— 92 : 47 1 : 95//Hs. 17448: At 125479 

R-PUCE 101 09 26/ Aioao sapiens aRNA for KIAA05S4 protein, pertial cd 

s//1 . 3e-66 : 402: 89//Hs. 74750 : AB01 1 1 26 

R-PUCEI 01 0942//Hoao sapiens intersectin short fora aRNA. coaplete 
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cds//8 . 9e-82 : 44 1 : 93//Hs. 66392 : AF064244 
R-PLACE 10 10944 

R-PLACE 1 01 0947//ESTs//6. 7e-1 5: 102 : 91//Hs. 1 16808 : AA21 1519 
R-PUCEI 01 0954// Sail I inducible cytokine AS (RANTES)//8. 8e-51 : 278 : 
93//Hs. 1 55464 : AF08821 9 

R-PUCE 1 01 0960//EST*, Highly siailar to ACTIN-LIKE PROTEIN 13E [D 

rosophi la eel anogaster]//! . 0e-1 03:565: 92//Hs. 23259: AAS32437 

R-PUCE 101 096S//EST//6. 3e-80: 447 : 91 //Hi. 1 39529: AA21 9580 

R-PUCE101 1026//ESTs//4. Se-99: 463: 99//Hs. 149732: Al 1 99846 

R-PUCE 101 1 032//ESTS//6. 3e-56: 295:94//Hs. 1 43S76 : A 1 1 47867 

R-PUCE101 1041//ESTS//5. 3e-27: 168:91//Hs. 7936:AA923249 

R-PUCEI 01 1046//Hoao sapiens aRNA for KIAA058I protein, partial cd 

s//9. 4e-1 02 : 563: 91 //Hs. 41 1 43 : AB01 1 1 S3 

R-PLACE 1011 0S4//EST//1 . 1 e- 1 5 : 245 : 69//Hs . 1 1 2648 : AA609 1 3 5 

R-PUCEI 01 1 056//Saal I inducible cytokine AS (RANTES)//3. Se-38: 285: 

82//HS. 1 55464 :AF0882 19 

R-PUCEI 01 1 0S7//ESTS//3. 5e-81 : 410: 96//Hs. 96499: AA252537 
R-PUCEI 01 1D90//ESTS, Weakly siailar to !!!? ALU SUBFAMILY J WARN I 
NG ENTRY !!»! [H. $»pi ens]//1 . 6e-S4: 398: 84//HS. 108740: W20094 
R-PLACE10I 1 109//EST//1. 3e-48: 321 : 85//Hs. 146794: AI149478 
R-PUCE101 1 1 14//ESTs//5. 4e-90: 475: 94//Hs. 69331 : AA099587 
R-PUCE101 1 133//ESTs, Highly siailar to 40 KD PROTEIN [Borna dise 
ase v i rus]//3. 0e-1 05 : SS2 : 93//Hs. 31 2S7 : AA87S998 
R-PUCEI 01 1 143//ESTs//0. 40: 127: 65//Hs. 118701 :AA420795 
R-PUCEI 01 11 60//Hoaa sapiens aRNA for HRIHFB2038, partial cds//7.7 
e-97 : 534 : 9 1 //Hs. 287 1 9 : ABO 1 53 3 3 

R-PUCE 101 1 165//ESTs//l .0:1 35: 69//Hs. 32163 :A 1 374673 

R-PUCE 1 01 1 185//ESTs, Weakly siailar to !!!! ALU CLASS B WARNING £ 

NTRV !!!! [H. sepiens]//3. 4e-85: 442: 95//Hs. 136910 :AAB1 0782 

R-PUCE 1011 203//EST//0. 0047 : 268 : 60//Hs. 68832 : AA088438 

R-PUCE 1011 21 9//ESTs//7. 6e-96 : 504 : 93//H* . 1 24834: Al 1 38671 

R-PUCEI01 !221//ESTs//5. 2e-23: 241 :78//Hs. 26761 AA203299 

R-PUCE 1 01 !229//ESTs//l. 9e-90: 461 :95//Hs. 132288: A 1027693 

R-PUCE 1011 263//ESTs//6. 6e-S6 : 321 : 93//H s. 1 58787 : 179602 

R-PUCEI01 1273//ESTs//0. 016:131 :65//Hs. 140466: AA766772 

R-PLACE 1011 291 //EST//8. 7e-47: 267 :91//Hs. 1 58806 : A 1 3769 1 3 

R-PUCEI 01 1 296//EST//2. 7e-38: 225 : 92//Hs. 1 60934 : Al 376849 

R-PUCE 1 0 1 1 31 0//ESTs//9. 1 e-37 : 1 96 : 96//Hs. 39328 : H7 1 807 

R-PUCEI 01 132S//Huaan clone 23721 aRNA sepuence//0. 0012:486: 58//H 

s. 83572: U7929I 

R-PUCE 1011 332//EST1//8. 4e-44 : 21 7 : 99//Hs. 101365: R60578 
R-PUCEI 01 1340//ESTS. Weakly siailar to TEICHOIC AC10 BIOSYNTHESIS 
PROTEIN A [Bacillus subti I is]//3. 4e-92:452: 97//Hs. 144194: AA706 337 
R-PLACE 1011 375//ESTs//2. 2e-35 : 1 95 : 96//H*. 1 06486 : HI 1 376 
R-PUCEI 01 1 399//ESTs//0. 00096 : 224 : 67//Hs. 151643: AA001 1 94 
R-PUCEI 01 1419//ESTs//4. 9e-50: 267 : 95//HS. 7045: AA167337 
R-PUCEI 01 !433//Hoao sapiens aRNA for KIAA0530 protein, partial cd 
s//4. 8e- 1 1 4: 600 : 94//Hs . 1 080 1 : AB0 1 1 1 02 

R-PUCEI 01 1452//Hoao sapiens aRNA for KIAA0707 protein, partial cd 

s//3. 7e-32 : 310: 76//Hs. 1 38488: ABO 1 4607 

R-PLACE 1 01 1 465//ESTS//4. 5e-86 : 471 : 93//Hs. 144519 : R70887 

R-PUCEI 01 1472//Hoao sapiens aRNA for KIAA0712 protein, coaplete c 

ds//2.6e-104:515:96//Hs. 1 1 1 138 : AB018255 

R-PUCEI 01 1492//ESTS//1 . 7e-96 :488 : 95//HS. 1 16555: AA639278 

R-PUCEI 01 1S03//Hoao sapiens clone 23S97 aRNA sequence//). 0: 1 93:60 

//HS.28197AF035294 

R-PUCE I Oil 520//ESTs//6.8e-99: 477 :97//Hs. 85077 :AA968576 
R-PUCE 1011 563//ESTI//1 . 4e-94 : 514: 92//HS .16471: AA20642 1 
R-PUCEI 01 1 S67//EST//2. 8e-89:417: 100//HS. 149770: AI285985 
R-PUCEI 01 1$76//Zinc finger protein 91 (HPF7, HTF10)//4. 7e-SS: 267: 
81 //Hi. 8S97 : LI 1672 

R-PUCEI 0 11 5S6//My os in, heavy polypeptide 11, saooth ausde//0. 98: 
168. 6 1//HS. 78344 :AFOO 1548 

R-PUCEI 01 1635//ESTs//2. 5e-67:332:98//Hs. 108194:AA780067 
R-PUCE101 1641//ESTs//2. 5e— 71 : 338 : 100//HS. 1 53085 :AA993965 
R-PUCEI 01 1643//EST//1. 9e-18: 181 :78//Hs. 1 60879: A 1 36 1 900 
R-PUCEI 01 !649//Hoao sapiens clone 24432 aRNA sequence//2. 5e-73:41 
4:91//Hs. 78019:AF070535 

R-PLACE 1011 650//EST//5. 8e-l 8 : 1 1 8 : 92//H* . 1 24486 : AA846036 
R-PUCEI 01 1664//Res tin (Reed-Stei nberg cel (-expressed interaediate 
f i laaent-associated pro tein)//0. 50: 178 :62//Hs. 31638:164838 
R-PUCEI 01 1675 

R-PUCEI01 1682//ESTs//2. 4e-90: 465 : 94//HS. 57830: Al 31 2025 
R-PUCEI 01171 9//Huaan Line-1 repeat aRNA with Z open reading fraae 
s//8. Se-57 : 41 0 : 83//HS . 23094 : Ml 9503 

R-PUCE 101 1 725//ESTs//2. 0e-70: 340 : 98//Hs. 1 61725 : AA2S1 392 
R-PUCE 1011 729//ESTS//7 . Se- 1 9 : 1 80 : 79//HS. 119516: AA443426 
R-PUCEI 01 1749//Myel in oligodendrocyte glycoprotein (alternative p 
roduc 1 1}//7. 3e-40: 361 : 77//H s. 53217: Z48051 

R-PUCEtO1 1 762//Huaan kpni repeat arna (cdna clone pcd-kpni-8). 3' 
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end //3. 0e-60: 319: 76//H*. 103948 :K00627 
R-PUCEl 01 1 778//ESTs//8. 0e-70 : 372 : 94//Hi. 46765 : AA521 080 
R-PLACE1 01 1 783//Ca I c i ua aodulating I igand//8. 4e-4l :279:85//Hs. 13S7 
2: AF0681 79 

R-PUCEl 01 1 858//ESTs//2. 6e-69 : 396 : 91//H*. 55220 : 01 1 563 

R-PUCEl 01 1 874//Huaan aRNA for KIAA0033 gene, parti el cds//1.2e-5 

3 :439:80//Hs. 22271 :D26067 

R-PLACEl0ll87S//ESTs//9. 0e-88:420: 98//Hs. 70897: AA987648 
R-PLACE1 01 1 891//ESTS//3. 9e-l 7 : 97: 1 00//H*. 84698 : AA72591 3 
R-PUCEl 01 1 896//EST j//2 . 8e-23 : 1 76 : 84//H*. 1 21 540 : A 1 275497 
R-PUCEl 01 1 922//ESTs//6. 6e-35:41 5: 73//H*. 10972: AA1 64268 
R-PUCEl 01 1 923//Hoao sapiens serua-inducible kinase aRNA, coaplete 
cds//2. 3e-99: 546: 92//H*. 3838: AF05961 7 
R-PUCEl 01 1 962//ESTs//3. 3e-49: 294: 90//Hs. 106800: AI031969 
R-PUCEl 01 1964//EST1. Veakiy siailar to LINE-1 REVERSE TRANSCRIPT* 
SE H0M0L0G [H. sapi ens]//2. 6e-06: 284:63//Hs. 124102: AA701285 
R-PUCE101 1 982//ESTs//2. 9e-5t : 291 : 93//Hs. 20792 : R14890 
R-PUCEl 01 1995//ESTs//4. 5e-39: 304: 81 //Hi. 138852: AA284247 
R-PUCEl 01 2031 //Hoao sapiens aRNA for KIAA0713 protein, partial cd 
s//8. 0e-1 06 : 540 : 95//Hs. 88756 : AB0 1 8256 
R-PUCE2000003//ESTs//2. 0e-l 03 : 488 : 98//Hs. 8341 : AA490069 
R-PUCE2000007//ESTs//2. 4e- 1 1 0 : 564 : 95//Hs .65135: 1891 20 
R-PLACE200001 l//Hoao sapiens clone 614 unknown aRNA, coaplete sequ 
ence//4. 8e- 1 05 : 524 : 95//Hs .21811: AF091 080 
R-PUCE20000 1 5//ESTs//7. 1 e- 1 1 1 : 543 : 96//Hs . 32 1 78 : AA083 2 1 1 
R-PUCE200001 7//EST//8. 2e-46 : 404 : 79//Hs. 1 33006 : A 1 049504 
R-PUCE200002I//EST//4. 5e- 1 9 : 221 : 71//HS. 1 50830: A 1 302868 
R-PUCE2D00033/ /Hunan aelanoaa antigen recognized by T-cells (MAR 
T— 1) bRNA// 1. 6e-43: 355:79//Hs. 1 54069 :U06452 
R-PUCE2000034//EST s//2. 2e-21 : 314: 70//Hs. 107697:12901 3 
R-PUCE2000039//H. sapiens aRNA for translin associated protein X// 
2. 9e-45: 51 4 : 72//Hs. 96247 : X95073 

R-PUCE2000047/ /Hobo sapiens class-1 MHC-res trie ted T cell associa 
ted aolecule (CRT AM) aRNA. coaplete cds//4. 1e-4S: 358: 81 //Hs. 15952 
3:AF001622 

R-PUCE2000050//EST s//4. 5e-65: 322: 98//Hs. 1SS820:N676S2 
R-PUCE2000061//Hoao sapiens aRNA for KIAA0575 protein, coaplete c 
ds//9. 2e-41 :429:72//Hs. 1 53468 :AB01 1147 

R-PLACE2000062//Huaan aRNA for KIAA0392 gene, partial cds//2. Oe-4 
3: 296: 86//Hs. 40100 :AB002390 

R-PUCE2000072/ /Hoao sapiens ZNF202 alpha (ZNF202) aRNA. coaplete 
cds//6. 2e-l 1 1 : 550: 95//HS. 9443 : AE027219 

R-PUCE2000097//Ca I c i ua aodulating I igand//6. 2e-47:372:80//Hs. 1357 
2: Af 068 179 

R-PUCE20001 00//ESTs//8. 8e-42: 281 : 86//Hs. 150727 :A1 292236 
R-PUCE2000103//ESTS//4. 7e-97:518: 93//Hs. 1 18727:»2694l 
R-PUCE20001 11 //Hoao sapiens ubiquitin hydrolyzing enzyae I (U8H1) 
aRNA, partial cds//0. 00043: 127: 71 //Hs. 42400 :AF022789 
R-PUCE20001 1 5//ESTs//7. 8e-93 : 458: 9S//Hs. I04S20 : AA481 662 
R-PUCE2000 1 32//EST s//3. 8e-69: 409: 91//Hs. 98502 :AA433988 
R- PUCE 2000 1 36//EST s/ /6. 2e-05 : 274 : 61//Hs. 1 14067 : AA701 558 
R-PUCE2000140//Hoao sapiens aRNA for KIAA0562 protein, coaplete c 
ds//4. 7e-44 : 302 : 8S//Hs. 1 1 8401 : AB01 1 1 34 
R-PUCE2000 1 64//EST s//6. 3e-106: 506:98//Hs. 16390: A10523S7 
R-PUCE20001 70//Saa 1 1 inducible cytokine AS (RANTES)//3. 7e-42: 326 : 
79//HS.1 55464 :AF0882 19 

R-PUCE2000 1 72//ESTs//9. 6e-43 : 232 : 94//Hs. 6709 : A 1 379778 
R-PUCE20001 76//EST//1 . 6e-24 : 1 54 : 91//Hs. 1 57734: Ai 360292 
R-PUCE2000187//Huaan aRNA for KIAA0033 gene, partial cds//2.0e-4 
9:292:90//Hs.22271 026067 

R-PUCE20002l6//E$Ts//0. 0041 : 166: 64//Hs. 159476 :AI 382378 
R-PUCE2000223//ESTs//0. 49:171 :60//Hs. 86154:AA207191 
R-PUCE2000235//ESTs//2. 9e-39 : 264 : 85//Hs. 1 36839 : H9371 7 
R-PUCE200Q246//NAD (P)H: aenad i one ox idoreductase//4. 0e-44:331 :82// 
Hs. 80706 :M8 1600 

R-PUCE2000Z64//Huaan aRNA for KIAA036S gene, partial cds//4.0e-3 
8: 31 1 :81//Hs. 841 23 : AB002363 

R-PUCE2000274//ESTs, leakly siailar to dynein-related protein [H. 
sapiens]//! . 9e-87: 422: 98//Hs. 9740: AI004779 

R-PUCE2000302//ESTS, Highly siailar to THREONYL-TRNA SYNTHETASE, 
CYT0PUSMIC [Hoao sap*ens]//4. 8e-68: 380: 92//Hs. 107365: AA720664 
R-PUCE20003Q5//ESTs//2. 6e-43 :41 3: 75//Hs. 1 18732 :AI 344055 
R-PUCE2000317//ESTs//2. 8e-92:501 :92//Hs. 28432:R83380 
R-PUCE2000335//ESTs//4. 3e-32: 300: 77//Hs. 163035: AA748058 
R-PUCE2000342//Hoao sapiens ubiquitin hydrolyzing enzyae I (UBH1) 
aRNA, partial cds//0. 00071 : 1 17:73//Hs. 42400: AF022789 
R-PUCE2000347//ESTS//1 . 6e-30 : 21 4 : 86//Hs. 135272 : A 1 3476 1 8 
R-PUCE2000359//Z i nc finger protein 139 (clone pHZ-37)//S. 5e-42: 28 
8: 86//Hs. 140090: U09848 

R-PUC£2000366//Throaboxane A2 receptor//6. 7e-53: 392: 82//Hs. 89887: 



038081 

R-PUCE200037 1 //ESTs//3. 6e-8 1:409: 97//Hs . 1 551 38 : AA1 5873 1 
R-PUCE2000373//Hoao sapiens aRNA for KIAA0734 protein, partial cd 
s//0. 89:186: 62//Hs . 1 0 1 5 1 6 : AB0 1 8277 
R-PUCE2000379//ESTs//3. 4e- 1 0 : 228 : 64//Hs . 57842 : 163781 
R-PUCE20Q0394//ESTs//6. 7e-41 :462:74//Hs. 107657: AA1 26814 
R-PUCE2000398//EST s//4. 2e-33:373:74//Hs. 1 5S184:AA5731 89 
R-PUCE2000399 

R-PUCE2000404//ESTS, Highly siailar to LEUCYL-TRNA SYNTHETASE, C 
YT0PUSM1C [Saccharoayces cerevisiae]//4. 2e-1 09: 540: 96//Hs. 6762: AA 
088424 

R-PUCE200041 1//ESTS//1 . 6e-89: 459:9 S//Hs. 1 1758 9: N2 5941 
R-PUCE2000419//ESTs. Veakiy siai lar to F25H9.6 [C.elegins]//t.6e- 
97:436: 95//HS. 24647: Ml 9739 

R-PLACE2000425//Hoao sapiens OEC-205 aRNA. coaplete cds//2. 2e-44: 2 
87:88//Hs. 153563: AFQ1 1333 

R-PLACE2000427//ESTs, Meekly siailar to coded for by C. elegans cO 
NA CEESI42F [C. el egans]//3. 0e-l 1 3: 543: 97//HS. 16933 : AA976002 
R- PUCE 200043 3/ /EST s// 1 . 8e-46: 31 1 : 85//Hs. 1 45032 : AA343523 
R- PUCE 200043 5//ESTs//2. 9e-33: 243 :87//Hs. 90964: AA39 3966 
R- PUCE 20004 38//EST s//2 . 8e-09: 66 : 96//Hs. 59548 :AI 279887 
R-PUCE2000450//Huaan aRNA for KIAA0392 gene, partial cds//3. 3e-3 
9: 394:74//Hs. 40100:A8002390 

R-PUCE2000455//ESTs//l. 2e-62:301 :99//Hs. 151708: AA554714 
R-PUCE2 000458/ /EST s//6 . 8e-92:473:96//Hs. 1 1 5897 :AA1 56638 
R- PUCE2 00046 5/ /EST s// 1 . 3e-4S : 435 : 76//HS .141635: N79228 
R-PUCE2000477//ESTs//2 . 6e-1 00 : 536 : 94//Hs. 77822 : AA532642 
R-PUCE3000004//EST s//9. 1 •- 1 1 4 : S58:97//Hs. 13035: AA1 51838 
R-PUCE3000029//Hoao sapiens aRNA for KIAA0S75 protein, coaplete c 
ds//6. 3e-64 : 350: 86//HS. 1 53468 : AB01 1 1 47 
R-PUCE30000S9//EST//0; 028: 175:61//Hs. 1 59873 :R92763 
R-PUCE3000070//ESTS//3. 8e-l 6:200 :74//Hs. 138771 :N70979 
R-PUCE3000 103// ISLET AMYLOID POLYPEPTIDE PRECURS0R//3. 7e-48 : 468: 7 
5//HS. 51048:168830 

R-PUCE30001 19//ESTs//1 . 2e-45: 330.83//H*. 35254: A1 133727 
R-PLACE3000! 24//EST//3. le-75: 391 : 96//Hs. 161 51 5 :N71 739 
R-PLACE30001 36//ESTs//8. 3e-18: 1 S2 :84//Hs. 10043:081792 
R-PUCE3000l42//ESTs//0. 047 : 1 83 : 62//Hs. 43102: AA1 31 369 
R-PUCE3000147//ESTs//6. 6e-53: 310:90//Hs. 8230:107142 
R- PUCE 3000 148//EST//1. 9e-16: 184: 76//Hs. 146570:A1 139815 
R-PUCE3000155//ESTs//l . 2e-1 9:192: 79//HS. 1 31 350: AA805223 
R-PUCE30001 56//ESTs, Highly siailar to ENV POLYPROTEIN [Avian sp 
leen necrosis virus]//4. 8e-36: 262 : 88//Hs. 31532:H18272 
R- PUCE 3000 157 

R- PUCE 30001 5B//Saa 1 1 inducible cytokine A5 (RANTES)//8. 2e-39 : 296: 

81 //Hs. I55464:AF088219 

R-PUCE3000160 

R-PUCE30001 69//ESTS//1 . 5e-64: 329 : 97//HS. 1 29864: R20798 
R-PLACE30001 94 

R-PUCE30001 97//ESTs//1 . 4e-38: 1 97 : 98//Hs. 1 46341 : AI 269930 
R-PUCE30001 99//ESTs, Highly siailar to AP0LIP0PR0TEIN E PRECURS0 
R [Sus scrofa]//0. 018:261 :61//Hs. 131370: AA927S 16 
R-PUCE3000207//EST// 1 . 3e- 1 5 : 1 54 : 78//HS. 136617: AA630476 
R-PUCE3000208//ESTs//1. Se-18: 151 :82//Hs. 1 5S498: 127084 
R-PUCE3000218//ESTS//1 . 8e-85: 463 : 93//Hs. 7849: A 1 129964 
R-PUCE3000220//EST s//6. 4e-44: 308:84//Hs. 1 36839: H93717 
R-PUCE3000226//ESTs//1 . 3e-49: 269 : 95//HS. 9059: AI 35901 4 
R-PUCE3000230//6ST//2. 3e-34: 258: 83//Hs. 4382:T02878 
R-PUCE3000242//Huaan trophinin aRNA. coaplete cds//1. le-63: 546:78 
//Hs. 7631 3:1104811 

R- PUCE 3000 244//ESTS. Highly siailar to NEGATIVE REGUUT0R OF MIT 
0SIS [Eaericella nidulans]//7.5e-H0:549:95//Hs. 1 3692 : AA632002 
R-PUCE3000254//Huaan aRNA for KIAA0309 gene, partial cds//2.4e-2 
9:174: 94//HS. 87908 : AB002307 

R-PUCE3000271 //Human aacrophage-der i ved chemokine precursor (MDC) 
aRNA. coaplete cds//2. 3e-62: 287: 82//HS. 97203 :U831 71 
R- PUCE 3000 276//E ST s//7. 5e-07 : 1 87 : 64//HS . 80720 : AA031 782 
R-PUCE3000304//Human S3K isofora of Type II phosphatidyl i nos i tol- 
4-phosphate 5-kinase (PI PK) aRNA, coaplete cds//4. 0e-59:456: 80//H 
s. 108966:U48696 

R-PUCE30003 10// ISLET AMYLOID POLYPEPTIDE PRECURS0R//6. 0e-45: 302:8 
6//HS. 51048: X68830 

R-PUCE3000320// Interleukin 1 0//9. 6e-42 : 288 : 85//HS. 2180: M57627 
R-PUCE3000322//EST s. Highly siailar to ARGIN I NOSUCCINATE LYASE 
[Hoao sapi ens]//5. Be- 34: 1 90: 95//Hs. 114531 : N74103 
R-PUCE3000331//Hoao sapiens aRNA for KIAA0772 protein, coaplete c 
ds//3. 7e-32 : 239: 84//HS. 1 551 9: AB01 83 1 5 
R-PUCE3000339//ESTs//1 . 3e- 109 : 548 : 96//Hs. 787 1 : A 1 04 1 837 
R-PLACE3000341//EST//1. le-11 : 231 :68//Hs. 131 328: AA92 2688 
R- PLACE 3000 3 50//Huaan aRNa for adipogenesis inhibitory factor//8.0 
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e-40: 291 :76//Hs. 1721: X58377 

R-PLACE3000352//EST//1 . Be-72 : 343 : 1 00//Hi. 1 4487 1 : A 1 202380 
R-PLACE3000353//ESTs//2. 0e-7S:395:9S//Hs. 107260:152683 
R-PLACE3000362//EST//2. 8e-80: 381 :99//Hs. 1 36233 : AA26I888 
REPLACE 3000363 

R-PUCE3000365//EST//4. 8e-50 : 307 : 88//H* . 1 49580 : A 1 28 1 88 1 
R- PUCE 30003 7 3//ESTs//S. 8e-6Q:422:83//Hs. 142826:187430 
R-PLACE 3Q00388//EST*. Moderately siailar to !!!• ALU SU8FAM I LT J I 
ARMING EMTRY !!!! [H. sapiens]//!. 0e-3S:427:73//Hs. 1 38795 : R98534 
R-PUCE3000399//E$Ts//6. 5e-05:162:66//Hs. 149440: Al 274570 
R-PLACE 3000400//ESTs//8. 3e-05:310:63//H«. 17697:AA287528 
R-PLACE300040l//ESTs//4.6e-60:326:80//Hs. 139555:N48230 
R-PLACE3000402//Homo sapient clone 24629 aRNA sequence//0. 50:227:6 
2//Hi. 142570: AF0S2160 

R-PLACE300040S//Huaan HsLIM15 aRNA for HsLialS, coaplete cd«//5.3 
e-43:31S:82//Hs. 37181 :064108 

R- PLACE 300040 6//Huaan high-affinity copper uptake protein (hCTRI) 
aRNA. coaplete cdt//4. 4e-47: 302 : B7//H1. 73614 :U83460 
R-PLACE300041 3//ESTs//l . 6e-l 1 6 : 571 : 97//HS. 10235 : H93077 
R-PLACE3000416//Saal I inducible cytokine AS (RANTES)//!. 8e-41 : 300: 
85//HI. 1 55464 :AF0882 19 

R - PLACE 3 00042 5//Hobo sapiens 4F5S aRNA, coaplete cdt//1 . 6e-46: 307: 
85//H*. 32567 :AF0735 19 

R -PLACE 3000455//ESTs// 1 . 0:160: 64//Hs. 1 56045 : AA884461 
. R-PLACE 30004 75//Huaan signal transducing adaptor molecule STAM eRM 
A, coaplete cds//6. 1 e-84: 440: 92//H*. 1 53487:1143899 
R-PLACE3000477//ESTS//2. 4e-l 13: 568 : 96//Hs. 24557 : AA142980 
R-PUCE4Q00009//ESTS//1 . 5e-72 : 361 : 96//H*. 10119: AA700227 
R-PLACE400001 4//Hoao sapiens aRNA for KIAA0809 protein, partial cd 
s//8. 8e-85:433: 95//Hs, 105399: A801 8352 
R-PLACE4000034//ESTs//7. 0e- 1 1 0 : 550 : 96//Hs . 76607 : AA 1 56240 
R-PLACE4000049//EST//0. 028 : 87 : 75//H*. 89303 : AA2 8403 1 
R-PLACE 40000S2//EST s//5. 6e-1 1 6 : 553 : 98//Hs. 1 9067 : AA521 292 
R-PLACE4000063//EST s//5. 0e-80: 388: 98//Hs. 1 35028: A 1 096444 
R-PLACE4000089//ESTs//2.3e-97:479:97//Hs. 102425: AA807547 
R-PLACE4000093//E5T s//1 . Se-82 : 391 : 99//Hs. 1 60730 : Al 1 42739 
R-PLACE 4000 100 

R-PLACE40001 06//Hoao sapiens aRNA for KIAA0462 protein, partial cd 
s//2. 7e-98:419:91//Hs. 129937: AB00793I 

R-PLACE40001 28//ESTs. Moderately siaitar to 111) ALU SUBFAMILY J ■ 
ARMING ENTRY !!!! (H. sapiens]//3. 8e-1 1 : 1 84:71//Hs. 154278 : N45985 
R-PLACE4Q00!29//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K IAAD500//5. 2e-21 : 1 18: 1 00//Hs. 1 1BI64: AB007969 
R-PLACE4000 1 47//EST//1 . 6e-23 : 175: 79//Hs . 1 62236 : AAS51 582 
R-PLACE40001 S6//Hoao sapiens aRNA for KIAA0575 protein, coaplete c 
ds//3. Oe-47 : 306 : 88//Hs. 1 53468 : AB01 1 1 47 

R-PLACE4000l92//ESTs, Veakly siailar to siailar to Huaan zinc fing 
er protein (ZNF1 42) [H. sapiens]//6. 7e-31 : 232: 82//Ms. 16493: T92 186 
R-PLACE 40002 22/ /EST s//2 . 2e-53 : 1 95 : 85//H s. 1 41 575 : AA2 1 1 734 
R-PLACE4000233//ESTs//2.9e-81 : 456 : 93//Hs. 124964 :R8 1949 
R-PLACE4000247//Hoao sapiens PYRIN (ICFV) aRNA, coaplete cds//5. 5 
e-72 : 307 : 85//HS. 113283: AF01 8080 

R-PLACE4000250//Saal I inducible cytokine AS (RANTES) //7. 1 e-43: 301 : 
83//HS. 155464:AF088219 

R-PLACE4000252//EST//1 . 6e-40: 275:8S//Hs. 162197:AA535216 
R-PLACE4000261//EST//0. 0063 : 384 : 58//HS. 1 36284 : AA400442 
R-PLACE4000269//ESTs//7. 3e-67 : 34S: 97//Hs. 5000: R445B6 
R-PLACE40Q02 70/ /Hoao sapiens apoptotic protease activating factor 
1 (Apaf-1) aRNA. coaplete cds//2. 1e-37: 352:77//Hs. 77579:AF01 3263 
R-PLACE4000300//EST//0. 26:103: 68//Hs. 1 44438 : AA780782 
R-PLACE4000320//EST//2. 7e-44: 298 : 85//Hs. 162404 : AA573 1 31 
R-PLACE 40003 23//ESTs//8. 8e-38: 178:79//Hs. 1 55475: AA761 454 
R-PLACE 4000326//ESTs//7. 4e-103: 516: 96//Hs. 55042: AA 150460 
R-PLACE4000344//EST s//9. 9e-94 : 463 : 96//Hs . 1 00057 : AA001 41 4 
R-PLACE4000367//ESTs//0. 81 : 102:73//Hs. 107692 :H38478 
R-PLACE4000369//ESTs//1 . 5e-69 : 390: 92//Hs. 1 3733 AA41 8656 
R-PLACE4000379//ESTs//1 . 3e-67 : 373: 9f//Hs. 48S69: AA905425 
R-PLACE4000387//EST, Moderately siailar to !!!! ALU SUBFAMILY SQ M 
ARMING ENTRY ! ! ! ! [H. sapi ens]//1 . 9e-44: 379: 78//H*. 1 52369: AA504B1 8 
R-PLACE4000392//ESTs, leakly siailar to line-1 protein 0RF1 [H. sap 
i ens]//2. 3e-70 : 482 : 83//HS .140416: AA778649 
R- PLACE 4000401 //EST s//1. 3e-1S: 151 :84//Hs. 1 50355 :AI 273502 
R-PLACE 400041 1//ESTs//1 . 1 e-108: 543: 96//Hs. 23901 :AA1 69780 
R-PLACE4000445//ESTs, leakly siailar to CO 50 9. 6 gene product [C.el 
egans]//2. 6e-1 1 1 : 530 : 98//Hs. 1 2003 : AA643063 

R-PLACE4000465//Cy tochroae P450, subfaaily I (aroaatic conpound-in 
ducible). polypeptide 2//8. 5e-58:409: 72//Hs. 1 361 :MS5053 
R-PLACE 4000489//ESTs//5. 0e-70 : 342 : 98/ZHs. 72865 : A 1 380932 
R-PLACE40004 94//ESTs//l . 4e- 1 09 : S25 : 98//HS. 22539 : A 1 3342 1 0 
R-PLACE40Q0S22//ESTs//6. 3e-88: 471 : 93//Hs. 8121 : AA521 290 
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R-PLACE4000548//E5Ts//3. 3e-86:441 : 96//Hs. 5070: AAI49527 
R-PLACE4000S58//Huaan putative aonocarbosylate transporter (MCT) a 
RNA. coaplete cds//5. 7e-46:425:76//Hs. 23590:US9185 
R-THYR01000026//ESTs//2.6e-42:331:82//Hs. 137875:AA993532 
R-THYROI 000034//EST s//2 . 1 e-43 : 2 1 4 : 100//HS. 1 5301 8: A 1 243524 
R-THYROI 00003 5//EST s//7. 6e-S2 : 325 : 90//Hs. 49817: AA001 249 
R-THYROI 000040//ESTS//1 . 7e-94 : 459 : 98//Hs . 487 1 2 : A 1 027889 
R-THYR01000070//ESTs//6. 7e-43: 283: 86//HS. 37 573 : H596S 1 
R-THYROI 000072//ESTs//l. 3e-57 : 31 3 : 96//HS. 127827 : HI 3438 
R-THYROI 000085//ESTs//l.le-90: 439 :98//Hs. 1 50539: AA908435 
R-THYROI 000092//Huaan eRNA for KIAA0355 gene, coaplete cds//1.3e-4 
1 : 344: 79//Hs. 153014:AB002353 

R-THYROI 000 107// Interleukin 1 0//2. 8e-43 : 292 : 84//Hs. 21 80 : M57627 
R-THYROI 0001 1 1//ESTs, Highly siailar to LINE-1 REVERSE TRANSCRIPT 
ASE HOMOLOG [Hoao sapiens]//1.0e-52:413:80//Hs. 140385.AA7733S9 
R-THYR0 1000121 //EST//0 .24:78: 74//Hs . 1 5663 2 : A 1 345 1 08 
R-THYROI 000 1 24//ESTs//2. 8 e-86 : 428 : 96//Hs . 1 4 1 634 : A 11 22764 
R-THYROI 0001 2 9//Hoao sapiens TE0 protein (TE0) aRNA, coaplete cds/ 
, /6. 8e-90 : 449 : 96//Hs. 87619: AF087142 

R'THYROl 0001 32//ESTs, Moderately siailar to !!!! ALU SUBFAMILY SC 
■ARMING ENTRY !!M [H. sapiens]//5. 2e-49:486: 77//Hs. 24164:N95217 
R-THYROI 0001 56//ESTs//6. 1 e-36: 344: 75//Hs. 70279: AA7S7426 
R-THYROI 0001 63/ /Hoao sapiens Lli protein aRNA, coaplete cds//4. 8e- 
38 : 278: 84//Hs. 1 54103 : AF061 258 

R-THYROI 0001 7 3/ZESTs, Highly siailar to CLATHRIN COAT ASSEMBLY PR 
0TEIN AP47 [Mus ausculus]//1 . 1 e-l 1 1 : 554 : 96//Hs. 18894: AA91 0946 
R-THYR0 1 000 1 86//ESTs// 1 . 0e-44 : 339 : 83//Hs .155184: AAS731 89 
R-THYROI 000 187//Saa II inducible cytokine AS (RANTES) // 1. 1e-4l : 305: 
81 //Hi. 1 55464 :AF0882 19 

R-THYR01000190//Saal l inducible cytokine AS (RANTES)//2. 3e-44: 301 : 
8S//Hs. 1 55464 :AF0882 19 

R-THYROI 0001 97//Hobo sapiens aRNA for poly(A)-speci f ic ribonucleas 
e//3. 6e-l 10:535: 97//Hs. 43445: AJ005698 

R-THYROI 000 199//Hoao sapiens aRNA for KIAA0652 protein, coaplete c 

ds//4. 3e-1 IS: 559:97//Hs. 79672:AB014552 

R-THYROI 000206//ESTs//3. 1 e-90: 507: 90//Hs. 32456:129063 

R-THYROI 0002 2 1 //EST s. leakly siailar to Ml! ALU SUBFAMILY J 1ARNI 

NG ENTRY !!1! [H. sapiens]//! . 1 e-72: 357: 98//Hs. 140002 :AA635349 

R-THYROI 000241 //Hoao sapiens aRNA for KIAA0688 protein, coaplete c 

ds//7. 8e-69 : 524 : 82//Hs. 141874 : ABO 1 4588 

R-THYROI 0Q0242//ESTs//4.2e-27: 222 :8S//Hs. 77554:187927 

R-THYROI 0002 5 3//S i a I opho r i n (gpL115, leukosialin, C043)//7. 3e-40:3 

18: 80//HS. 80738: X52075 

R-THYR01000270//ESTs//1 . 9e-99: 531 : 94//H*. 17767 N62925 
R-THYROI 000279//EST//2. 7e-54: 266 : 99//Hs. 149527 : A 1 280674 
R-THYROI 000 2 8B//Hoeo sapiens aRNA for Hs Ste24p, coaplete cds//3. 5 
e-1 00 : 566: 9I//HS. 25846 : AB016068 

R-THYROI 000 32 0//P0LYPOS IS LOCUS PROTEIN 1//1 . 0: 321 : 58//Hs. 74648 :N7 
3547 

R-THYROI 000327//Autoer ine aotility factor receptor//9. 2e-S4:289: 93 
//Hs. 80731 :M63 175 

R- THY RO 1000 343//Hoeo sapiens aRNA for KIAA0790 protein, partial cd 
s//3. 4e-U3:559: 96//Hs. 1 2002 : AB0I8333 

R-THYROI 000 358//Huaan selenium-binding protein (hSBP) aRNA, coaple 
te cds//1. Se-48 : 31 7: 87//Hs. 7833 :U29091 
R-THYR01000368//ESTs//4. 7e-88: 430: 98//HS. 146085: AA02 1064 
R-THYROI 00038 !//ESTs//1 .0:253: 57//Hs. 1 28783 : AA436250 
R-THYROI 000387//Hoao sapiens ubiquilin conjugating enzyae G2 (UBE2 
C2) aRNA, coaplete cds//4. 6e-69:294:84//Hs. I516I4:AF032456 
R-THYROI 000394//Throaboiane A2 receptor//4. Je-40: 232: 87//Hs. 89887: 
D38081 

R-THYROI 000395//EST s//3. 3e-20 : 1 60 : 83//Hs. 101 570 : AA505429 
R-THYROI 00040 1//ESTs//1 . 3e-l 09 : 51 6 : 99//HS. 78524 : A 1 1 40601 
R-THYROI 000438//ESTs//2. te-48: 360: 83//Hs. 14I203:H52638 
R-THYR01000452//ESTs, leakly siailar to No definition line found 
[C. e I egans) //8. 5e-40 : 23 9 : 90//H* . 84009 : A 1 30976 1 
R-THYROI 000471//ESTs//3. 3e-36: 302: 80/ZHs. 70279: AA757426 
R-THYROI 000484//Hoao sapiens aRNA for KIAA0737 protein, coaplete c 
ds//2. 2e-49 : 479: 75//Hs. J7630 : AB01 8280 

R-THYROI 000488//Hoea sapiens aRNA for HRIHFB2038, partial cds//4. 1 
e-89:471 :94//Hs. 2871 9: AB0 15333 

R-THYROI 00050 l//ESTs//1 . 5e-46 : 287: 89//Hs. 1 25300: R62360 
R-THYROI 000502//ESTs//1 . 7e-08 : 63 : 96//Hs. 1 1 63 1 9 : A 1 208005 
R-THYROI OOQS05//ESTs. leakly similar to KIAA028I [H. sapi ens]//3. 9 
e-57 : 286 : 96//Hs. 105861 .AI206965 

R-THYROI 000558//ESTs//1.7e-95: 454: 99//HS.1 25063 :AA648511 
R-THYROI 000569//ESTs//3. 2e-89 : 463 : 94//Hs . 20555 : 122 1 93 
R-THYROI 000570//ESTs//2. 8e-97 : 471 :97//Hs. 8245: AA1 15485 
R-THYROI 00058S//Hoao sapiens protein associated aith Myc aRNA, coa 
plete cds//2. 6e-1QB: 533. 97//H*. 1 5141 1 : AF075587 
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R-THYROI OOOS96//ESTs//3. 1 e-99 : 527 : 94//HS. 6084 : AA04S247 
R-THYROI 000602//EST//6. 9e-50: 381 : 83//Hs. 16191 7:AA483223 
R-THYROI 0006Q5//ESTs, Weakly siailar to aonocytic leukaeaia zinc t 
inger protein [H. sapiens]//!. 2e-96: 483: 96//Hs. 21907:N24415 
R-THYROI 0006 2 5//EST s//5. 6e-36 : 257 : 84//Hs. 1 39657 : AA1 91 742 
R-THYR01 000637 

R-THYR01 000641//ESTS. Weakly siailar to ERYTHROCYTE BAWD 7 INTEGRA 
L MEMBRANE PROTEIN fH. sapi en*]//4. 9e-46: 245: 95//Hs. 97398: AA398634 
R-THYROI 0Q0658//ESTs//S. 8e-48 : 281 : 90//H*. 1 42259 : AA828840 
R-THYROI 000662//ESTs//l . 5e-82 : 389 : 99//Hs. 1 55573 : AA487384 
R-THYROI 000666//ESTs//1 . 4e-26 : 1 79 : B8//H*. 98382 : AA779866 
R-THYROI 000676//EST//6. 4e-05: 88 : 77//H*. 1 33424 : Al 061 063 
fi-THYROI000684//ESTs//l . 9e-69: 374:94//H*. 144617: R77109 
R-THYROI 000699//ESTs//l . 7e-58: 394: 86//H*. 26373: AA70071 3 
R-THYROI 0007 l 2 

R-THYROI 000734//EST//2. 0e-06 : 95 : 73//HS. 1 56201 : AA724287 

R-THVROl 000748//EST//4. 1 e-1 2 : 1 55: 74//Hs. 1 1 8694 : AA1 487 1 3 

R-THYROI 000756/, /E5T i , Weakly siailar to CMP-N-ACETYLNEURAM I NATE-BE 

TA-GALACTOSAMI DE-ALPHA-2, 3-S I ALYLTRANSFERASE [H. sapiens] //8. le-82: 

497 :87//Hs. 109672 :W22624 

R-THYROI000777 

R-THYROI 000783//EST//5. 6e-1 00: 470 : 99//H*. 123515: AA81 2932 
R-THYROI 000787//EST//8. 0e-34: 175: 99//Hs. 99607 AA463897 
R-THYROI 000793//ESTs//2. 2e-l06: 505: 99//Hj. 50929: AA443 144 
R-THYR01000796//ESTs//4. 3e-44:445:7S//H*.55855:AA621381 
R-THYROI 000805//EST//2. 6e-32 : 407 : 67//Hs. 1 23424 : AA81 3594 
R-THYRO I 0008 1 5//Huaan aRNA for KIAA0033 gene, partial cds//2.0e-5 
6 : 307: 87//H*. 22271 : D26067 
R-THYROI 000829 

R-THYROI 000843// Interleukin 1Q//1. 1 e-44: 285 :87//H*. 2180: WS7627 
R-THYROI 000852//EST//2. 3e-20: 157:85//Hs. 149580: Al 281881 
R-THYR01000855//EST$//2. 6e-44: 359:81//H*. 140329: AA71401 1 
R-THYROI 000865//Prote in kinase, interferon-inducible double strand 
ed RNA dependent/^. 8e-44: 374: 79//HS. 73821 :W35663 
R-THYRO 1000895//ESTs// 1 . Oe-32 : 1 96 : 85//H*. 1 38630:H97871 
R-THYROI 0009 16//ESTS//4. 6e-99:492: 96//H*. 152442: AA528234 
R-THYR01000926//Hoao sapiens cAMP-spec i f ic phosphodi esterase 88 (P 
0E8B) aRNA, partial cds//3. le-11 0:566 : 94//HS. 78106 :AF079529 
R-THYROI 000934//ESTs//7. 4e-1 02 : S35: 95//HS. 581 94: W72182 
R-THYROI 00095 1//ESTs//4. 2e~1 1 : 91 :89//Hs. 6278: T15859 
R-THYROI 000952//ESTS//3. 9e-93: 489: 94//Hs. 48928: AA21 1761 
R-THYROI 0009 74//Hoao sapiens ribosoaal protein L33-like protein aR 
WA. coaplete cds//1 . le-60: 321 : 95//Hs. 14454: AF047440 
R-THYROI 00D975//EST//9. 8e-49: 303:89//Hs. 149580: A 1 28 1881 
R-THYROI 000983//ESTS, Highly siailar to UB I QUIT IN-CON JUGAT INC EN2 
YNE E2-17 KD 11 [Arabidopsis thal iana]//1.6e-90:474:93//Hs. 106616: 
AI027S24 

R-THYROI 000984//ESTs//5.9e-97: 48 1 :9S//Hs. 142457 :A 1202777 
R-THYR01000988//EST//3. 5e-42: 241 : 83//Hs. 1 62404 :AA5731 31 
R-THYR0100I 003//ESTs, Weakly siailar to ubiquitin-conjugating enzy 
ae [H. sapi ens]//3. Oe-57 : 341 : 9 1//Hs. 44049 :AA52 1489 
R-THYROI 001031 //ESTs//5. 5e-47 : 322 : 85//Hs. 1 36839 : H9371 7 
R-THYR01001 033//ESTS//5. 7e-89 : 427 : 98//Hs. 71 508: AA809070 
R-THYR01001062//EST//1 . 5e-46: 291 : 89//Hs. 161917 : AA483223 
R-THYR01001093//ESTs//2. 7e-B0:468: 90//Hs. 124601 :AA203497 
R-THYROI 001 100 

R-THYR01001 l20//ESTs, Moderately siailar to fractionated X-irradia 
tion-indiiced 29 thyaoaa [M.auseulus]//6. 6e-86:49l : 89//Hs. 89135:A1 1 
38834 

R-THYR01 001 121//Hoao sapiens aRNA for beta-tubulin folding cofacto 

r D//2. 6e-82 : 429 : 94//Hs . 1 2570 : A J00641 7 

R-THYROI 001 1 33//ESTs//2. 9e-39: 242: 90//HS. 1 52340: AA521 399 

R-THYROI 001 1 34//ESTs//1 . 8e-l 02 : 521 : 95//Hs. 1 08408 : N3 1 922 

R-THYR01001 1 42//EST1//0. 26:84: 69//Hs. 1 53434 : Al 287853 

R-THYROI 001 1 73//Huaan aRNA for KIAA0238 gene, partial cds//0.0012: 

305: 62//HS. 82042:087075 

R-THYRO10O1 177 

R-THYR01001 1 89/ /H. sapiens F1 1 aRNA//1 . 5e-59: 260: 83//Hs. 1 59639: X777 

44 

R-THYROI 001 204//ESTs, Weakly siailar to TH1 protein [0. ae I anogaste 
r]//1.0e-75:431:91//Hs.5184:AA709151 

R-THYROI001 213//ESTs//1 . 3e-75:409:92//Hs, 140213: AA828932 
R-THYROI 001 262//Huaan . kpni repeat urna (cdna clone pcd-kpni-4), 3' 
end//1 . 3e-48: 349:83//Hs. I39107:K00629 
R-THYR01001271//PUTATIVE PROTEIN PHOSPHATASE 2C//1.0: 128:64//Hs. 1 1 
8728:013640 

R-THYRO 10012 90/ /EST s//2 . 1e-89:424:99//Hs. 118152: AA702561 
R-THYRO10O1313//ESTs//3. 5e-17: 139:87//Hs. 15827:H16269 
R-THYROI 001 320//ESTs//1 . 4e-6 1:403: 79//HS. 1 39555: N48230 
R-THYR01001 32 1//Hypoxan thine phosphor ibosy I transferase 1 (Lesch-Ny 
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han syndroae)//8.5e-05:326:60//Hs.82314:N31642 
R-THYR0 1 00 1 3 22//ESTS//0. 16:422: S9//Hs . 23876 : AA082 935 
R-THYR0100I347//ESTS. Weakly siailar to C3SA5.8 [C. el egans]//1 . 1 e- 
106 : 562 : 94//Hs, 1 5032: AA7 74250 

R-THYRO 1 001 363//ESTs//1 . 4e-99 : 508 : 9S//Hs. 5028 : D51 033 
R-THYRO 100 1365 
R-THYROI 001 374 

R-THYROI 001 401 //Huaan HsLIWIS aRNA for HsLia15, coaplete cds//2. 5 
e-48:467:75//Hs. 37181:064108 

R-THYROI 001 403// Interleukin 1 0//2. 1 e-46 : 305 : 85//Hs. 2180: W57627 

R-THYROI 001 405//ESTS//4. 8e-2 5: 1 97 : 84//Hs. 6907 : W72733 

R-THYROI 00 1406//EST//0. 0023: 11 7: 66//HS. 162931 :AA633l97 

R-THYR0 1 00141 1//ESTS//6. 1e-77:421 : 93//Hs. 22973:R40979 

R-THYR01001426//Hoao sapiens aRNA, chroaosoae 1 specific transcrip 

t K IAA0S08//9. le-49: 305: 86//Hs. 1 59187 :AB007977 

R-THYR01001 434//ESTs//0. 40: 161 : 61//Hs, 161 993: AA503172 

R-THYROI 00 1 458//EST*, Moderately siailar to 1 ! ! ! ALU SUBFAMILY SC 

IARNING ENTRY !!!! [H. sapi ens]//1 . 7e-05: 1 59 : 66//Hs. 104239: AA488082 

R-THYROI 00 1 480//Saa 1 1 inducible cytokine AS (RANTES)//1 . 3e-40: 33! : 

79//HS. 155464 AF0882 19 

R-THYROI 001 487//Hoao sapiens aRNA for KIAA0563 protein, coaplete c 

ds//2. le-17: 134:76//Hs. 15731 : AB01 1 1 35 

R-THYROI 001 534//ESTs//4. 6e-96 : 447 : 1 00//Hs . 1 35204 : Al 09311 0 

R-THYROI 001 537//ESTs, leak I y siailar to MM ALU SUBFAMILY J WARN I 

NC ENTRY MM [H. sapi ens]//S. Oe- 33 : 304:80//Hs. 1 08740: W20094 

R-THYROI 001 541 //Huaan peptide transporter (HPEPT1) aRNA, coaplete 

cds//9. 0e-49:427:76//Hs. 2217 :U21 936 

R-THYROI 001 S59//ESTs//0. 99:210: 62//Hs. 336 1 9 : AA021 594 

R-THYROI 001 570//ESTs//4. 9e-48 : 287 : 91//Hs. 271 3 1 : AA4424 1 3 

R-THYROI 001 573//ESTs//2. 1e-87: 446: 95//HS. 143669 :AA621 958 

R-THVR01 001 584//ESTs//1. Se-64: 354: 9S//Hs. 146222 :AA397741 

R-THYROI 001 595//ESTs//5. 7e-39: 366:78//Hs. 22562: RS4247 

R-THYROI 001 602// Insul in- 1 ike growth factor I (soaatoaedia C)//7. 4 

e-1 2 : 288 : 67//Hs. 85 1 1 2 : XS702S 

R-THYR01 001 60S//Huaan GS2 aRNA, coaplete cds//6. 9e-49: 359: 83//Hs. 2 
64:1)03886 

R-THYROI 001 61 7//Hoao sapiens peroxisoaal acyl-CoA:dihydroxyacetone 
phosphate acyl transferase (DHAPAT) aRNA, coaplete cds//1 . 3e-82 :43 
4:93//Hs. 12482: AJ0021 90 

R-THYROI 001 637//Hoao sapiens KIAA0414 aRNA. partial cds//7. 1 e-58 :3 
31 : 83//HS. 1 27649:AB007874 

R-THYROI 00 1 656//ESTS//3. 8e-1 9:209: 75//Hs. 92 1 86 : A 1 080282 
R-THYROI 001661 //ESTs//1 . 4e-56 : 32 3 : 9 1 //Hs . 24984 : AA534446 
R-THYROI 001671//Hoao sapiens aRNA for 2’ -5' o ligoadeny late synthet 
ase 59 kDa isofora//1. 6e-11l :562:95//Hs. 118633: AJ225089 
R-THYROI 001 673//Hoao sapiens aRNA. chroaosoae 1 specific transcrip 
t K IAA0488//1 . 0e-1 7 : 246: 73//Hs. 6761 9: AB007957 
R-THYROI 001 703//ESTS//1 . 1 e-39: 1 42 : 97//Hs. 1 1 0748 : A 1 341726 
R-THYROI 001706//ESTS//2. 2e-42:214:99//Hs. 11 2536 :AI 147691 
R-THYROI 001 721 

R-THYROI 001 738//ESTS, Weakly siailar to ZK1128.6 [C. el egans]//1. 7 
e-10: 147 : 77//Hs. I58196:R53184 

R-THYROI 001 745//ELK1, aeaber of ETS oncogene faai ly//1 . 8e-12:282:6 
5//Hs. I16549:AL009172 

R-THYRO! 001 746//EST//0. 0073 : 226 : 61//Hs. 1 46544 : A 11 25323 
R-THYROI 001 772//ESTS//8. 2 e-1 00 : 495 : 97//Hs. 1 44993 : AA243474 
R-THYROI 001 793//ESTS//2. Se-89 : 430 : 97//HS. 58 1 27 : AA534224 
R-THYROI 001 809//ESTs//1 . Oe-41 : 327 : 80//Hs. 146811 : AA41 0788 
R-THYROI 001 8 54//Hoao sapiens aRNA, chroaosoae I specific transcrip 
t K IAA0487//S. 7e-38: 242: 83//Hs. 92381 : AB007956 
R-THYROI 001 895//ESTs//1 . 7a-08 : 2 1 3 : 64//HS. 1 56056 : A 1 352 1 23 
R-THYR0100I907//ESTS. Moderately siailar to MM ALU SUBFAMILY SC 
WARNING ENTRY MM [H. sapi ens]//3. 7e-41 : 362 : 79//HS. 1 39007 :H743 14 
R-VESEN 1000122 

R-Y79AA 1 0000 1 3//EST s//0. 99:233: 57//HS. 1 3221 6: AA923289 

R-Y79AA1 000033//EST//1 . 9e-62 : 324 : 9S//Hs. 1 57692 : Al 359321 

H-Y79AAI 000037//ESTs//6. le-47:234: 98//Hs. 30773 :AA557 178 

R-Y79AA1000059//HO8O sapiens aRNA for KIAA0S40 protein, partial cd 

s//2. 8e-S1 : 330:89//Hs. 1 53026 : ABO) 4540 

R-Y79AA1 000065//ESTs//2. Oe-91 : 497 : 94//HS. 37759 : H59629 

R-Y79AA 1000131 //EST//2. 3e- 1 6 : 1 84 : 75//HS . 1 4 1 50 1 : N50792 

R-Y79AA1 00018l//ESTs, Weakly siailar to No definition line found 

[C. ol egans]//2. 4O-110: 553 :95//Hs. 23159: AA1 1 3849 

R-Y79AA1 0Q0202//Huaan aRNA for KIAA0169 gene, partial cds//0. 094:1 

85: 6 2//HI. 79414:07999) 

R-Y79AA1 000214//ESTs//1. 7e-93:495: 94//HS. 1 1 673: WS8103 
R-Y79AA1 000230//EST s//3. Se-1 14: 553 : 98//HS . 471 25 : A 142 1 81 2 
R-Y79AA1 000231 //ESTS//1 . 1 e-1 06 : 526 : 97//Hs . 82856 : A 1 246624 
R-Y79AA1000258//ESTs//1. 5e-99: 490: 97//HS. 6459: Al 092936 
R-Y79AA1000268//Huaan aRNA for KIAA036S gene, partial cds//1.3e-4 
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4:320:84//Hs. 841 23.AB002363 

R-Y79AA 100031 3//ESTs//1 . 7e-l05: 558: 93//Hs. 18851 :AA857826 
R-Y79AAI000328//ESTs//1.9e-76:448:91//H*. 16470: AAI 21635 
R-Y79AA1000342//EST*. Weakly siailar to MATRIN 3 [H. sapi ens]//2. 0 
■“37: 239 : 88//Hs . 23476 : AA401 210 

R-Y79AAI 000346//ESTs//7. 9e- 1 2 : 1 39 : 76//Hs. 1 1 5987 : AA483808 
R-Y79AA1Q00349//ESTs, Moderately siailar to speraatid perinuclear 
RNA-b i tiding protein Spnr [M.ausculus]//4.4e-66:339:97//Hs.82)5:AA5 
21150 

R-Y79AA 1 000355/ /ESTs, Moderately siailar to *!M ALU SUBFAMILY SC 
VARNIRG ENTRY ! f ! ! [H. sapiens]//3. 2e-44: 279: 88//Hs. 1 39007:H743I4 
R-Y79AA 1 000368//ESTs//3 . Se-97 : 5 1 3 : 94//Hs . 68090 : AA64 1 0 1 8 
R-Y79AA1 000405//ESTs//4. 4e-47: 267 : 94//Hs. 1 25304 : R5161 3 
R-Y79AA1 0004 1 0//ESTs//7. 4e-49 : 359 : 82//Hs. 158107: AA707758 
R-Y79AA1 000420//EST//0. 17:99: 69//Hs. 160859: A 1 352292 
R- Y 7 9AA 1 00046 9//EST s , Highly siailar to ancient ubiquitous 46 kDa 
protein AUP46 precursor [M. ausculus]//3. le-60: 362: 88//Hs. 6381 : Al 18 
8509 

R-Y79AA1 000480//ESTS//1 . Oe-75: 433 : 9t//Hs. 781 1 0: AA741 320 

R-Y79AA 1 0OOS38//EST//7 . 9e-48 : 307 : 87//H s . 1 49S80 : A 1 281 88 1 

R-Y79AA1 OOOS39//Huaan k ines in- 1 ike spindle protein W<SP (HKSP) aRN 

A. coaplete cds//0. 95: 172:62//Hs. 41723:U37426 

R-Y79AAt 000540//ESTs//1 . Se-97: 534: 93//HS. 67991 :AA1 47848 

R-Y79AA1000560//ESTS. Highly siailar to ALPHA- ADAPT IN [Rattus nor 

veg i cus] //8. 2e-97 : 482 : 97//Hs . 1 91 2 1 : A 1 1 25280 

R-Y79AA1 000574//ESTs, Veakly siailar to M0462.4 [C. el egans]//1 . 3e- 
107: 564 : 93//Hs. 16361 :AH474S5 

R-Y79AA1000627//Hoao sapiens zinc finger protein (ZFS128) aRNA, co 
apl et e cds//3. 4e-99: 51 7 : 94//HS. 60580: AF060503 
R-Y79AA1000705//ESTs. Weakly siailar to HYPOTHETICAL 128.5 KD 1€LI 
CASE IN ATS1-TP03 INTERGEN 1C REGION [Saccharoayces cerevisiae]//8. 

1 e-27 : 140: 100//Hs. 129049: H28818 

R-Y79AA1 000734//Hoao sapiens peroxisoaal biogenesis factor (PEX1 1 
b) aRNA. coaplete cds//8. 7e-l 14: 586: 95//Hs. 83023: AF093670 
R-Y79AA1000748//ESTS, Weakly siailar to HYPOTHETICAL 61.3 KD PROTE 
INF25B5.5 IN CHROMOSOME III [C. elegans]//9. 8e-1 1 1 :563:95//Hs. 1984 
5: Al 005330 

R-Y79AA1 0007S2//Hoao sapiens (hue) aRNA. coaplete cds//0. 97: 235: 59 
//Hs. 1 701 :L2640S 

R-Y79AA1 000774//ESTs//5. 9e-1 09: 559: 95//Hs. 1 71 38 : N91 463 

R-Y79AA 1 000782//Huaan aRNA for KIAA0246 gene, partial cds//1.6e-l 

8: 107: 100/ZHs. 84753 .D87433 

R-Y79AA1000784//EST//0. 80:87: 67//Hs. 1 58558 : A 1 368359 
R-Y79AA1000794//ESTs//2. 7e-99:498:96//Hs. 25441 : AA58051 2 
R-Y79AA1 000800//ESTs//l . 2e-97 : 532 : 93//HS. 77822 : AA532642 
R-Y79AA1 000802//Ca rbosypept i dase E//0. 018:354: 59//Hs. 75360 : X51 405 
R-Y79AA 1000805 

R-Y79AA1 000824//ESTs//0. 99 : 276 : 6!//Hs. 1 53992 : AA280227 
R-Y79AAI 000827//ESTs//l . 2e-55: 326 : 92//Hs. 1 581 27 : Al 334650 
H-Y79AA1 000850//Hoao sapiens saal I ootic lobes hoaolog (S0LH) aRN 
A. coaplete cds//0. 016: 386: S9//Hs. 55836 :U85647 
R-Y79AA1 000962//EST//0. 024: 1 77 : 63//HS. 25214: R3707? 

R-Y79AA 1000968 

R-Y79AAI000969//ESTs//2. 9e-70: 251 : 98//Hs. 1 20858: AA417181 
R-Y79AA1 000976//ESTs//7. 8e-56 : 299 : 9S//Hs. 120125: M86049 
R-Y79AA 1000985 

R-Y79AA1001 D23//ESTs//5. 7e-66 : 379: 90//Hs. 6461 6: W22851 

R-Y79AA1001041//ESTs//8.6e-06:54: 100//Hs. 8980: AA629067 

R-Y79AA 1 001 048//ESTs//4. 4e-97 : 461 : 99//Hs. 70 1 0: AA837407 

R-Y79AAI00106l//ESTs//3. 8e-105: 493: 99//Hs. 1 2841 9: AI271 325 

R-Y79AA1 001068//Hoao sapiens aRNA for KIAA0563 protein, coaplete c 

ds//4. 8e-53 : 279: 83//Hs. 1 5731 : ABO 1 1 1 35 

R-Y79AA1 OOI 077//ESTs//l . 9e-51 : 339 : 87//Hs. 11197: AA309047 

R-Y79AA1 001 07B//EST s//8. 3e-98 : 528 : 92//Hs. 24608 : AAI 6 1 260 

R-Y79AA1 00 1 1 05//ESTs//6. Oe-77 : 393 : 96//Hs. 30837 : H081 55 

R-Y79AA1 001 145//ESTS//1 . 7e-| 3 : 28S : 64//Hs. 1 28259 : AA34301 5 

R-Y79AA 100 1167 

R-Y79AA1 001 1 77//EST//I . Ze-05 : 92 : 76//HS. 65277 : T1 5884 
R-Y79AA 100 1185 

R-Y79AA1001 21 1//ESTS//1. 3e-70: 344:97//Hs. 49760: AA7410S1 
R-Y79AA1001 2l6//E$Ts//S. 8e-63 :416:88//Hs. 859S:W60933 
R-Y79AA1001 228//ESTs//9. 3e-101 : 483: 98//Hs. 139!6:AIO25750 
R-Y79AA1001 233//EST//0. 00027 : 232: 62//Hs. 1 32431 :AA9096 74 
R-Y79AA1001 236//Hoao sapiens aRPtA for JM23 protein, coaplete codin 
g sequence (clone IMAGE 34S81 and IMAGE 45355 and LLNLcI 101 1 33Q7 
(RZPO Ber I i n))//1 . 1 e— 1 10: 549: 9S//Hs. 231 70: AJ005892 
R-Y79AA1001 281//ESTs//3. 6e-98:466 : 99//HS. 104442: AA481 271 
R-Y79AA1001 299//Huaan Ini 1 aRNA. coaplete cds//9. 6e-2S: 133 : 100//H 
s. 155626:1104847 

R-Y79AA1001 3l2//ESTs//3. 4e-92:454:97//Hs. 1 2731 9: Al 191 149 
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R-Y79AA1 001 323//ESTs//l . 6e-67:422 : 89//Hs. 118559 : AA887084 
R-Y79AA1 001 384//ESTS//3. 1 e- 1 04: 496 : 98//Hs. 1 53692 : AA6041 43 
R-Y79AA1 00 1 39 1//ESTs//2. 2e-77 : 4 1 8 : 94//H s. 1 1 8608 : AAI 01 8 1 9 
R-Y79AA1 001 394//ESTs//2. 1 e-78 : 409 : 95//HS. 23413: AA579859 
R-Y79AA1 00 1 402//EST//9. 3 e-08 : 1 28 : 75//Hs . 1 4 1 607 : N6389 1 
R-Y79AA1001493//ESTI. Highly siailar to U8 1 QU I T I N-C0N JUGAT I NG ENZ 
Ytt E2-17 KD 11 [Arabidopsis thal iana]//4. 4e-109: 553:95//Hs. 10661 
6:AI027S24 

R-Y79AA1001511//EST*//4.9e-49:271:92//Hs. 109045: AA52 3704 
R-Y79AA1001 533//ESTs, Moderately siailar to RNA polyaerase I assoc 
iated factor (M.ausculus]//6. 2e-46: 260: 94//Hs. 24884: AA1768J2 
R-Y79AA1001541//EST//0. 62: 1 26 :S7//Hs. 137020: AA868563 
R-Y79AA1001548//PHOSPHATIOYLINOSI TOL 4-KINASE ALPHA//3. 5e-95: 517:9 
1//HS. 76987 :AF0 12872 

R-Y79AA1 001 555//CO llagen. type XI. alpha 1//1. 0: 1 57: 64//Hs. 82772: J 
04177 

R-Y79AA1001S8S//ESTs//1. 9e-90 : 430 :98//Hs. 48333 . AA704508 
R-Y79AA1001 594//ESTs//9. 6e— 23 : 1 22 : 1 00//Hs. 63795:AM26237 
R-Y79AA1 001 603//ESTs//1 . 0e-50 : 1 93 : 1 00//Hs. 25635 : A 1 336204 
R-Y79AA100161 3//ESTs, Weakly siailar to zinc finger protein (H. sap 
iens]//7. 2e-81 :400:97//Hs. 1 3323 : AA897542 
R-Y79AA1 001 647//ESTs//6. 8e-92 : 479 : 9S//Hs. 1 54270 : N26486 
R-Y79AA1001 665//ESTs. Weakly siailar to 50S RIBOSOMAL PROTEIN L20 
(E. col i)//2. 5e-I9: 112: 97//HS. 26252: AA643235 

R-Y79AA10O1679//ESTS, Highly siailar to LAMBDA-CRYSTALL IN [Orycto 
I agus cun i cu I us]//9. 7e-99 : 553 : 92//Hs. 1 08896 : R54040 
R-Y79AA1001692 

R-Y79AA1 001 696//ESTS//1 . 4e-84 : 478 : 91//Hs. 6606 : AA211 783 
R-Y79AA 1 00 1 705//ESTs//6. 7e- 1 07 : 546 : 95//HS . 1 06805 : AA4 1 8490 
R-Y79AA100171 1//Huaan ONA sequence froa clone 1119D9 on chroaosoae 
20pl2. Contains part of a gene for a PAX1 LIKE Serine/Threonine-P 
rotein Kinase and part of the PLC84 gene for Phophol ipase C. beta 
(1-Phosphat idyl inosi tol -4, 5-Bi sphosphate Phosphodiesterase Beta 
4). Contains ESTs. STSs and CSSs//Q. 0085: 251 :63//Hs. 21864:AL0316S2 
R-Y79AA1 001 781 //ESTs, Weakly siailar to partial CDS [C. e legans]// 
9. 4e-87 : 427 : 97//Hs. 1 8645: A 1 023798 

R-Y79AA1001805//ESTs//1. 1e-1 12: 558: 97//Hs. 109755: AAI 80809 
R-Y79AA1001827//ESTs, Weakly siailar to Siailar to S.cerevisiae YD 
9335.03c protein [H. sapiens]//8, 1 e-9S : 530: 91//Hs. 72444: W232 1 7 
R-Y79AA1001846//EST//2.8e-41:312:8l//Hs. 1 62236 :AA551 582 
R-Y79AA 1 001 848//Huaan adhalin (DAC2) aRNA. coaplete cds//0. 54: 221 : 
58//HS. 99931 :L34355 

R-Y79AA1 001 866//ESTs//2. 2e- 1 02 : 498 : 97//Hs. 1 30683 : Al 278630 
R-Y79AA1 001 874//ESTs//l . 9e-76 : 377 : 98//Hs. 79707 : AA354094 
R-Y79AA1 001 875//ESTs//0. 64:152: 63//Hs . 1 561 59 : Al 333652 
R-Y79AA1001923//EST//0. 19: 180:S8//Hs. 148290: AA908404 
R-Y79AA1 00202 7//ESTs//1 . 6e-1 04 : 497 : 98//Hs .21275 : N73275 
R-Y79AA1002Q83//Hoao sapiens aRNA for KIAA0563 protein, coaplete c 
ds//0. 69: 93 : 73//Hs. 15731 :AB011135- 

R-Y79AA1002089//Hoao sapiens PYRIN (MEFV) aRNA. coaplete cds//1.1 
e-46: 392: 80//Hs. 1 1 3283 : AFOI8080 

R-Y79AAJ002093//Hoao sapiens GT198 aRNA. coaplete 0RF//1 . 2e-12:80: 
100//Hs.78185:L38933 

R-Y79AA10021 03//ESTs//1 . 3e-52: 535:76//Hs. 142167:AI41 7785 
R-Y79AA 10021 1 5//ESTs//4. 2e-101 : 519: 96//Hs. 23977: AAI 1 5275 
R-Y79AA10O21 25//ESTs//9. 8e-68: 363 :94//Hs. 72085: AA193399 
R-Y79AA1 0021 39//ESTs//1 . 2e-1 00: 498 : 96//Hs. 72020 : AAI 49858 
R-Y79AA1002204//E$Ts//2. 1 e-83: 434:95//Hs. 22979:R43725 
R-Y79AA!002208//E5Ts//1 . 7e-55: 478: 76//HS. 1 54554: AA5527 15 
R-Y79AAI002209//ESTs. Weakly siailar to siailar to tyrosyl-tRNA sy 
nthetase. (C. elegans)//3. 5e-1 08 : 553:9 5//Hs. 50441 :AA747428 
R-Y79AA100221 0//ESTs//4. 2e-16: 92: 100//Hs. 54862 :AA248349 
R-Y79AA100221 l//ESTs. Weakly siailar to PH0S PHA T I DYLETHAN0LAM 1 NE -B 
INDING PROTEIN [H. sapi ens]//6. Se-86: 518: 90//Hs. 25682 :AA857843 
R-Y79AA1002220//EST//1 . 3e-68:326: 100//HS. 131052:AI016274 
R-Y79AAI002229//ESTs//1 . 9e-9S : 467 : 98//Hs. 132002 : AI039977 
R-Y79AA1002234//Hoao sapiens aRNA for K1AA0692 protein, partial cd 
s//2. 0e-l 18: 564: 98//Hs. 100729: AB014592 

R-Y79AA1002246//ESTS, Weakly siailar to PROTEIN KINASE C. BRAIN IS 
OZYNE [0. ae I anogas ter] //9. Oe- 1 02 : 507 : 96//Hs. 25895 : A 1 34 1 537 
R-Y79AA10022S8//Hoao sapiens aRNA for KIAA06S5 protein, partial cd 
s//2. 4e-93:453: 97//Hs. 96731 :AB014555 
R-Y79AA1 002298//ESTs//0. 022 : 241 : 62//Hs. 1 1 8272 : N9028B 
R-Y79AA1002307//Hoao sapiens aRNA for KIAA0634 protein, partial cd 
s//S. 1 e-1 10:403 : 99//Hs. 30898 : AB01 4534 
R-Y79AA1D0231 1//EST//2. 6e-27:2l4:8S//Hs. 144721 :AI 187985 
R-Y79AA100235l//ESTs//5. 6e- 100: 489: 97//Hs. 30318 : AA91 3371 
R-Y79AA1 002361 

R-Y79AA1002399//ESTs//0.029: 149: 65//Hs. 43872 :N26908 
R-Y79AA1 002407//ESTs//2. 8e-M 7 : 552 : 99//Hs. 9951 9 : A 1 042000 
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R-Y79AA1 00241 6//ESTs//2. 6o-l07 : 531 : 96//H*. 6716 : AA5027S3 
R-Y79AA1 00243 1//EST//S. 6e-23 : 1 28: 98//H*. 12841 7: AA97S026 
R-Y79AA1 00243 3//EST«. Highly siailir to CELL DIVISION CONTROL PRO 
TEIN 68 [Saccharoayces cere* i si a#]//4. 4e-62 : 390:88//Hs. 1 43930 : A 1 20 
7821 

R-Y79AA1 002472//ESTs//l . 1 e-39: 234: 78//H*. I 1 7969:H94870 
R-Y79AA1 002482 //EST j// 3. 4«-45 : 3 1 2 : B5//H«. 14681 1 : AA410788 
R-Y79AA1 002487//ESTI//1 . 7e-80 : 427 : 94//HS. 49210 : N66499 

[0 9 4 2] 
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C-f€MBA1000005//DNAJ PROTEIN HONOlOG MTJ ft. //I. 9E-250//554aa//B$X// 
Q61712 

C-HEMBA 1000030 
C-HEMBA 1000046 
C-HEMBA 1 000050 
C-HEMBA 1000076 

C-HEMBA 1 0001 5S//NEUR0F I LAMENT TRIPLET N PROTEIN (160 KD NEUROFILAM 
ENT PROTEIN) (NF-M) . //? . 9E-12//368aa//24*//PQ8SS3 
C-HEMBA 1QDQ158//HEPAT0CYTE NUCLEAR FACTOR 3-GANMA (HNF-3G) . //SE-16 
//166aa//36X//P35584 

C-HEMBA10D0158//CYLICIN I (MULT I PLE -BAND POLYPEPTIOE I) .//2. 9E-14/ 
/303aa//2Sl//P3S662 

C-HEMBA 1 000 1SS//RAS-REUTED PROTEIN RAL-A.//3. 4E-12//125aa//31X//P 
48SSS 

C-hEMBAI 000193 
C-HElffiAl 000227 . 

C-HEMBAI 000288 
C-HEMBAI 000302 
C-HEMBAI 000304 

C-HEN6A1000307//CARNITINE DEFICIENCY-ASSOCIATED PROTEIN EXPRESSED 
IN VENTRICLE 1//5. 2E-49//107ai//91X//035594 



C-HEMBAI 000369//Nove I huain aRNA siailar to aoute tens PICK1 (TR:Q 

62083) . //0//1950bD//98V/AL0496S4 

C-HENBA1 000387 

C-HEMBA 1000392 

C-tQBAI 000460 

C-HEMBA 1 000488//R I NG CANAL PROTEIN (KELCH PROTEIN). //3. 3E-45//481* 
a//29%//Q04652 

C-HEMBA1 00049 1//RAS-LIKE PROTEIN 2. //2E-22//188»a//31X//P22279 
C-HEMBA 1000501 
C-HEMBA 1000S08 
C-HEMBA 1000520 

C-TEMBA 1000531 //HEAT SHOCK 70 KD PROTEIN COGNATE 1 (HEAT SHOCK 70 

KD PROTEIN 70C) (FRAGMENTS) . //2. 6E-12//73aa//4l£//P02826 

C-HEMBA 1000534 

C-HEMBA1000SSS 

C-HEMBA 1000568 

C-HEMBA 1 000588 

C-HEMBA 1000608//HYPOTHET I CAL PROTEIN KIAA041 1 (FRACMENT). //1 . 8E-55 

//!79ia//61 N//043295 

C-HEMBA 1000636 

C-HEMBA 1000682 

C-HEMBA 1000686 

C-HEMBA 10007 19 

C-HEMBA 1000727 

C-HEMBA 1000752 

C-HEMBA100081 7 

C-HEMBA 1000851 

C-HEMBAI 000867 

C-HEMBA1 000869 

C-HEMBA1 000872 

C-HEMBA 1 00091 0//MELAN0MA-ASS0C I ATED ANTIGEN 81 (NAGE-B1 ANTIGEN) 
(MAGE-IP ANTIGEN) //I . 6E-30//1 27aa//40X//P43366 
C-HEMBA 1 00091 8 

C-HEMBA 1 00091 9//HYPOTHETICAL 65.5 KO TRP-ASP REPEATS CONTAINING PR 

OTEIN F02E8.5 IN CHROMOSOME X. //IE- 10//288aa//23*//Ql91 24 

C-HEMBA 1000946 

C-HEMBA! 000968 

C-HEMBA I 000971 

C-HEMBA 1000975 

C-HEMBA 1001009 

C-HEMBA 100 1 022 

C-HEMBAI 00! 043//ANKYR IN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN. NON 

ERYTHROIO) (FRAGMENT) . //I . 4E-1 2//1 31 aa//38X//Q014IS 

C-HEMBA 100 1 052 

C-HEMBA100I080 

C-HEMBA 100 1 085 

C-HEMBA 1 00 1088//P INCH PROTEIN (PARTICULARY INTERESTING NEV CYS-HIS 
PROTE I N) . //3. 5E-50//1 76aa//S7V/P480S9 
C-HEMBA 1001 109 
C-HEMBAIOOt 122 
C-HEM8A100I 133 

C-HEMBA 1 001 137//Z IRC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X3 
1) (K1AA0065) (HA0946) (FRAGMENT).//!. SE-1 16//1 97aa//58l//Q06730 
C-HEM8A1001 140 

C-HEM8AIO0I174//ADP-R1B0SYLAT1ON FACTOR-LIKE PROTEIN 5. //6. 8E-79// 
179aa//B0X//PS1646 

C-HEM8A100I 197//Hoao sapiens aRMA for KIAA0871 protein, coaplete c 
d*.//9. 56-257//1307bp//94X//AB020678 
C-HEMBA 100 1235 



C-HENBA10O1257//Hoao sapiens aRNA 2-aethy lacy 1-CoA raceaase. //□//! 

672bp//99«//AJ 130733 

C-HEMBAI00128) 

C-HEMJAIOOI 286//C0MPLEMENT DECAY-ACCELERATING FACTOR PRECURSOR.// 

0. 0000000?//198aa//29X//Q6040t 

C-HEMBA1001303 

C-HEMBA 100 1310 

C-HEMBAI001326 

C-HEMBA 1 001 351 //Hoao sapiens VAMP-associated protein of 33 kDa (VA 
P-33) aRNA. coaplete cds.//1. 4E-133//6Ubp//99X//AF0S73$8 
C-HEMBA 1001 387//GTP-BINDINC PROTEIN TC10. //2. 9£-64//104aa//82X//P1 
7081 

C-HEMBA1001388 
C-HEMBA) 001 398 
C-HEMBA1001405 
C-HEMBA 100 1407 
C-HEMBAI0014I3 
C-HEMBA1001415 
C-HEMBA 1001446 
C-HEMBA1 001450 
C-HEMBA 1001455 

C-HEMBA 1 001 51 0//CYCL I C-AMP-DEPEWENT TRANSCRIPTION FACTOR ATF-6 (= 
RAGMENT) . //1 . 7E-l6//63aa//61N//P18850 

C-HEMBA1001 S26//PERIPLASMIC [FE] HYDROGENASE 1 (EC 1 . 18. 99. 1 > . //4. 

9E-37//399aa//29t//P29l66 

C-HEMBA 1001533 

C-HEMBAIOOl 579//Hoao sapiens aRNA for KIAA0850 protein, coaplete c 
ds . //0//1 66 2 bp//99X//A8Q206S7 
C-HEMBA 100 1 581 

C-HEM8AI001 595//SEPTIN 2 HOMOLOC (FRAGMENT) . //4. 9E-1 S6//348aa//83l 
//Q14141 

C-HEMBA 1 001 635//TE5T I S SPECIFIC PROTEIN A (ZINC FINGER PROTEIN TSC 
A) , //1 . 6E-1 0//1 55aa//2BV/Q63679 

C-HEMBAIOOl 661//CADHER IN- RELATED TUMOR SUPPRESSOR PRECURSOR (FAT P 
ROTE IN) .//4. 6E-36//365aa//33X//P33450 
C-HEMBAIOOl 702 

C-ICMBA10O1 714//Hoao sapiens aRNA: cDNA DKFZp564G0422 (froa clone 
OKFZP564G0422) . //0//1 84$bp//99*//AL050386 
C-HEMBAIOOl 731 

C-HEMBAIOOl 744//SCY1 PROTE 1N.//9. 9E-32//481a«//2SX//P53009 
C-HEMBAIOOl 809// IMMEDIATE-EARLY PROTEIN IEI 80. //3. 8E-1 1//20Saa//36 
V/P11675 
C-HEMBAIOOl 81 5 

C-HEMBAIOOl 81 9//Z INC FINGER PROTEIN 184 (FRAGMENT) .//2. 9E-135//4S9 
aa//52t//Q99676 

C-HEMBA 1 001 847//Z INC FINGER PROTEIN 29 (ZFP-29) . //7. 6E-64//22I aa// 

SSX//Q07230 

C-HEMBAIOOl 864 

C-HEMBAIOOl 869//TR1 THORAX PROTEIN. //0. 000096//1 66aa//27X//P206S9 

C-HEMBAIOOl 896//DIMETHYLCLYCINE DEHYDROGENASE PRECURSOR (EC I S. 9 

9. 2) (ME2GLY0H) . //9. 3E-36//39Saa//26X//Q63342 

C-HEMBAIOOl 987 

C-HEMBA 100201 8 

C-HEMBA 1002049 

C-HEMBA 1002 084 

C-HEMBA 1002 1 2S 

C-KEMBA1002 161//MY0SIN HEAVY CHAIN. CARDIAC MUSCLE BETA ISOFORM.// 
1 . 4E-51//180aa//56V/P79293 

C-HEMBA 1002 1 77//TRANSCR I PT ION FACTOR GATA-4 (GATA BINDING FACTOR- 
4).//6E-1 3//1 90aa//36X//P43694 
C-HEMBAI002 1 91 
C-HEMBA 1002 199 

C-HEMBA1002212//TYROSINE-PR0TEIN KINASE 2 (EC 2.7.1.112) (FRAGMEN 
T) . //3E-1 7//267aa//29X//P1 81 6 I 
C-HEMBA 1002 2 37 
C-KEMBA1002265 

C-HEMBA 1002 26 7//Sus scrota decorin aRNA, coaplete cds.//1. 1E-46//3 
02bp//90X//AFl 25537 
C-HEMBA 1002 349 

C-HENBA1802363//Hoao sapiens chroaosoae-associated protein-E (nCA 
P-E) aRNA. coaplete Cds.//0//I847bp//99X//AF092S63 
C-HEMBA 1002 4 19//TR I CHOHYAL IN. //1 . 9E-09//299ia//24X//P22793 
C-HEMBA 1002430 
C-HEMBA 1002 43 9 

C-HEMBA 1002458//0VAR I AN GRANULOSA CELL 13.0 KO PROTEIN HCR74.//4.2 

E-24//109aa//S5X//Q00994 

C-HEMBA 1002460 

C-HEMBA 1002462 

C-HEMBA! 002469//DXS8237E PROTEIN (FRAGMENT) . //3. SE-50//1 99aa//61t/ 
/P98I75 
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C-HEMBAI Q02475//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEC PROTEI 
N) . 1 1 1 . 1 E- 1 2//28 5* a// 3 1 X//P 1 7 4 3 7 
C-HEMBA 1 002477 

C-HEM8A1002495//LIGHT-MEDIATED DEVELOPMENT PROTEIN OETI .//$. 8E-53/ 

/257aa//3BK//P48732 

C-HEMBAI 00251 5 

C-HEMBA 1002542 

C-hEM8A1002569//Hoao sapiens protein associated with My c aRNA, cob 
plete cds. //6. 8E-305//95 I bp//99X//AF075587 
C-HEMBAI 002 583 

C-HEMBA 1 002 809//Hoao sapiens aRNA for KIAA0597 protein, partial cd 
s. //I . 4E-2S3//1 149bp//99X//AB01 1 1 69 

C-t£IBA1002624//Hoao sapiens aRNA for KIAA0808 protein, coaplete c 

ds.//0//1539bp//99*//AB0183$l 

C-HEMBA 1002688 

C-HEMBA1 002696 

C-HEMBA 1 002750 

C-HEMBA 1 002768//Hoao sapiens aRNA for Cdc42- interact ing protein 4 
(CIP4) . //1E-80//882bp//61X//AJ00041 4 

C-t€MBA1002770//Hoao sapiens aRNA for KIAA0829 protein, partial cd 

s.//0//1S32bp//99X//AB020636 

C-HEMBA 1002777 

C-HEMBA 1002794 

C-KEMBA1 00281 0//Hoao sapiens forain binding protein 21 aRNA. coapl 
ete cds.//8. 2e-314//1437bp//99X//AF071 185 

C-HEMBA 1 00281 8//HOBO sapiens aRNA for f ibul in-4.//2E-304//1383bp// 

99V/AJ132819 

C-HEMBA 1002850 

C-HEMBA I 002863 

C-HEMBA 1002 876//HTPOTHET ICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME 
1 1 . //1 . 5E-44//1 88aa//52 V/Q09297 

C-HEMBA1 002935/ /Hobo sapiens aRNA for KIAA0S76 protein, partial Cd 
s.//O//1483bp//1091//AB0l 1 148 
C-HEMBA1 002937 

C-HEMBA 1002939//ANXYR IN R (ANKYRINS 2.1 AMO 2.2) (ERYTHROCYTE ANXY 
R IN) . //2E-34//300at//34V/P1 61 S7 

C-HEMBA I 0029 5 t//Hoao sapiens aRNA for KIAA0903 protein, partial cd 

s.//0//1752bp//99X//AB020710 

C-HEMBA 1002954 

C-HEMBA 1002 971 

C-HEMBA 1002 97 3//CAMP-OEPENDENT 3’ , 5' -CYCLIC PHOSPHODIESTERASE 48 

(EC 1.1.4.17) (DPD£4).//1.2E-27//63aa//100X//P14646 

C-HEMBA1002997//CENTROMER1C PROTEIN E (CENP-E PROTE IN) . //3. 8E-2S// 

534aa//24V/Q02224 

C-HEMBA1 003033 

C-HEMBA 100303S 

C-ICMBA 1003041 

C-HEMBA 1 003046//N I TOCHONDR I AL PROCESSING PROTEASE BETA SUBUNIT PRE 
CURSOR (EC 3.4.24.64) (BETA-MPP) (P-S2) . //2. 5E-263//489aa//99V/07 
5439 

C-HEMBA 1003067 
C-HEMBA 1003096 
C-HEMBA1003117 
C-HEMBA 1003 129 

C-HEMBA1 003 136//HANN0SE-1 -PHOSPHATE CUANYL TRAN SEE RASE (EC 2.7. 7. 1 
3) (ATP-MANNOSE- 1 -PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEX0SE PYR0P 
HOSPHORYLASE) .//8. 5E-SI//221 aa//33X//P41 940 

C-HEM8A1003148//Hoao sapiens eflNA full length insert cDNA clone EU 
R0IMAGE 381801.//0//IS83bp//99X//AL079278 
C-HEMBA 1 003 175 

C-HEMBA1003179//PROBABLE TRNA (5-METHYLAM I NOMETHYL - 2 -TH I OUR I OYLAT 
E) -METHYLTRANSFERASE (EC 2. 1 . 1 . 61). //S. 9E-74//1 34aa//S3X//P44SS1 
C-HEMBA1003199 
C-1CMBA1 003222 

C-HEMBAI 00323S//TR0POMYOS I N.//0.000002 3// 1 09a a//33*//Q02088 
C-HEMBA1003250//PROTEIN KINASE APK1A (EC 2. 7. I. -).//7. 2E-4l//245aa 
//42X//Q06S48 
C-HEB8A1 003257 

C-HEMBA 1 00328 1 / /POL 1 0V I RUS RECEPTOR PRECURSOR. //6E- 1 1//239aa//32V 
/P 32 506 

C-f£M8A1003286//Hoao sapiens aRNA for beta-t. 4-galactosy I transfers 

se IV. coaplete cds. //5. 4E-229//1043bp//99*//AB024436 

C-HEMBA 1003291 //Homo sapiens aRNA for KIAA0537 protein, coaplete c 

ds.//0//791 bp//99*//ABQ1 1109 

C-HEMBA1 003322 

C-HEMBAI 001327 

C-HEMBA1003369//CENTROMERIC PROTEIN E (CENP-E PROTE I N).//0. 0000000 

2//248aa//23X//Q02224 

C-HEMBA 1 003370 

C-HEMBA 1003 380 
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C-HEMBAI 003395 
C-HEMBA 1003402 

C-HEMBAI 003 408//Hoao sapiens aRNA for KIAA0905 protein, coap'ete c 
ds.//0//!732bp//98X//ABQ20712 

C-HEMBAI 00341 7//Hoao sapiens aRNA: cDNA OXFZpS86C021 (froa c one D 

KFZO586C021 ) . //I . 6e-31 2//1 414bp//99X//AL050287 

C-HEMBAI 00341 8//TR I CHOHYAL IN. // 8. 7E- 1 9//28I aa//3 1 X//P37709 

C-HEMBAI 003433//Hoao sapiens gene for N8SI. coaplete cds. //0//51 1 b 

P//94X//AB013139 

C-1€MBA 1 003447 

C-HEMBA 1003461 

C-HEMBAI 003463 

C-1€MBA 1003528 

C-HEMBAI 003545// INSULIN GENE ENHANCER PROTEIN ISL-2 (ISLET-2) . //8. 
8E-l89//360aa//95X//P50480 

C-HEMBA1003555//NUCLEOTIDE-BINDING PROTEIN (N8P).//2. IE-68//251aa/ 
/52X//P53384 

C-HEMBA 1 003S60//GUAN I NE NUCLEOTIDE -BIND ING PROTEIN G(l)/G(S)/G(0) 
GAMMA-2 SUBUNIT (G GAMMA-1 ). //1 . 2E-31//71ll//100V/P1 6874 
C-HEMBAI 003S68//S2 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN 
(SS-A) ) (RO (SS-A) ) . //7. 9E-49//279aa//32X//P1 9474 
C-fCMBA 100356 9//ME TASTAS I S -ASSOC I ATED PROTEIN MTA1 . //6. 9E-206//445 
aa//74%//Q1 3330 

C-HEMBA 1003581 //TAL I N. //4. 4E-45//52aa//98 X//P26039 
C-HEMBAI O03591//CHLOROPLAST 28 KD RIBONUCLE0PR0TEIN PRECURSOR (28R 
NP) . //4_ 4E- 1 0//1 1 8aa//35X//P1 9682 
C-HEMBA 1 0036 15 

C-HEMBAI 00361 7//Hoao sapiens HRIHF821S7 aRNA. partial cds.//8.2E-1 
78//S01 bp//97X//AB01 5344 
C-HEMBA 1003621 

C-ICMBA1003662//TBX2 PROTEIN (T-BOX PROTEIN 2).//! . 2E-7S//15? aa//9 
9V/Q13207 

C-HEMBAI 003690//HI STONE DEACETYLASE HDA1.//2. lE-S9//249aa//47X//PS 
3973 

C-HEMBAI 003711 
C-HEMBAI 003807 
C-HEMBAI 003864 

C-HEMBAI 003953//Z I NC FINGER PROTEIN MFG-I (ZINC FINGER PROTEIN 58) 
(FRACMENT) .//3. 8E-l6//B9aa//46*//P16372 
C-fCMBAI 003959 
C-HEMBAI 003989 
C-HEMBAI 004074 

C-HEMBAI 004097//Bus ausculus putative transcr i pt ion factor aRNA. c 
oaplete cds.//8. 5E-221//I188bp//78X//AF09I234 
C-HEMBA 1004 146 

C-HEMBA 1 0041 99//Hoao sapiens aRNA for KIAA0928 protein, partial cd 
s.//0//1893bp//98X//AB02314S 

C-HEMBAI 0D4207//Hoeo sapiens leptin receptor short fora (db) aRNA. 
coaplete cds. //0//1892bp//99X//US0748 
C-HEMBAI 004227//Rattus norvegicus protein phosphatase 2C aRNA. coa 
ptete cds. //S. 7E-2 1 7//1 21 7bp//S8X//AF095927 
C-HEMBAI 004246 

C-f£MBA1004276//Hoeo sapiens AP-4 adaptor coaplex beta4 subunit aR 
NA. coaplete cds.//4. 8E-257//738bp//99X//AF092094 
C-HEMBAI 004289 

C-t£MBA1004509//Hoao sapiens CGI-21 protein aRNA, coaplete cds.//0 
//15I2bp//96X//AF132955 

C-f£M8A1004S34//Hoao sapiens gaaaa-f i leain (ABPL) aRNA. coaplete c 

ds. //1 . 2e-3 1 6// 1 44Sbp//99X//AF08984 1 

C-HEMBAI 004596 

C-HEMBAI 004693 

C-HEMBAI 004736 

C-HEMBAI 004753 

C-HEMBAI 004756//Huaan transporter protein (g17) aRNA. coaplete cd 
s. //9. 1 E-34//51 5bp//66X//U49082 

C-HEMBAI004758//Hoao sapiens transcr iption factor SL1 aRNA. coaple 
te cds. //I. 6E-246//1 249bp//94X//L39060 
C-HEMBAI 004763 

C-HEMBAI 00476 8//L I NE-1 REVERSE TRANSCRIPTASE HOMOLOG. //5. 4E- 1 1 1//3 
1 4aa//58X//P08547 
C-HEMBAI 004771 
C-1CMBA1 004776 

C-HEMBAI 004795//CDC4-L IKE PROTEIN (FRAGMENT). //3. 8E-69//1 98aa//66X 

//P50851 

C-HEMBAI 004806 

C-HEM8A1Q04847//SIQIAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) . 
//8. 2E-I S4//3l7aa//94X//Q00004 
C-HEMBAI 004850 

C-HEMBAI 004863//Hoao sapiens aRNA: cONA DKFZp586M2022 (froa clone 
DKFZp586M2022). //0//1443bp//100X//AL0801 14 



12 10 



mUE# 200 2,- 3046778 




#2 0 0 0 — 1 1 8776 



m 6 4 2] 



C-HEMBAI 004923 
C-HEMBA 1 004929 

C-HEMBAI 0Q4930//26S PR0TEAS0ME SUBUNIT S5B (KIAA0072) (HA13S7).// 

3. 3E-27//65»a//100X//QI 6401 
C-HEMBA 1 004933 
C-HEMBA 1004954 

C -HEMBA 1 004972/ /NEUROF I LAMENT TRIPLET H PROTEIN (200 KD NEUROFILAM 
ENT PROTEIN) (NF-H) .//O. 00000096//286ai//23X//P1 2036 
C-HEMBA 1 OOS47S 

C-HEMBAI 005581 //Hobo sapiens SLIT2 (SLIL2) aRNA, complete cds.//0/ 
/1 72 lbp//100V/AF 133270 

C-HEMBA1006248//ZINC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN S8) 
(FRAGMENT) . //8. 6E-23//1 51aa//379//PI6372 
C-HENBA1 00631 0//Ra t tus norvegicus cytosolic sorting protein PACS-I 
a (PACS-1) aRNA, coaplete cds. //3. 7E-225//1 189bp//88X//AF076183 
C-HEJBAI006344//RADIXIN.//I . 5E-31//333aa//2BV/P26043 
C-HEMBAI 006377 
C-HEMBAI 006467 

C-HEMBAI 006474//40 KD PROTE IN. //I. 4E-39//292*a//34X//Q01 552 
C-HEMBAI 006 530 

C-HEMBAI 006737// ANKYR IN. BRAIN VARIANT 2 (ANKYRIN B) (AKKYRIN. NON 
ERYTHROIO) (FRAGMENT) . //0. 000000043//1 1 1 aa//40X//Q01485 
C-HEMBAI 00679S 

C-HEMBAI 006877//OXYSTEROI-B I NO 4 NG PROTE IN. //2E-S9//378aa//39X//P1 6 
258 

C-HEMBAI 006936 

C-HEMBAI 00701 8//Ho«a sapiens dynein light chain-A bRNA. coaplete c 

ds. //1 . 5E-267//1 2 1 5bp//99X//AF078B49 

C-HEMBAI 007342 

C-HEMBBl 000008 

C-HEMBBt 000018 

C-HEMBBl 000024 

C-IOB81 000025 

C-HEMBBl 000036 

C-HEMBBl 0000 37//Hoao sapiens erythroblast aacrophage protein EMP a 

RNA, coaplete cds.//2.SE-187//1582bp//80V/AF084926 

C-HEMBBl OOOOS3//MYOS IN LIGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-M 

USCLE ISOZYMES (EC 2. 7. 1. 1 17) (MLCK) [CONTAINS: TELOKIN] . //1 . 9E-22 

//426aa//25V/PH799 

C-HEMBBl 0001 03 

C-HEMBBl 0001 1 9//Hoao sapiens ASMTL gene. //0//1891 bp//99V/YIS52l 
C-HEMBBl 0001 36 
C-HEMBBl 0002 15 

C-HEMBBl 000226//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-OE PENDENT RN 
A HELICASE EEED8. 5.//Z. 7E-l2//1l2aa//47k//Q09S30 
C-HEMBBl 000244 

C-HEMBBl 000266//HYPOTHET I CAL 54.5 KO TRP-ASP REPEATS CONTAINING PR 

OTEIN ZC302.2 IN CHROMOSOME V. //6. lE-09//242aa//26X//Q232S6 

C-HEMBBl 000338 

C-HEMBBl 000339 

C-HEMBBl 000391 

C-HEMBBl 000438 

C-HEMBBl 000449 

C-ICMBBI 000589 

C-HEMBBl 000591 

C-HEMBBl 000623 

C-HEMBBl 000630 

C-ICMBBI 000631 //LONGEVITY -ASSURANCE PROTEIN I (LONGEVITY ASSURANCE 
FACTOR D.//4. 1E-19//232aa//28*//P78970 

C-HEMBBl 000632//CUAN 1 NE NUCLEOTIDE RELEASING PROTEIN (GHRP).//2. 2 

E-28//273aa//3lV/P2767l 

C-HEMB8 1 000671 

C-HEMBBl 000673 

C-HEMB8I 000705 . 

C-HEMBBl 000706 

C-HEMBBl 000725//Rat tus norvegicus GTPase Rab8b (RabOb) aRNA. coapl 
ete cds. //6. 2E-130//692bp//93t//U53475 

C-ICMBBI 000763//HOBO sapiens CGI-89 protein oRNA, cocplete cds.//0 
//I676bp//96X//AF1 51847 

C-HEMBBl 000781 //Hoao sapiens aitogen-activated protein kinase kina 
se kinase MEKK2 aRNA. complete cds.//l.2E-126//613bp//978//AF111 10 
S 

C-HEMSB1000789//PUTATIVE 90.2 KO ZINC FINGER PROTEIN IN CCA1-A0K2 

INTERGENIC REGI0N.//S. tE-54//232aa//43X//P39956 

C-HEMBBl 000807 

C-HEM8B1 000810 

C-HEMBBl 000848 

C-1CMB81 000852 

C-HEMB8 1000870 

C-KEMBBI 000887 



C-HEMBBl 000908 

C-HEMBBl 00092 7//Hoao sapiens cilsenilin aRNA, coaplete cds.//1.1E- 
70//59Sbp//76X//AF 120102 

C-HEMBBl 000947//Hoao sapiens clone HAfflOO putative ribonudease II 
I aRNA. coaplete cds. //0//2292bp//99X//AFl 1691 0 
C-ICMBBI 000973//Mus ausculus schlafen3 (Slfn3) eRNA. coaplete cds. 
//3. 4E-I 20//580bp//67X//AF099974 
C-HEMBBl 000975 

C-HEMBBl 00098 5//M I PP PROTEIN (MURINE IAP-PROMOTED PLACENTA-EXPRESS 
ED PROTE I N) . //8. 6E-1 8//1 78aa//30X//P28575 
C-HEMBBl 000991 

C-HEMBBl 00 1011 //ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 
//!. 4E-73//230aa//4$X//PS1 523 
C-HEMBBl 00 101 4 
C-HEMBBl 00 1024 

C-HEMBBl 00 1 056//PROL I FERAT I NG-CELL NUCLEOUR ANTIGEN PI 20 (PROLIFE 
RATION-ASSOCIATED NUCLEOUR PROTEIN PI20).//2. 9E-1 9//264aa//34X//P 
46087 

C-HEM8B100I058//Hoao sapiens neuronal thread protein AD7c-NTP «RN 
A. coaplete cds//3. 6E-S2//331 bp//80X//AF010144 

C-HEMBBl 001 06 8//Hoao sapiens I ipr in-beta2 aRNA. partial cds.//2.4 

E-307//1 447bp//97X//AF034803 

C-HEMBBl 00 1 096 

C-KEMB8 100)105 

C-HEMB81 001117 

C-HEMBBl 001 1 26 

C-KEIB81001 137//Hoao sapiens aRNA for putative phospholipase, comp 
lete cds. //0//3069bp//99X//AB01 9435 

C-HEMBBl 001 151 //Rat tus norvegicus golgi stacking protein hoaolog G 
RASPS5 aRNA. coaplete cds. //4. 2E-210//I835bp//76V/AF1 1 0267 
C-HEMBBl 00 1 153 
C-HEMBBl 001 169 

C-HEMBBl 001 175//ANKYR IN. //6. 9E- I l//!69aa//3 IX//002 357 

C-ICMBBI 001 182 ) 

C-ICMBBI 00 1 199 

C-HEMBBl 001 2 10//Hoao sapiens aRNA for KIAA0970 protein, coaplete t 
ds. //0//181 6bp//99V/AB023187 

C-ICMBBIOOI 242//Hoao sapiens topoi soaerase-related function protei 
n (TRF4-2) aRNA, partial cds. //I. 8E-284//713bp//l00X//AF089897 
C-HEM8BI001288//Hoao sapiens CCI-32 protein eRNA, coaplete cds.// 

1 . 8E-274//$42bp//99 V/AF 1 32966 
C-ICMBBIOOI 289 

C-HEMBBIOOI 294//GTP-BINDING PROTE IN TC10.//I. 2E-79//1 96aa//80V/Pl 
7081 

C-HEM8B1001 3I4//Mus ausculus 01 f-l/EBF-I ike-3 transcription factor 
(O/E-3) aRNA, coaplete cds. //I . 3E-129//724bp//86X//U92703 
C-HEMBBl 001 331 

C-HEMBBl 001 339//OXS8237E PROTEIN (FRAGMENT) //O. 0000046//l24aa//37 
X//P98I75 

C -HEM8B 1 00 1 346/ /Hoao sapiens phenylalanine-tRNA synthetase (FARSI) 
aRNA, nuclear gene encoding ai tochondr ial protein, coaplete cds./ 
/I. lE-S8//292bp//99X//AF097441 
C-HEMBB1001 369 

C-HEMBBl 00 )384//Hoao sapiens COP9 coapl ex subunit 4 aRNA, coaplete 
cds. //0//1 586bp//99V/AF1 00757 
C-HEMBBl DO 1 387 
C-MAMMA1 00231 7 
C -MAMMA 1 00231 9 

C -MAMMA! 002385//RI BONUCLEOPROTE IN RB970. //0. OOOOOOI 5//206aa//29»// 
Q02926 

C-NT2RM1 000080//UNC- 1 PROTEIN. //5. 9E-25//2 1 1 aa//3 1 V/Q2 1 1 90 
C-NT2RN1 000242 

C-NT2RN! 0002S7//MAGO NASHI PROTEIN. //7. 9E-69//l43aa//91X//P49028 
C-NT2RN1000280//VACUOLAR ATP SYNTHASE SUBUNIT 0 (EC 3.6.1.34) (V-A 
TPASE D SUBUNIT) (V- ATPASE 28 KD ACCESSORY PROTEIN) .//I. 5E-106//1 
1 8aa//97X//P39942 
C-NT2RM1 000669 
C-NT2RB1 000781 

C-NT2RN1000867//Hoao sapiens HSPC033 aRNA. coaplete cds.//6. 3E-I72 

//798bp//99X//AF092138 

C-NT2RN1001008 

C-NT2RN1 00 1 044//Hoao sapiens HSPC031 aRNA, coaplete cds. //0. 000000 

002//9 80 bp//9 SX// AF08 5360 

C-NT2RM1001074 

C-NT2RN1001 1 1 5//ENDOCH I T I NASE 2 PRECURSOR (EC 3. 2. I. 14). //0. 000005 
6//239aa//27V/ 

C-NT2RN2000006//Huaan DNA sequence froa clone 796FI8 on chroaosoae 
Ip36. 11-36.33 Contains a pseudogene siailar to NMS2. ESTs and CSS 
s, coaplete sequence. //0//1740bp//99X//AL031291 
C-NT2RN20000I 3//DNA-0 I RECTED RNA POLYMERASE III 128 KD POLYPEPTIDE 
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(EC 2.7. 7. 6) (RNA POLYMERASE III SUBUNIT 2).//2. 2E-l44//362ea//7l 
X//P25I67 

C-NT 2RM2 00003 0//DYNE IN INTERMEDIATE CHAIN. CYTOSOLIC (DH 1C) (CYTO 
PLASMIC DYNE IN INTERMEDIATE CHAIN). //O. 00000043//I 36aa//3lX//P5470 
3 

C-NT2RM2000032 

C-NT2RM2000042 

C-NT2RM2000092//UB 1 QU I T I N CARBOIYL-TERM I NAL HYDROUSE 8 (EC 3.1.2. 
IS) (UBIQUITIN THIOLESTERASE 8) (UBIQUIT IN-SPECIFIC PROCESSING PRO 
TEASE 8) (DEUBIOUI TINATINS ENZYME 8). //I. 3E-36//160aa//40X//P50102 
C-NT2RM2000093 
C-NT2RM20001Q1 

C-NT2RM20001 9t//Ho«o sapiens cGMP phosphodiesterase A1 (PDE9A) aRN 

A. coaplete cd*.//0//l574bp//99X//AF087223 

C-NT2RM200Q192 

C-NT2RM2000239 

C-NT2RM2000250//Hoao sapiens aRNA: cONA DKFZpS64L232 (froa clone D 

KFZpS64L232). //4. 2e-314//141 6bp//IOOl//AL080069 

C-NT2RM20002S9 

C-NT2RM2000Z60//EXTENS IN PRECURSOR (PROLINE-RICH GLYCOPROTEIN).// 

3.6E-l9//181aa//34X//PI4918 

C-NT2RM2000287 

C-NT2RM2000322//Hoao sapiens aRNA for KIAA0859 protein, coaplete c 
ds. //3. 4E-294//863bp//99X//AB020666 

C-NT2RM20003S9//Hoao sapiens aRNA for KIAA0S60 protein, coaplete c 
ds. //0//IS37bp//99X//AB0l 11 32 

C-NT2 RM2 000 36 3//BREAX POINT CLUSTER REGION PROTEIN. //I. 8£-J4//245aa 
//29X//P1 1274 

C-NT2RM2000368//Hoao sapiens protein kinase C-binding protein RACK 
7 aRNA. partial cds. //0//1506bp//99X//U482S1 

C-NT2RM2000371//POLYRIBONUCLEOTIOE NUCLEOTIDYLTRANSFERASE (EC 2.7. 
7. 8) (POLYNUCLEOTIDE//1 . 7E-68//419aa//36X//PS0849 
C-NT2RM2 000374 
C-NT2RM2000395 

C-NT2RM2Q00402//EKDOS0MAL P24A PROTEIN PRECURSOR (70 KD ENDOHEMBRA 
ME PROTEIN) (PHEROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD UT 
E EKDOCYTIC INTERMEDIATE COMPONENT) . //1 . 6E-S4//344aa//33V/P32802 
C-NT 2 RM2 00 040 7 

C-NT2RM2000422//S0OIUM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT73./ 
/IE-222//237aa//89X//Q08469 

C-NT2RM20004S2//HYPOTHET I CAL 63. 6 KD PROTEIN IN YPT52-GCN3 INTERGE 
NIC REGION. //O. 000000 1 //l 57 aa//28X//P36 1 1 3 

C-NT 2 RM200046 9/ /N I TROGEN PERMEASE REACTIVATOR PROTEIN (EC 2. 7. 1.- 
) . //0. 0000089//377aa//24X//P2221 1 

C-NT2RM2000490//SYNAPTOTAGM I N (P65) . //I . 8E-1 3//166aa//34X//P41823 
C-NT2RM2000502 

C~NT 2 RM2 000 504/ /Hoao sapiens aetal loprotease I (MP1) aRNA. coaplet 
e cds.//0//!673bp//99X//AF06l 243 

C-NT2RM2000522//SKIN SECRETORY PROTEIN IP2 PRECURSOR (APEC PROTEI 

N).//l.3E-l2//2B2aa//32V/P17437 

C-NT2RM2000S40 

C-NT2RM2 000567 

C-NT2RM2000S69 

C-NT2RM2 000577// I SOLEUCYL-TRNA SYNTHETASE (EC 6. 1.1.5) (IS0LEUC1N 
E--TRNA LICASE) (ILERS) . //I . 7E-I87//74I aa//4$X//P73S05 
C-NT2RM2 000 581 //Hoao sapiens aRNA for KIAAD2I4 protein, coaplete c 
d s . //0// 300 1 bp//99*//D86 987 

C-NT2RM2000588//HI STONE DEACETYUSE HDA1 ,//2. 8E-60//384aa//40V/P5 
3973 

C-NT2RM2000594//Hoao sapiens ONA cytosine-5 aethyl transferase 3 be 
ta 3 (DNMT3B) aRNA. coaplete cds.//0//27!2bp//99X//AFI 56487 
C-NT2RM2Q00599//Hoao sapiens F-box protein Lilina (LI LINA) aRNA. c 
oaplete cds.//4. 9E-70//838bp//69X//AFI79221 

C-NT2RM2000624//SPLICING FACTOR. ARCININE/SERINE-R ICH 4 (PRE-MRNA 
SPLICING FACTOR SRP7S) . //4. 4E-32//31 9aa//35X//Q081 70 
C-NT2RM2000635//Hoao sapiens aRNA for KIAA0729 protein, partial cd 

s. //0//379I bp//99X//A80l 8272 

C-NT2RM2000636//Hoao sapiens aRNA for KIAA0658 protein, partial cd 

t. //0//2530bp//99*//AB0 14558 
C-NT2RM2000639 

C-NT2RN2000649//Hoao sapiens aRNA for KIAA0676 protein, partial cd 

s. //0//1 S43bp//99X//AB0 14576 

C-NT2RM2000669 

C-NT2RM200069I//ACTIN-LIKE PROTEIN 3 (ACT IN- 2) . //3. 7E-142//285aa// 
90V/P32391 

C-NT2RM20007I4//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-I PROTEIN) 
(RSP- 1 ) . //3 . 8E-2 3//1 84aa//3S%//01 5404 

C-NT2RM2000718//Hoao sapiens KRIHF82436 aRNA. partial cds.//4.4E-2 
31//1065bp//99X//AB01 5342 

C-NT2RM2000740//PQSS IBLE GLOBAL TRANSCR I PT I ON ACTIVATOR SNF2L.//5. 



7E-53//266aa//43X//P41 877 
C-NT2RM2000795 

C-NT2RM200082 1//C0AT0MER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-CO 

P) . //§ . 5E-279//S45aa//98X//P23S 1 4 

C-NT2RM2000837 

C-NT2RM200095 1//Hoao sapiens XYLB aRNA for sy lulokinase. coaolete 

cds. //1 . 7E-20O//927bp//99V/AB0l 5046 

C-NT2RM2000952 

C-NT2RM2000984 

C-NT2RM2001 004 

C-NT2RM200I03S//CCR4-ASSOC IATED FACTOR 1 (CAF1). //8. 2E-1 54//285aa/ 

/99V//Q60809 

C-NT2RM2001 065 

C-NT2RM2001 100//HYPOTHETICAL 39.7 KO PROTEIN C34E10.2 IN CHR0M0S0M 

E III .//2. 4E- 1 5//266aa//26V/P46577 

C-NT2RM2001 131 

C-NT2RM2001 141 

C-NT2RM2001 152 

C-NT2RM2001 1 77//Hoao sapiens aRNA; cDNA 0KFZpS86G1 822 (froa clone 
0KFZp586G1 822) . //2. 1 E-293//1 33Sbp//99X//AL080 1 09 
C-NT 2 RM2 00 1194 

C-NT2RM20O1 1 96//PR0L INE-RICH PROTEIN MP-3 (FRACMENT).//!. 3E-20//26 
7aa//35X//P05143 

C-NT2RM2001 20 1//EUKARYOT I C TRAN SLAT ION INITIATION FACTOR 5 (EIF-5 
) .//O. 0000001 5//9Saa//3SX//P48724 

C-NT2RM2001 22 1 //KAL I R I N (PAN COOH- TERMINAL INTERACTOR PROTEIN 10) 
(P-CIP10) . //3. 6E-10//1 77aa//32X//P97924 

C-NT2RM2001 238//GLUTAMINASE. KIDNEY ISOFORM PRECURSOR (EC 3. S. 1 . 2> 
(GLS) (L -GLUTAMINE AM I DOHYDROUSE) . //1 . 3E-180//328aa//99V/P1 3264 
C-NT2RM2001 243 
C-NT2RM200I247 

C-NT2RM2001256//PR0TEIN TSG24 (MEI0T1C CHECK POINT REGULATOR) . //I . 
6E- 1 66//31 2aa//98V/P53995 
C-NT2RM200I 291 

C-NT 2 RM200 1 306/ /Hoao sapiens aRNA; cDNA OKFZp564IOS2 (froa clone 0 
KFZP5641052) . //0//1694bp//99V/AL080063 
C-NT2RM2001 31 2 
C-NT2RM20013I9 

C-NT2RM20Q1 324//ZYI IN. //6. 8E-5S//200aa//41 X//Q04S84 

C-NT2RM2001 345//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 . //0. 00 

000002 9// 334aa//22X//Q00808 

C-NT2RN200! 370 

C-NT2RM2001 393 

C-NT2RN2001 420 

C-NT2RM2001 424//Hoao sapiens aRNA; cDNA 0KFZp586D0920 (froa clone 
OKFZp 58600 920) . //0//I62I bp//100X//AL050l46 

C-NT2RM2001 499//L01-AFF INI TY CATIONIC AMINO ACID TRANSPORTER-2 (CA 

T-2) (CAT2).//7.4E-12l//437aa//57V/P52569 

C-NT2RN200I 504 

C-NT2RN200I524 

C-NT2RM200I 544 

C-NT2RM2001 547//PR0BABLE PROTEIN DISULFIOE ISOMERASE PS PRECURSOR 
(EC 5. 3. 4. 1) . //6. 9E-27//90aa//42X//P38660 

C-NT2RN200I 575//S2 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN 
(SS-A)) (RO(SS-A)) ,//4. 3E-6l//3l2aa//44V/P19474 
C-NT2RN2001 582 

C-NT2RM2001886//Hoao sapiens aRNA for KIAA07IO protein, coaplete c 
ds. //0//1000bp//IOOX//AB01 4610 

C-NT2RM2001 896//CELL DIVISION PROTEIN FTSJ. //S. !E-26//204aa//34V/ 
P28692 

C-NT2RM2001 903//Hoao sapiens aRNA for KIAA0462 protein, partial cd 

s.//0//2390bp//99X//AB00793l 

C-NT2RM2001 930 

C-NT2RM200I 935 

C-NT2RM2001 93G//32. 3 KO PROTEIN IN C1P1-MBR1 INTERGENIC REGION.// 
2. 7E-27//216aa//34X//P28320 

C-NT2RM20OI95O//HYPOTHETICAL 105.9 KO PROTEIN IN AAC3-RFC5 INTERGE 

NIC REGION.//!). 0000001//2l2aa//23V/P38250 

C-NT2RM20019B2 

C-NT2RM2001 989//NUCLE0UR PROTEIN N0P4 (NUCLEOLAR PROTEIN NOP77)./ 
/!. 9E-39//253aa//3SX//P37838 

C-NT2RM2001 997//PR0TEIN DISULFIDE I SOME RASE PRECURSOR (POI) (EC 5. 
3.4. t).//1.3E-10//232aa//28*//QI2730 

C-NT2RM2001998//HYPOTHETICAL 85.7 KO PROTEIM C13G6.03 IN CHROMOSOM 
E I.//3. 1 E- 1 2//206aa//30X//Q09782 

C-NT2RM2002004//U PROTEIN HOMOLOG (U RIBONUCLEOPROTEIN) (LA AUTO 
ANTIGEN HOMOLOC) . //0. 000000029//83aa//44X//P40796 
C-NT 2 RM2 00 20 1 4/ /HYPOTHET I CAL 81.4 KO PROTEIN IN CHEB-FEOA INTERGEN 
1C REGION. //I. 1E-89//425aa//41X//P46837 

C-NT2RM2002030//Hoao sapiens aRNA for Glutaaine: f rue tose-6-ohospha 
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te ami dot ransf erase, complete cds.//0//l 959bp//99X//A80 16789 
C-NT2RM2002049 

C-NT2RM20020S5//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS 1 3. 
//0. 00000099//338aa//24%//Q07878 

C-NT2RM2002088//PUTAT I VE HETEROGENEOUS NUCLEAR R I BONUCLEOPROTE I N I 
(HNRNP I) (C8P) . //5E-62/ /I Q4aa//57X//Q$ 1 990 
C-NT2RM200209I 

C-NT2RM2002100//Hoao sapiens eRNA for ATP-dependent RNA helicase, 
partial. //0//1 807bp//99 V/AJO 1 0840 

C~NT2RM2002109//Hoao sapiens glioma amplified on chroaosoae I prot 
ein (GACl) aRNA. complete cds.//0//1868bp//99X//AF030435 
C-NT2RM2002 1 28//PUTAT I VE SERINE/THREONINE-PROTEIN KINASE PKIA (EC 

2. 7. 1 . -) . //4. 9E-1 3//487aa//26*//P4969S 

C-NT2RM2002142//GASTRULATIQN SPECIFIC PROTEIN GI2.//8E-3l//105aa// 
47S//P4780S 

C-NT2RM20021 78//Hoao sapiens aRNA: cDNA 0KFZp434ED335 (from clone 
OKFZP434E033S) . //0//l683bp//99X//AL1 1 7402 

C-NT2RN4000024//DNA-0 I RECTED RNA POLYMERASE III 128 KD POLTPEPTIDE 
(EC 2. 7. 7. 6) (RNA POLYMERASE III SUBUNIT 2) .//7. 1E-1$5//381aa//72 
X//P25167 
C-NT2RM4000061 

C-NT2RM4000104//ZINC FINGER PROTEIN 1 35. //I . SE-81//2S1 aa//53X//P52 
742 

C-NT2RM40001 39//R. norvegicus trg aRNA. //2. 3E-1 14//1I61 bp//72X//X6B 
101 

C-NT 2 RM4000 16 9// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//4.8 
E-1 3//686aa//23X//P25386 

C-NT2RM4000 191 //PUTATIVE ATP-DEPENDENT RNA HELICASE PL10. //9. 2E-75 
//439aa//41 X//P1 6381 
C-NT 2RN4000 197 

C-NT 2 RN40002 1 0//Hoeo sapiens aRNA for KIAA0712 protein, complete c 
ds. //0//l926bp//1 001//AB0 18255 

C-NT2RN40Q0229//Gal I us gal I us act in f i laaent-associated protein (A 
FAP-110) aRNA, coaplete cds.//1 . 1E-27//633bp//64X//L20303 
C-NT2RN4000290//Huaan transducin-l ike enhancer protein (TLE3) aRN 
A, coaplete cds.//2.2E-276//U24bp//97X//M99438 
C-NT2RN4000344//Hoao sapiens aRNA for ATP-dependent aeta I loproteas 
e TNE1L.//0//2030bp//99*//AJ132S37 

C-NT2RM4000349//Hoao sapiens HSPC028 aRNA, coaplete cds.//0// 1827b 
P//99V/AF083246 

C-NT2RN4000354//LETHAL (2) DENTICLELESS PROTEIN (0TL83 PROTEIN) .//l. 
SE-21//208ia//35*//Q24371 

C-NT2RH4000385//NUS ausculus aRNA for Ten-a3. coaplete cds.//0//2l 

56bp//88V/A8025412 

C-NT2RN400039S 

C-NT2RM40004Z1//Hoao sapiens aRNA for nuclear transport receptor./ 
/0//1 730bp//99V/AJ 1 33769 

C-NT2RN4000457//HYPOTHETICAL 111.9 KD PROTEIN C22H10.03C IN CHRONO 
SOME I . //8E-20//393aa//24X//Ql 0297 

C-NT 2 RN400047 1 / /Hobo sapiens cysteine desulfurase (nifS) aRNA, coa 
pi eta cds. //0//2092bp//99X//AF097025 

C-NT 2 RM400048S//SAL I VARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP 

3, CP4 ANO CPS) [CONTAINS: BASIC PEPTIDE JB-6: PEPTIDE P-H).//4.8 
E-1 1//242aa//31 X//P04280 

C-NT2RN4000496//SAP1 PROTE I N. //8. 3E-S3//434aa//29X//P39955 
C-NT2RM4000S1 1 

C-NT2RH4000S1 S//NEUROF 1 LAMENT TRIPLET H PROTEIN (200 KD NEUROFILAM 
ENT PROTEIN) (NF-H) (FRAGMENT). //I. IE- 11 //394aa//24X//P1 6884 
C-NT2RN4000520 
C-NT2RN4000S8S 

C-NT2RM4000595//Hoao sapiens leucine-rich repeats containing F-box 
protein FBL3 aRNA. coaplete cds.//1. 1E-285//l293bp//99X//AF1 86273 
C-NT2RP10000I8//Hoao sapiens aRNA for KIAA0687 protein, partial cd 
S. //0//1940bp//95X//AB01 4587 

C-NT2RP1 000035//Hoao sapiens aRNA for XIAA0850 protein, coaplete c 
ds. //0//1652bp//99*//AB020657 
C-NT2RP 1000040 
C-NT2RP1 000063 

C-NT2RP1000086//H. sapiens aRNA for zinc finger protein, Hsal2.//0/ 
/! 162bp//99X//X98834 
C-NT2RP 1 000101 

C-NT2 RP 1000 111 //COP 1 REGULATORY PROTE IN. //4E-1 16//2 96a I//51X//P934 
71 

C-NT2RP1000H2 

C-NT2RP1000124 

C-NT2RP1 0001 30/ AC PATONA- DERIVED CRONTH FACTOR (HDGF) . //4. 5E-S0//1 
81 aa//60X//P51859 

C-NT2RP1000163//Hoao sapiens aRNA for KIAA0948 protein, coaplete c 
ds. //0//1 889bp//98X//AB023 1 65 
C-NT2RP1 000170 



C-NT2RP1 000191 

C-NT2RP1 000202//ANKYRIN. //IE~25//302aa//34X//Q02357 
C-NT2RP1 000243 
C-NT2RPI 000259 

C-NT2RP1 000272//Hoao sapiens TLS-associated protein TASR-2 aRNA. c 
oaplete cds. //5. 8E-1 14//6l6bp//93*//AF067730 

C-NT2RP1 000326//Hoao sapiens aetaxin 2 (MTX2) aRNA, nuclear gene e 
ncoding at tochondr tal protein, coaplete cds. //1 . 3E-27S//1 249bp//99 
8//AF0535S1 

C-NT2RP1 00Q333//ANT I -S I LENC ING PROTE INI. //8. 7E-47//1 55aa//58*//P3 

2447 

C-NT2RP1 000348//REDUCED VIABILITY UPON STARVATION PROTEIN 161. //I. 
7E-1 5//1 62aa//308//P25343 
C-NT2RPI 000357 

C-NT2RPI 000376//Hoao sapiens aRNA: cONA DKFZp434A102 (froa clone D 
KFZp434A1 02) . //0//2265bp//95V/AL0801 87 

C-NT2RP1000413//Hoao sapiens aRNA for KIAA0587 protein, coaplete c 
ds. //0// 1056 bp//99%// ABO 1 1159 
C-NT2RP1 000416 

C-NT2RP10Q0439//Xenopus laevis chroaosoae condensation protein XCA 
P-C aRNA. coaplete cds.//1.8E-94//10!9bp//63V/AF1 11423 
C-NT2RP1 000443//QU I NONE OX I DOREDUCTASE (EC 1.6. 5. 5) (NAOPH: QUINONE 
REDUCTASE) (ZETA- CRYSTALLIN) . //2. 4E-l0//227aa//25X//Q08257 
C-NT2RP1 QQ0470//PUTAT I VE ATP-OEPENOENT RNA HELICASE T26GI0. 1 IN CH 
R QUO SOME III. //2. 6E-94//254aa//47%//P34580 

C-NT2RP1 000478//TUBUL I N BETA-5 CHAIN (CLASS-V) . //4. 5E-240//445aa// 

97V/P09653 

C-NT2RP1 000481 

C-NT2RP1 000493//Hoao sapiens aRNA for KIAA0017 protein, coaplete c 
ds.//0//2728bp//99*//D87686 , 

C-NT2RPIOOOS47//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR 
(FRAGNENT) . //I . IE-27//l93aa//3SX//P49020 

C-NT2RP1Q00574//H0ME0B0X PROTEIN MEIS2 (ME I SI -RELATED PROTEIN I)./ 
n. 5E-7S//I51aa//94V/P97367 
C-NT2RP I 000581 

C-NT2RP1000630//NECDIN. //2. 4E-44//227aa//41X//P25233 
C-NT2RP1 000688 
C-NT2RP1 000695 

C-NT2RP1000733//Huaan aRNA for GSPT1-TX protein, coaplete cds.//0// 
2057bp//99*//EI4379 

C-NT2RP1000738//Hoao sapiens lol f-Hirschhorn syndroae candidate 2 
protein (VHSC2) aRNA. coaplete cds. //0//2lB6bo//99X//AFl 01434 
C-NT2RP1 000782//PLATELET-ENDOTHEL I AL TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA- I ) (CD1S1 ANTIGEN) . //I . 2E-30//23 
2aa//30*//035566 

C-NT2RP1 000825//GTPASE-ACT 1 VAT I NG PROTEIN RHOGAP (RHO-RELATED SMAL 
L GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE-ACT I VAT I NG PROTEIN) (PS 
O-RHOGAP) . //8. 2E-83//334aa//50X//Q07960 

C-NT2RP1 000833//Hoao sapiens cGMP phosphodiesterase A1 (PDE9A) aRN 
A, coaplete cds.//0//1494bp//99X//AF067223 
C-NT2RP1 000846 
C-NT2RP1 000851 

C-NT2RP 1 0008S6//PLATELET-ENDCTHEL I AL TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA- I ) (CD151 ANTIGEN) . //I . 2E-30//23 
2aa//30X//O35566 

C-NT2RP1 00091 5//AUT0ANTIGEN NGP-1 . //1 . 7E-1 9//343aa//2SX//Q1 3823 
C-NT2RP1 000947//Huaan E2 ubiquitin conjugating enzyae UbcHSB (U8CH 
SB) aRNA. complete cds.//4. 6E-l05//504bp//99X//U3931 7 
C-NT2RP1 000954//R INC CANAL PROTEIN (KELCH PROTEIN) .//I. 4E-23//370a 
a//28X//Q04652 

C-NT2RP1 000958//AUTOANTIGEN NGP-1 . //1 . 4E-I 9//343aa//25X//Q1 3823 
C-NT2RP1 000959//Huaan acidic ribosoaal phosphoprotein PO aRNA, coa 
plete cds. //2.5E-236//966bp//99X//M1 7885 

C-NT2RP1 000966//NUCLEOLIN (PROTEIN C23). //8. 9E-299//554aa//99*//PI 
9338 

C-NT2RP1 000980 
C-NT2RP 1000988 

C-NT2RP 100 1011 //Drosophi la aelanogaster putative 43 kOa protein (T 
HI) aRNA. coaplete cds.//2. 2E-78//1S29bp//6lX//LQl790 
C-NT2RP10010I4 
C-NT2RP1001 395 

C-NT2RP1001410//PUTATIVE CTP-BINOING PROTEIN M08E3. 3. //8. 9E-I 41//3 
96aa//67X//P91 91 7 
C-NT2RP1 001424 
C-NT2RP1 001449 

C-NT2RP1 00l457//Hoao sapiens partial aRNA for beta-transducin faai 
ly protein (putative) . //1 . 2E-l37//629bp//100X//AJ005257 
C-NT2RP1 001 466 
C-NT2RP1 001475 
C-NT2RP1 001482 
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C-NT2RP 1 00 1 494/ /MALE STERILITY PROTEIN 2. //7. 2E-4O//26laa//27X//Q0 
8891 

C-NT2RP1001 S43//MYO-INOS1TOL-1 -PHOSPHATE SYNTHASE (EC S. S. 1.4) (IP 
S) . //I . SE-1 66//506»i//60V/P42803 

C-NT2RP1 00 154S//PLATELET -ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA-1) (C0151 ANTIGEN) .//1. 6E-30//23 
2aa//301//035566 

C-NT2RPIO0I SS9//SIGNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT 
(SR-BETA) . //S. 8E-121//271 aa//89X//P477S8 
C— WT2RP 1001616 

C-NT2RP1001 665//CALMODULIN.//0. 00000051 //83aa//30V/P02S94 
C-NT2RP2000006//DNAJ PROTEIN (40 KD 1€AT SHOCX CHAPERONE PROTEIN) 
(HSP40) . //9. 8E-17//79ae//5SX//034l 36 
C-NT2RP2000007 

C-NT2RP2000008//Z INC FIN(£R PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 
//I. 4E-1 77//726aa//47V/PS1 523 

C-NT2RP2000032//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) 
(RSP-1). //1 . 8E-22//184H//34V/Q01 730 

C-NT2RP2Q0Q04$//Hoao sapiens tumorous iaaginal discs protein TidSS 
hoaolog (T 101) aRNA. complete cds. //Q//1 390bp//98V/AF061 749 
C-NT2RP2 000054 

C-NT2RP2000056//PROTE IN-TYROSINE PHOSPHATASE EPSILON PRECURSOR (EC 
3.1.3.48) (R-PTP- EPS I LON) . //9. 4E-1 S//45aa//1 00X//P49446 
C-NT2RP2 000067 

C-NT 2 RP2000070//CADHER IN- RELATED TUMOR SUPPRESSOR PRECURSOR (FAT P 

ROTE I N) . //3. 4£-51//383aa//32V/P33450 

C-NT2RP2000079 

C-NT2RPZ000088//Hoao sapiens aRNA for KIAA079S protein, partial cd 

s. //0//2286bp//100X//AB0l 8338 

C-NT2RP2000091 

C-NT2RP2000097 

C-NT2RP20001 I4//Hoao sapiens aRNA for CM3 synthase, coaplete cds./ 

/0//2244bp//99X//AB01 8356 

C-NT2RP2000120 

C-NT2RP2000 1 26//PCSS I BLE GLOBAL TRANSCRIPTION ACTIVATOR SMF2L.//2. 
SE-1 I 7//541 aa//42X//P41 877 

C-NT2RP2000133//Hoao sapiens aRNA for KIAA0989 protein, partial cd 
s. //0//2286bp//99X//AB023206 

C-NT2R P2000 1 47//CLATHR I N COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT 
ASSOCIATED PROTEIN AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 
47 KD SUBUNIT) (CUTHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX 
1 MEDIUM CHAIN) . // 4. 4E-226//423aa//99%//P3S58S 
C-NT2RP20001 53//GAR2 PROTEIN.//9.8E-23//3llaa//28*//P41891 
C-NT2RP2000157//ML02 PR0TEIN.//2. 6E-1 l//62aa//40*//Q09329 
C-NT2RP2OO0 1 6 1 //Hoeo sapiens aRNA for KIAA1008 protein, coaplete c 
dS.//3.4e-3l5//1430bp//99X//ABO23225 
C-NT2RP2000I73 
C-NT2RP200017S 
C-NT2RP2000195 
C-NT2RP2000205 

C-NT2RP2000208//Hoao sapiens aRNA for KIAA0892 protein, partial cd 
s. //0//2898bp//99S//AB020699 

C-NT2RP2000224// INSULIN RECEPTOR SUBSTRATE-1 (IRS-1).//0.000043//1 

03aa//28V/P3S568 

C-NT2RP2000232 

C-NT2RP2000233 

C-NT2RP2000239 

C-NT2RP2000248//UDP-N-ACETYLGLUC0SAM INE — PEPTIDE N- ACETVLCLUCOSAM I 

NYLTRANSFERASE 110 KD SUBUNIT (EC 2.4.1.-) (0-GLCNAC TRANSFERASE P 

1 1 0 SU8UN I T) . //3. 4E-21//2 1 0aa//33X//P56558 

C-NT2RP2000270 

C-NT2RP2000274 

C-NT2RP2 000283 

C-NT2RP2000288//HYPOTHETICAL 111.9 KO PROTEIN C22H10.03C IN CHROMO 
SOME I . //I . 6E-27//576aa//25X//Q1 0297 

C-NT2RP2000297//ZINC FINGER PROTEIN 184 (FRAGMENT). //3. 3E-186//256 

ia//60X//Q99676 

C-NT2RP2000298 

C-NT2RP2OOO3t0//Huaan proline dehydrogenase/proline oxidase (PROO 
H) aRNA, coaplete cds. //4. 3E-279//1 !93bp//99t//U82381 
C-NT2RP2000328 

C-NT2RP2000329//GTP : AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 

4. 10) (AK3).//2E-1ll//226aa//92X//PQ876Q 

C-NT2RP2000346//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN M 
YOI 16. //6. 3E-1 15//674aa//46V/P17564 
C-NT2RP2000369 
C-NT2RP20004I 2 

C-NT2RP2000414//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP 
F) .//4. 3E-228//41 5aa//1 OOV/P52597 

C-NT2RP2000422//Hoao sapiens N-acety Igl ucosaai ne-phospha te eutase 
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aRNA, coaplete cds. //0//l757bp//99X//AFI 02265 
C-NT2RP2000438 

C-NT2RP2000448//KES1 PROTEIN.//8. 7E-54//392aa//38V/P3S844 

C-NT2RP2000S03 

C-NT2RP2000510 

C-NT2RP2000516 

C-NT2RP2000603 

C-NT2RP200061 7 

C-NT2RP2000634//Hoao sapiens aRNA for KIAA0614 protein, partial co 

s . //0//2 48 2 bp//9 9X// ABO 1 45 1 4 

C-NT2RP2000656 

C-NT2RP200065B 

C-NT2RP2000668//SER I NE/THREONI NE PROTEIN. K I NASE PKPA (EC 2.7.1.-). 

//1 . 3E-27//349aa//32X//Q0l 577 

C-NT2RP2000704 

C-NT2RP200071 0// AS PARTY L-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE 
— TRNA LI GASE)//2. 7E-l00//488aa//44S//032038 
C-NT2RP2000764//N I FS PROTEIN.//6. 6E-36//252aa//42X//P1 2623 
C-NT2RP2000S09//Hoao sapiens aRNA for KIAA0873 protein, partial cd 
s. //0//3347bp//99V/A8020680 

C-NT2RP200081 2//DI LUTE MYOSIN HEAVY CHAIN, NON-MUSCLE (MYOSIN SA) . 
//0. 000000056//1 79aa//29X//Q99l04 

C-NT2RP20008I4//(2LAT ION FACTOR (ACT IN BINDING PROTEIN 120) (A8P- 1 
20). //O. 0000001 1//96aa//29X//PI 3466 

C-NT2RP200061 6//MAGNES IUM-OCLATASE 30 KO SUBUN IT. //Q. 000000079//1 

72aa//28X//P26l74 

C-NT2RP200081 9 

C-NT2RP2000841 

C-NT2RP2000845 

C-NT2RP2000863 

C-NT2RP2000880//PR08ABLE TRANSLATION INITIATION FACTOR IF-2.//0//6 

94aa//99V/060841 

C-NT2RP2000892 

C-NT2RP200093 1//MATR I N 3. //2. 4E-289//467li//95X//P43244 
C-NT2RP2000932//Hoao sapiens aRNA: cDNA 0KFZp564O043 (froa clone D 
KFZPS640043) . //0//2487bp//99*//AL050390 
C-NT2RP2000938 

C-NT2RP2000943//Hoao sapiens aRMA for KIAA07S5 protein, coaplete c 
ds.//0//34S8bp//99V/AB018298 

C~NT2RP2Q00965//Hoao sapiens aRNA for fis3S3. coaplete cds.//0//19 

89bp//96t//AB024704 

C-NT2RP2000985 

C-NT2RP2001 036 

C-NT2RP2001044 

C-NT2RP2001 056//Hoao sapiens aRNA, chroarasoae I specific transcrip 

t K I AA0488. //0//2749bp//99l//AB007957 

C-NT2RP2001065 

C-NT2RPZ001 070//PUTAT 1 VE PYRIOOXAMINE S' -PHOSPHATE OXIDASE (EC 1. 
4.3.5) (PNP/PMP OXIDASE) . //5. BE-46//222aa//45X//Q20939 
C-NT2RP200108I//SYNAPTOTAGMIN IV. //4. 2E-I t8//430a*//54X//P50232 
C-NT2RP200I094 
C-NT2RP200I 119 

C-NT2RP2001 127//Hoao sapiens aRNA for PLU-1 protei n. //0//2514bp//9 

9X//AJ 132440 

C-NT2RP2001218 

C-NT2RP2001 24S//MY0SIN HEAVY CHAIN. NONMUSCLE (CELLULAR MYOSIN HEA 
VY CHAIN) (NMMHC).//2.2E-l0//366aa//28V/PI4105 
C-NT2RP200I 381 

C-NT2RP200! 397//Hoao sapiens aRNA; cONA DKFZp4348174 (froa clone D 
KFZp434B 1 74) . //0//1 495bp// 1 OOX//AL080 1 46 
C-NT2RP2001 427 

C-NT2RP2001 601//Hoao sapiens aRNA for KIAA0797 protein, partial cd 

s . //0//1 748bp//99X//AB01 8340 

C-NT2RP2001 675 

C-NT2RP2001 721 

C-NT2RP2001 907 

C-NT2RP200I 969 

C-NT2RP2001 976//Mus ausculus ca laodul in-b i nd i ng protein SHA1 (Sha 

0 aRNA. coaplete cds. //4. 7E-177//1 538bp//74V/AF062378 

C-NT2RP2002046 

C-NT2RP2002I54 

C-NT2RP2002208 

C-NT2RP2002270//AF-9 PR0TEIN.//0. 0000001 2//74aa//36*//P42 568 
C-NT2RP2002312//Hoao sapiens aRNA for COS2 protein.//0//2333bp//99 
X//y 16521 

C-NT2RP200232S//Hoao sapiens aRNA for Pexllp, coaplete cds.//8.4£- 
254//1 158bp//99X//AB0l 5594 

C-NT2RP2002385//Hoao sapiens synaptic glycoprotein SC2 spliced *a r 
•ant aRNA. coaplete cds.//4. 3E-240//1 10Sbp//99X//AF0 38958 
C-NT2RP2002426 



12 14 



2002-3046778 




# 2000-118776 



[ 



6 4 6 ] 



C-NT2RP2002479//Hoao sapiens aRNA for ABC transporter 7 protein, c 
oap I e t e cd s . //0//2 I 80bp//99X//A80Q5 2 89 

C-NT2RP2002537//HYPOTHETICAL 55. 1 KD PROTEIN 8041$. 5 IN CHROMOSOME 
X. //$. 2E-19//2B8aa//26X//Q1 1073 

C-NT2RP2002595//PROBABLE CALC I UNBIND INC PROTEIN ALC-2 (PMP41) <AL 
G-257) . //7. SE— 35/ / 1 81 aa//42X//P1 281 5 

C-NT2RP2002S18//PROTE IN ARGININE N-METHYLTRANSFERASE 2 (EC 2.1.1. 

-).//! . 7E-S1//326aa//38X//P5534S 

C-NT2RP2002621 

C-NT2RP2002672 

C-NT2RP2002701//HYPOTHETICAL 38.1 KD PROTEIN C2F12.15C IN CHROMOSO 

BE I I.//1. 9E-14//2lOaa//30%//01 4345 

C-NT2RP2002769 

C-NT2RP2002862//60S ACIDIC RIBOSOMAL PROTEIN PO (L I CHT- INDUCED 34 
KD PROTEIN). //8. 8E-10//203aa//27X//P29764 

C-NT2RP2002928//Hoao sapiens pre-aRNA splicing factor (PRP17) aRN 
A. complete cds.//1. 9E-I 36//623bp//10QX//AF038392 
C-NT2RP2002954 

C-NT2RP2002959//UB I QUI T IN-CON JUGAT INC EN2TNE E2-17 KD 2 (EC 6.3.2. 
19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(1 
7) KB 2).//4. 6E-80//1 47aa//1 Q0X//PS1 669 

C-NT2RP2002980//30S RIBOSONAL PROTEIN S10. //O. 00000001//98aa//36X/ 
/PI 01 29 

C-NT2RP2002986//Hoao sapiens aRNA for Kelch aotif containing prote 
in. coaplete cds. //0//2209bp//99V/AB026l 90 
C-NT2RP2003108 
C-NT2RP20031 17 

C-NT2RP20031 2t//Mus ausculus enhancer of polycoab (Epcl) aRNA, coa 
plete cdS.//2. 3E-82//642bp//68X//AF079765 

C-NT2RP2003125//RING CANAL PROTEIN (KELCH PROTEIN) .//2. 4E-38//539a 

a//2SX//Q046$2 

C-NT2RP20O3177 

C-NT2RP20031 94 

C-NT2RP2003265//Hoao sapiens CGI-53 protein aRNA. coaplete cds.//0 
//IS80bp//99S//AF15l81 1 

C-NT2RP200329S//Hoao sapiens RNP aRNA for RPB5 aeidating protein, 
cowl ete cds.//0//1526t»p//99X//AB006572 

C-NT2RP2003329//PUTATI VE ADENYLATE CYCLASE REGULATORY PROTE IN. //3. 

6E-14//332aa//32V/P26337 

C-NT2RP2003367 

C-NT2RP2003433//PROTE IN TRANSPORT PROTEIN SEC61 ALPHA SU8UNIT.//5 

E-131//269aa//9lX//P38378 

C-NT2RP2003446 

C-NT2RP2003533 

C-NT2RP2003543//HYPOTHET I CAL TRNA/RRNA NETHYL TRANSFERASE SLR1673 

(EC 2. 1. 1. -).//l. 7E-17//148aa//34X//P74261 

C-NT2RP2003596 

C-NT2RP2003629 

C-NT2RP2003687 

C -NT2RP2 00371 4//Z INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) 
(HPF7).//5. 4E-29//85aa//72X//Q05481 
C-NT2RP2003737//UBIQUI TIN-CONJUGATING ENZYNE E2-I7 KD 2 (EC 6.3.2. 
19) (UBIQUI TIN-PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2()7) 
KB 2) . //1 . 7E-75//1 47aa//93X//PS 1 669 
C-NT2RP20O3793 

C-NT2RP20O3952//AM I NOPEPTIDASE B (EC 3.4.11.6) (ARGINYL ANINOPEPTI 
DASE) (ARGININE Ait NOPEPTIDASE) (CYTOSOL AN I NOPEPTIDASE IV) (AP-B 
) . //I . SE-23//200aa//30V/0091 7S 
C-NT2RP2003986 
C-NT2RP2 004042 

C-NT2RP20043I 6//Ho*o sapiens chroaosoae I clone J549L20. fORKING D 
RAFT SEQUENCE, in unordered pieces. //8. 2E-202//926bp//1 0OX//AL0968 
20 

C-NT2RP20O4389//PROBABLE Ml TOCHONORI AL 40S RIBOSONAL PROTEIN $9 PR 
ECURSOR. //9. 3E-1 5//126aa//39V/P381 20 

C-NT2RP2004392//NNN4 PROTEIN. //I . 4E-1 1//I43aa//27X//P36044 

C-NT2RP20O4463 

C-NT2RP2004602 

C-NT2RP2Q04614//Hoao sapiens aRNA for KIAA0922 protein, partial cd 
s . //0//2040 bp//99X//AB02 3139 

C-NT2RP2004655//Hoao sapiens aRNA for leucine rich protein. //8. 5E- 
233//!06lbp//99V/AJ006291 

C-NT2RP2004689//HYPOTHETICAL 192.5 KD PROTEIN C6G9. IOC IN CHRONOSO 
HE I . //5. 6E-64//61 6aa//33*//Q923SS 

C-NT2RP2004791 //PUTATIVE LEUCYL-TRNA SYNTHETASE. CYTOPLASMIC (EC 
6. 1 . 1 . 4) (LEUCINE-- TRNA LIGASE) (LEURS).//9. 5E-73//153aa//59X//QI 
0490 

C-NT2RP20O4799//PROBABLE SUCCINYL-COA LIGASE [COP-FORM INC). BETA-C 
HA1N PRECURSOR (EC 6. 2. 1.4) (SUCCINYL-COA SYNTHETASE. BETA CHAIN) 
(SCS-BETA) . //3. 7E- 1 35//4 1 4aa//62V/PS3S88 



C-NT2RP2004802 

C-NT2RP2004841 

C-NT2RP2004936 

C-NT2RP2004959//P54 PROTEIN PRECURSOR. //0. 0000009S//297sa//20V/Pl 
3692 

C-NT2RP2004999 

C-NT2RP2005000 

C-MT2RP2005001//Hoao sapiens aRNA for KIAA061S protein, coaplete c 
ds. //0//1 694bp//99X//AB01 451 5 

C-NT2RP200501 2//Hoao sapiens aRNA for SECS 3 protei n. //0// 1693 bp// 9 
9X//AJ01 1 779 

C-NT2RP200503 7//ANT I -S I LENC I NG PROTE IN 1 . //3. 3E-47// 1 55a a//59X//P3 

2447 

C-NT2RP2005I26//H. sapiens aRNA for RNA helicase (Myc-regulated dea 

d boa prote in). //0//2388bp//98X//I98743 

C-NT2RP2005140 

C-NT2RP200S147 

C-NT2RP2005159 

C-NT2RP2005239//Hoao sapiens cysteine desulfurasc (nifS) aRNA. con 

plete cds . //0//2087bp//99X//AF097025 

C-NT2RP2005270 

C-NT2RP200S276//Hoao sapiens aRNA for Acyl-CoA synthetase 3. conpl 

ete cds.//0//2l22bp//99V/089053 

C-NT2RP2005293 

C-NT2RP20053I S//Hoao sapiens aRNA for KIAA0676 protein, partial cd 
s . //0// 1 5 1 5 bp//9 9X//AB0 1 4576 

C-NT2RP200$3S8//Hoao sapiens aethyl-CpG binding doaa in-contaim ng 
protein M8D3 (MB03) aRNA. coaplete cds. //0//21 99bp//99t//AF072247 
C-NT2RP2005393//AUT0ANTICEN NGP-1 .//7. 2E-39//224aa//3S*//QI3823 
C-NT2RP2005436//SPL I C I NC FACTOR. ARGININE/SERINE-RICH 4 (PRE-NRNA 
SPLICING FACTOR SRP75) . //1 . 2E- 1 3//1 85aa//38V/Q081 70 
C-NT2RP200S441 
C-NT2RP20054S3 
C-NT2RP2005464 

C-NT2RP2005465//M I TOCHONDR I AL CARRIER PROTEIN RIN2. //3E-44//252aa/ 

/41X//P38I27 

C-NT2RP2005472 

C-NT2RP200549S 

C-NT2RP2O05498//PR0TE I N PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNI 
T. ALPHA ISOFORM (PROTEIN PHOSPHATASE PP2A B SUBUNIT ALPHA ISOFOR 
M) (ALPHA-PR55) . //5. 2E-81//1 66aa//88X//P36876 

C-NT2RP2005509//Hoao sapiens CGI-4S protein aRNA. coaplete cds. //0 
//1825bp//99V/AFI51803 

C-NT2RP200S520//Hoao sapiens chroaosoae-assoc i ated prote in-E (hCA 
P-E) aRNA. coaplete cds.//0//3994bp//99X//AF092S63 
C-NT2RP200SS25//Mus ausculus kanadaptin aRNA, coaplete cds.//2. 4E- 
304//I687bp//8SX//AF03SS26 

C-NT2RP2005S40//Hoao sapiens aRNA for KIAA0494 protein, coaplete : 
ds. //0//28S6bp//991//AB 007963 

C-NT2RP2005549//PUTATI VE LACTOYLGLUTATH I ONE LYASE (EC 4.4. 1.5) (ME 
THYLGLTOXALASE) (ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-AL 
DEHYDE MUTASE) (S-D-LACTOYLCLUTATH I ONE NETHYLGLYOXAL LYASE) . //2E-2 
0//I81 aa//36X//Q39366 
C-NT2RP2005555 

C-NT2RP20055S7//Hoao sapiens clone 486790 diphosphoinosi tol pot yon 
osphate ohosphohydrolase aRNA, coaplete cds.//lE-46//576bo//70X//A 
F062S29 

C-ttT2RP2005620//Hoao sapiens epsin 2a aRNA. coaplete cds.//8. 9e-3l 

3//l4SSbp//9SX//AF06208S 

C-NT2RP2005622 

C-NT2 RP200 563 5//PR08 ABLE NH (3) -DEPENDENT NAO(f) SYNTHETASE (EC 6. 

3.5. 0.//1E-1 1//128aa//36X//P47623 

C-NT2RP200S637 

C-NT2RP2005640 

C-NT2RP2005654//CYSTEINE STRING PROTEIN (CCCSl) .//I. 2E-1 3//74aa//4 
SX//PS61 01 

C-NT2RP2005669//Hoao sapiens aRNA for DEDD protei n.//3. 9E-209//9S7 
bp//99X//AJ0 10973 

C-NT2RP2005675//Hoao sapiens growth suppressor related (DOC- 1 R) «R 
NA, coaplete cds. //4. 4E-200//908bp//99X//AF089814 
C-NT2RP200S683 
C-NT2RP2005690 

C-NT2RP200S71 2//Hoao sapiens aRNA for KIAA0799 protein, partial cd 
i . //Q//1 684bp//99V/AB0 18342 

C-NT2RP200S723//HNRNP ARGININE N-HETHYLTRANSFERASE (EC 2. 1.1. -j (0 

OP I PROTE I N).//0. 000000003// 169aa//28X//P38074 

C-NT2RP2005748 

C-NT2RP200S752//Hoao sapiens TNFR-related death receptor-6 (DR6) a 
RNA. coaplete cds. //0//1968bp//99X//AF068868 

C-NT2RP2005753//Hoao sapiens 1-1 receptor candidate protein aRNA. 
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complete cds. //0//1 966bp//9M//AF082S1 6 

C-NT2RP200S763//EUKARYOT 1C INITIATION FACTOR 4A (E IF-4A) . //I. 7E-61 
//374aa//38X//P47943 

C-NT2RP2005767//G. gal lus P01 gene.//5E-163//l 1 S8bp//81X//X90849 
C-NT2RP2005773//Hoao sapiens pyrrol ine S-carboxy late reductase iso 
fora (PSCR2) aRNA. coaplete cds.//2. 7E-l8Q//656bp//99X//AF15l 351 
C-NT2RP200577S//NEUROLYSIN PRECURSOR (EC 3.4.24.16) (NEUROTENSIN E 
ND0P6PT IDASE) (MITOCHONDRIAL OLICOPEPTIOASE N) (MICROSOMAL ENDOPEP 
TIDASE) (MEP) (SOLUBLE ANGIOTENSIN-BINDING PROTEIN) (SABPJ.//2. IE- 
21 3//249aa//8SX//Q02038 
C-NT2RP2005781 
C-NT2RP200SS04 

C-NT2RP200583S//SHP1 PROTEIN. //I. 8E-28//208aa//32V/P34223 

C-NT2RP2O0S853 

C-NT2RP2O05868 

C-NT2RP2005886 

C-NT2RP2005890 

C-NT2RP200S901 //Hoao sapiens aRNA for KIAA0971 protein, coaplete c 
ds. //0//1 977bp//99V/AB023 1 88 

C-NT2RP200S933//NUCLEOPOR I N NUP57 (NUCLEAR PORE PROTEIN NUP57).//S 

E-I1//1 SSaa//34V/P48837 

C-NT2RP2006038 

C-NT2RP2006043//SPL ICING FACTOR. ARC I N I NE/SER I NE-R I CH 4 (PRE-MRNA 

SPLICING FACTOR SRP75) . //I . 5E“1 3//1 8Saa//38t//Q081 70 

C-NT2RP2006052 

C-NT2RP2006069 

C-NT2RP2006071 

C-NT 2 RP2006 1 QO//Hoao sapiens aRNA: cDNA DKFZpS648l02 (froa clone D 
KFZp564B1 02) . //0//1 759bp//99X//AL049970 
C-NT2RP2006I06 
C-NT2RP2 006141 

C-NT2RP200S1 86//Homo sapiens aRNA for KIAA06S4 protein, partial cd 

S.//3. 3E-189//899bp//97I//AB0 14554 

C-NT2RP2006196 

C-NT2RP2006200 

C-NT2RP2006219//H. sapiens aRNA for DGCR6 protein. //I . IE-214//10266 

P//97V/X 96484 

C-NT2RP2O06237 

C-NT2RP2006238 

C-NT2RP2006275//M ICROTUBULE-ASSOC I ATED PROTEIN IB [CONTAINS: LIGHT 
CHAIN LC1 ] . //2E-59//388 aa//32 V/P4682 1 
C-NT2RP2Q0631 2//Hoao sapiens BAF57 (BAF57) gene, coaplete cds.//2. 
8E-274//1 236bp//99S//AF035262 
C-NT2RP2006333 
C-NT2RP200636S 
C-NT 2RP 2006 3 93 

C-NT2RP2006436//ANTER I OR- RESTRICTED HOMEOBOX PROTEIN (RATHKE POUCH 
KOMEO BOX) .//O. 0OOOOO34//5Oaa//SOS//Q61 658 
C-NT2RP2006456 

C-NT2RP2006464//Hoao sapiens aRNA for ANO-I protein.//0//2181bp//9 

9X//AJ006266 

C-NT2RP2006467 

C-NT2RP2006472 

C-NT2RP2006565//Sus scrota aRNA for SCAMPI protein.//0//1276bp//84 
X//Y1S710 

C-NT2RP200657 1 //CYTOCHROME P450 2G1 (EC 1 . 14. 14. 1) (CYPIIG1) (P4S 
0-NMB) (0LFACTIVE).//4. 2E-1 34//486aa//S0X//P2446I 
C-NT2RP2006573//2*. 3’ -CYCLIC NUCLEOTIDE 3' -PHOSPHODIESTERASE (EC 
3. 1 . 4. 37) (CMP) . //O. 0000055//1 69aa//25X//P09S43 
C-NT2RP3000031//Hoao sapiens aRNA for K1AA0901 protein, coaplete c 
ds. //0//2S47bp//99*//AB020708 
C-NT2RP3000072 

C-NT2RP3000142//Hoao sapiens aRNA for KIAA0592 protein, partial cd 

s. //0//1404bp//97*//AB0t 1 1 64 

C-NT2RP3000220 

C-NT2RP30002S1 

C-NT2RP30002S2//Hoao sapiens GTP-binding protein NGB aRNA, coaplet 

e cds. //0//2388bp//99V/AFl 20334 

C-NT2RP3000312 

C-NT2RP3000320//Hoao sapiens partial aRNA for putative p62l protei 

n which interacts with transcription factor Sp1.//0//f S44bp//100%/ 

/A J 242978 

C-NT2RP3000333 

C-NT2RP3000348 

C-NT2RP3000350//PR08ABLE GTP-BINDING PROTEIN HP0303. //0. 000000028/ 
/l8Saa//3l S//025074 

C-NT2RP3000359//GTP : AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 
4. 10) (AK3) . //2E-1 1 1//226aa//92X//P087$0 

C-NT 2RP3000 361 //Hoao sapiens aRNA. coaplete cds, siailar to yeast 
pre-aRNA splicing factors, Prpl/Zerl and Prp6. //0//2072bp//98X//AB 
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C-NT2RP3Q00366//RAS-RELATED PROTEIN RAB-18.//2. 1E-107//206ai//99X/ 
/P35293 

C-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (DE 

AH BOX PROTEIN 13) //I. 7E-139//679aa//41 X//043143 

C-NT 2RP3 00040 3//Hoao sapiens forain binding protein 21 aRNA. coapl 

ete cds.//0//2364bp//99%//AF071 185 

C-NT2RP3000484 

C-NT2RP3000527//Z I NC FINCER PROTEIN 43 (ZINC PROTEIN HTF6) ,//4. 8E- 
28//S36aa//27X//P28160 

C-NT2RP3000531 //POLIOVIRUS RECEPTOR PRECURSOR (C0155 ANTIGEN) . //I . 
9E-1 2//I 9?aa//30X//P1 5151 

C-NT2RP3000596//TRICHOHYALIN.//2. 5E-1 7//304aa//28X//007283 
C-NT2RP3000599 

C-NT2RP3000632//Z I NC FINCER PROTEIN 84 (ZINC FINCER PROTEIN HPF2) . 

//3E-1 40//499aa//46X//PS1 523 

C-NT2RP3000644 

C-NT2RP3000661 

C-NT2RP3000665 

C-NT2RP3000690 

C-NT2RP3000759//ADP-RIBOSYLATI0N FACTOR. //7E-28//1 7Gaa//34X//Q946S 
0 

C-NT 2 RP3 0008 2 5/ /NEUROGEN I C LOCUS NOTCH 3 PROTEIN. //2. 5E-36//4J 7a a/ 

/3IX//Q6I982 

C-NT2RP3000836 

C-NT2RP3000841 

C-NT2RP3000850 

C-NT2RP30008S2 

C-NT2RP30008S9 

C-NT2RP3000868//Huaan ovarian cancer downregulated ayosin heavy ch 
ain hoao log (Docl) aRNA. coaplete cds.//6. 9E-69//16I I bp//61X//US34 
45 

C-NT2RP3000869 
C-NT 2RP3 00090 I 

C-NT2RP30Q091 7//Hoao sapiens Dhal-like protein aRNA. coaplete cds. 
//0//3 1 99 bp//9 9X//AF0S42 5 7 

C-NT2RP300091 9//Rat tus norvegicus golgi peripheral aeabrane protei 
n p65 (GRASP65) aRNA. coaplete cds.//2. 7E-185//585bp//88X//AF01526 

4 

C-NT2RP3000980 

C-NT2 RP 30Q0994//MA TERNAL EFFECT PROTEIN STAUFEN. //0. 00000006//78aa 

//48X//P25I59 

C-NT2RP300I004 

C-NT2RP3001 081 

C-NT2RP3001084 

C-NT2RP3001096//Rat tus norvegicus leprecan (teprel) aRNA, coaplete 
cds. //I . 7E-94//787bp//66X//AF087433 
C-NT2RP3001 I07//PERECRIN (BR140 PROTEIN) . //3E-44//260aa//40X//P552 
01 

C-NT2RP300I 109 
C-NT2RP3001 1 16 
C-NT2RP3001 119 
C-NT2RP3001 1 33 

C-NT2RP3001140//Hoao sapiens aRNA for KIAA0762 protein, partial cd 
s. //0//2802bp//99X//AB01 8305 

C-NT2RP3001 1 SS//Hoao sapiens aRNA for AND-1 protein. //0// 27 3 2 bp// 9 
9V/AJ006266 

C-NT2RP3001 176//HYPOTHETICAL 65.3 KD PROTEIN IN NA0I-SCY1 INTERGEN 

1C REGION. //I . 7E-I0//I 95aa//27X//P531 54 

C-NT2RP300I214 

C-NT2RP3001216//CYLIC IN I (MULTIPLE-BAND POLYPEPTIDE 0 (FRAGMENT 
) . //0. 0000023//1 37aa//33X//P35663 

C-NT2RP300 1221 //GAIHA-8UTYR08ETA I NE, 2 -OXOGLUTARATE DIOXYGENASE (EC 
1.14.11.1) (GANMA-BUT Y ROBE TA INE HYDROXYLASE) . //I . 9E~31//3S3aa//30 
X//P801 93 
C-NT2RP3001236 

C-NT2RP300 1 239//MI CR0TU8ULE-ASS0C I ATEO PROTEIN IB (MAPI. 2) (MAPI ( 

X)) [CONTAINS: LIGHT CHAIN LC1] . //1 . 2E-166//395aa//SlX//P!4873 

C-NT2RP300I260//Hoao sapiens aRNA for KIAA0911 protein, coaplete c 

ds.//0//2497bp//99l//AB020718 

C-NT2RP3001 307 

C-NT2RP3001325 

C-NT2RP3001 3S4//Hoao sapiens NANAP95 aRNA for neighbor of A-kinase 
anchoring protein 9S. coaplete cds. //0//1213bp//99X//AB02S90S 
C-NT2RP3001 392 
C-NT2RP3001 396 

C-NT2RP3001 398//TRANSCRIPTIONAL REPRESSOR CTCF. //1 . 3E-6l//374aa//3 
6X//P49711 

C-NT2RP3001407//SCYI PROTEIN. //0. 00000033//1 43ea//25X//P53009 
C-NT2RP3001 420 
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C-NT2RP300I426//DNAJ PROTEIN (FRAGMENT) . //lE-»6//77aa//46l//033529 
C-NT2RP300I427//IERNER SYNDROME HELlCASE HOMO LOG. / /2 . TE- 1 0// 1 59a*/ 
/33S//009053 
C-NT2RP300US7 

C-NT2RP3O0I472//NONHI STONE CHROMOSOMAL PROTEIN 6A. //9. IE-1 3//87aa/ 
/43S//P1 1632 

C-NT2RP300149S//Huaan ox idoreductaxe (HHCMAS6) aRNA. coaplete cds. 
//0//1475bp//99X//U13395 

C-NT2RP300I497//Hoao sapiens aultiole aeabrane spanning receptor T 

RC8 (TRC8) aRNA. complete cds.//0//2295bp//99*//AF064801 

C-NT2RP30QI529//SPOOB-ASSOCI ATEO GTP-BINOING PROTEIN. //I E-61//34Sa 

1//42V/P20964 

C-NT2RP3001 621 

C-NT2RP3001 629 

C-NT2RP3D0I 642//HYP0THET ICAL PROTEIN Kl AA0210. //6. 8E-18//9W/38S 
//Q92609 

C-MT2RP300 1 646/ /ID-40 REPEAT PROTEIN MSI2.//8. 8E-09//132n//3l*//0 
22468 

C-NT2RP300I676 

C-NT2RP300I679 

C-NT2RP300I 799//MY0S I N HEAVY CHAIN. STRIATED MUSCLE. //1 . 6E-1 1//348 
aa//27V/P2473J 

C-NT2RP3001 81 9//R INC CANAL PROTEIN (KELCH PROTEIN) .//7. 4E-18//249* 

a//30*//Q04$52 

C-NT2RP3001 896 

C-NT2RP3001 91 5 

C-NT2RP3001929 

C-NT2RP3003 1 93//Z 1 NC FINGER PROTEIN 1 3S. //7. 3E-9S//269aa//62X//PS2 
742 

C-NT2RP3004466 

C-NT2RP3OO4480//VACUOUR PROTEIN SORTING-ASSOCIATED PROTEIN VPS3S. 
//3. 3E-1 1 3//466aa//42X//P341 10 

C-NT2RP3004539//Ho«o sapiens «RNA for K1AA0632 protein, partial cd 
s. //0//1 520bp//99V/A801 4532 

C-MT2RP3Q04544//Hoao sapiens «RNA for KIAA0554 protein, partial cd 
s.//0//974bp//95X//AB01 1 126 

C-NT2RP3004S69//AMKYRIN. BRAIN VARIANT 1 (ANKYRIN B) (ANKYRIN, NON 
ERYTHROID) . //0. 000000038//1 50aa//28*//QDW84 

C-NT2RP3004572//Hoeo sapiens cofactor of initiator function (CIF1S 
0) eRNA. coaplete cds. //0//1 770bp//99X//AF026445 
C-NT2RP3004S78//Hoeo sapiens bRNA for KIAA0477 protein, coaplete c 
dS.//0//1639bp//99t//AB007946 

C-NT2RP3004594//HOBO sapiens aRNA for ANO-1 protei n. //0//1 807bp//9 
9V/AJ006266 

C-NT2RP3004617//Z INC-BINDING PROTEIN A33.//7. 2E-75//464aa//35X//Q0 
2084 

C-NT2RP30046I8//Hoao sapiens putative RNA-binding protein Q99 eRN 
A, coaplete cds.//0//3972bp//98X//AF093097 

C-NT2RP3004669/ /ETHANOLAN I HE KINASE (EC 2.7.1.82) (EASILY SHOCKED 
PROTEIN) . //I . 7E-72//2S4aa//45X//PS43S2 

C-NT2RP4000008//CHIORINE CHANNEL PROTEIN P64. //2. 6E-98//239aa//64X 
//P3S526 

C-NT2RP4000051//SYNAPTQNEHAL COMPLEX PROTEIN SC65. //4. 9E-SI//335aa 
//37V/86437S 

C-NT2RP4000078//Ho«o sapiens aRNA for KIAA0850 protein, coaplete c 
ds. //0//301 3bp//99t//AB0206S7 

C-NT2 RP4000 1 09/ /Hobo sapiens aRNA for MECF5. partial cds.//0//2f 61 
bp//99S//AB0l 1 538 

C-NT2RP40001 I1//CLEAVAGE AND POLYAOENYLATtON SPECIFICITY FACTOR. I 
00 KD SUBUNIT (CPSF 100 KD SUBUNIT) . //0//72 8a a//99X//Q 10568 
C-NT2RP40001 29 

C-NT2RP40001 47//Drosoph i la aelanogaster putative ARFI GTPase activ 

ating protein (ARFI -GAP) aRNA. coaplete cd*.//3. 8E-28//528bp//67X/ 

/AF0I1427 

C-NT2RP400Q1 50 

C-NT2RP40001S1 

C-NT2RP4000159 

C-NT2RP4000I85 

C-NT2RP4000210//Hoao sapiens aRNA for KIAA0700 protein, partial cd 
s. //0//4 1 49bp//99V/AB0 1 4600 

C-NT2RP400021 2//ATRIAL GLANO-SPECI FIC ANTIGEN PRECURSOR (ACSA).// 
5. 9E-I5//I04aa//40X//P15287 

C-NT2RP4000243//Hoao sapiens aRNA for cartilage-associated protein 
(CASP) . //0//1 932 bp//99V/AJ 008470 
C-NT 2 RP40002 46//NPC DERIVED PROLINE RICH PROTEIN 1 (NOPP-l).//2. 7 
E-84//208a a//76J//Q0 3173 

C-NT2RP4000259//GLUTATHICNE PEROXIDASE 2 (EC 1.11.1.9). //5. 5E-29// 
1 S 3a a//4 3X//02 3968 

C-NT2RP4000290//HYPOTHETICAL 116.5 KD PROTEIN C20C8.09C IN CHROMOS 
OME I . //3. 5E-297//1 024aa//5SX//P871 1 5 
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C-NT2RP40003 1 2// ADENYLATE CYCLASE (EC 4.6.1. 1) (ATP PYROPHOSPHATE- 
LYASE) (ADENYLYL CYCLASE) . //1 . 5E-26//237aa//28X//Q0l631 
C-NT2RP4000323//KERAT I N. ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KER 
ATIN) . //0. 0000003//I 01 aa//32X//P26372 
C-NT2RP4000355 

C-NT?RP4000360//Hoao sapiens aRNA for KIAA0738 protein, coaplete c 
ds.//0//4074bp//991//AB0l 8281 

C-NT2RP4000367//Hoap sapiens IkappaB kinase coaplex associated pro 
tein (IKAP) aRNA, coaplete cds.//0//4782bp//99X//AF04419S 
C-NT2RP4000370//MITOCHONDRIAL PEPTIDE CHAIN RELEASE FACTOR I PRECU 
RSOR (NRF-I). //2. 6E-77//262aa//54*//075570 

C-NT2RP4000376//Hoao sapiens aRNA for phospholipase A2 activating 

protein. //0//24l2bp//99*//AJ238243 

C-NT2RP4000381 

C-NT2RP4000398//2 INC FINGER PROTEIN I40.//2. 9E-1 10//435ia//SQX//PS 
2738 

C-NT2RP40004I5 

C-NT2RP400041 7//MANNOSYL-OL IGOSACCHAR I OE ALPHA- I, 2-MANNOSIDASE (EC 
3.2. 1.113) (NAN (9) -ALPHA-MANNOS I DASE) (FRAGMENT) .// 2. 6E-S1//43Baa/ 
/33S//P45701 

C -NT 2 R P4000448/ /Hoao sapiens aRNA: cDNA DKFZp566G0746 (froa clone 

DKF2p566G0746) . //0//3 991 bp//99S//AL0 50078 

C-NT2RP4000449 

C-NT2RP4000455//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0.//0. 0000 
003//1 7Saa//27V/P09309 

C-NT2RP4000457//UBIQUI TIN CARBOXYL-TERN INAL HYDROLASE 15 (EC 3.1. 
2.15) (UBIQUITIN TH I OLESTERASE IS) (UBIQUI TIN-SPEC I FIC PROCESSING 
PROTEASE 15) (0EU8IQUITINATING ENZYME 1 5) . //2. 5E-37//29I aa//38X//P5 
0101 

C-NT2RP4000480 

C-NT2RP4000481//ATP-OEPENOEMT RNA HELlCASE DOB I (MRNA TRANSPORT RE 
GULATOR NTR4) . //I . 9E-67//721aa//29X//Q0947S 

C-NT 2RP4000498/ /MOB I PROTEIN (MPSI BINDER 1>.//8.8E-S0//214aa//50X 

//P40484 

C-NT 2RP4000 500 

C-NT2RP4000518//ATP-OEPENDENT RNA HELlCASE ROK1 . //I . SE-106//495aa/ 

/45X//P458I8 

C-NT2RP4000524 

C-NT2RP4000541 

C-NT2RP400D556//SUR4 PROTEIN (SREI PROTEIN) . //7. 4E-U//233aa//3 IX/ 

/P40319 

C-NT2RP4000560 

C-NT2RP4000588 

C-NT2RP400061 4//Hoao sapiens TLS-sssociated protein TASR-2 aRNA. c 

oaplete cds.//2. 9E-l88//863bp//99*//AF06773O 

C-NT2RP4000638 

C-NT2RP4000648//TRANS-ACTINC TRANSCRIPTIONAL PROTEIN ICPO. //Q. 0000 
0037//1 75ta//27*//P09309 

C-NT2RP4000657//SPORE COAT POLYSACCHARIDE BIOSYNTHESIS PROTEIN SPS 

E.//I. ie-32//350aa//30S//P3962S 

C-NT2RP4000704 

C-NT2RP40007I 3//HYP0THETICAL 55.1 KD PROTEIN B0416.S IN CHROMOSOME 
X.//I . lE-U//295ia//27*//0l 1073 

C-NT2RP4000724//RETR0V I RUS-RELATED ENV POLYPROTEIN. //3. 2E-1 91//1 99 
aa//78t//P1 0267 

C-NT2RP4000728//Hoao sapiens aRNA for KIAA093I protein, partial cd 

s.//0//3392b»//9SX//AB023!48 

C-NT2RP4000737 

C-NT2RP4000739//Hoao sapiens aRNA tor KIAAIOI2 protein, coaplete : 
ds.//0//3574bp//99V/AB023229 

C-NT2RP400078I //HYPOTHETICAL 27.7 KD PROTEIN IN CPTI-SPC98 INTERCE 
NIC REGION. //0. 0000000 32//67aa//3 1 X//P53 91 5 

C-NT2RP400081 7//Hoao sapiens aRNA for KIAA0470 protein, coaplete c 

ds.//0//1927bp//99t//AB007939 

C-NT2RP4000833 

C-NT2RP4000837//Hoao sapiens aRNA for zinc finger protein SALL 1 . // 
4. 3E-94//81 0bp//658//YI8265 

C-NT2RP4000839//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 . //8. 5 
E-21//271aa//28X//Q00808 

C-NT2RP4000855//AM I NOPEPTIDASE B (EC 3.4. tl. 6) (ARCINYL AMINOPEPTI 
DASE) (ARGININE AM I NOPEPTIDASE) (CYTOSOL All I NOPEPTIDASE IV) (AP-B) . 
//5. 7E-S2//324aa//48X//009l7S 

C-NT2RP4000865//2 1 NC FINGER PROTEIN ZFP-36 (FRACMEMT) . //4. IE-85//I 
74aa//55S//PI641 5 

C-NT 2 RP4000 878/ /MYELO 1 0 UPRECULATED PROTEIN. //6. 2E-91//I73aa//87V 
/03S682 

C-NT2RP4000879//UB I QU I TIN-ACTIVATING ENZYME El (A1S9 PROTEIN). //9. 
6E-96//51 3aa//42X//P223l4 

C-NT2RP4000925//F I BROMODUL I N PRECURSOR (FM) (COLLAGEN-BINDING 59 K 
D PROTEIN) .//2. 6E-26//227aa//36t//Q06828 



12 17 



mil# 2002-3046778 




#2 0 0 0 — 1 18776 



6 4 9] 



C-NT2RP4000927//UBIQUIT IN CARBOXYL -TERM INAL HYDROLASE DUB-1 (EC 3. 
1.2. IS) (UBIQU1TIN THIQLESTERASE DUB-1) (IS I QUIT IN-SPEC IF 1C PROCES 
SING PROTEASE OUB-1) (DEU8 1 QU I T I NAT I NG ENZYME I) .//1. 5E-76//346aa/ 
/43X//Q6106B 

C-NT2RP4000928//Hoao sapiens aRNA for C0S2 protein. //0//2487bp//99 
X//Y16521 

C-NT2RP4000929//PUTAT IVE ATP-DEPENOENT RNA HELICASE MJ1 S0S.//0. 000 

0001 4//1 85aa//25X//QS8900 

C-NT2RP400095S 

C-NT2RP400097 3//PR08ABLE PROTEIN DISULFIDE I SOME RASE PS PRECURSOR 

(EC 5. 3. 4. 1 ) . //I . 4E-26//90aa//4ZX//P38660 

C-NT2RP400097S 

C-NT2RP4000979 

C-NT2RP4000984 

C-NT2RP40009B9//UNC-47 PROTEIN. //O. 0000082//1 73aa//25X//P34S79 
C-NT2RP4000997//DNA-OIREC TED RNA POLYMERASE I 13S KO POLYPEPTIDE 
(EC 2. 7. 7. 6) (RNA POLYMERASE I SUBUNIT 2) (RPAI 35). //0//83Saa//B7X 
//P70700 

C-NT2RP400 I 004//VACUOLAR PROTEIN 8./Z3. 7E-lS//40laa//26X//P39968 
C-NT2RP4001006 

C-NT2RP400101 0//Hoao sapiens aRNA for KIAA09G4 protein, coaplete c 
ds. //0//2482bp//99X//AB0231 81 

C-NT2RP400 1041 //PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6. 1.1.4) (LEUC 

I ME — TRNA LIGASE)//!. 5E-92//443aa//44X//Q09996 

C-NT2RP40010S7 

C-NT2RP4001 OS4//SYNAPTONEMAL COMPLEX PROTEIN SC6S.//6. 7E-51//33Saa 
//371//Q6437S 

C-NT2RP4001 079//CALC I UM- TRANSPORT I NG ATPASE 1 (EC 3.6.1.38) (GOLGI 
CA2+-ATPASE) . //1 . 3E- 1 23//S63aa//46X//P1 3S86 

C-NTZRP4001 080//Hoao sapiens aRNA for Rodl, coaplete cds.//0//1439 

bp//99X//AB023967 

C-NT2RP400108S 

C-NT2RP4O01095//DOU8LE- STRANDED RMA-SPEClFIC EDITASE 1 (EC 3.S.-. 
-) (DSRNA ADENOSINE OEAMINASE) (RNA EDITING ENZYME D.//2. 6E-17//1 
21aa//36X//P514C0 
C-NT2RP4001 100 

C-NT2RP4001 1 1 7//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//!. 
9E- 1 1 S//224aa//1 008//P38378 

C-NT2RP4001 I 22//T I PO PROTE I N. //I . 4E-65//253aa//41 X//0I S736 
C-NT2RP4001 126//TRICHOHYALIN.//2. 9E-18//380aa//26l//Q07283 
C-NT2RP4001 138 

C-NT2RP4001 1 43//SUCC I NYL-D I AM l NOP I ME LATE DESUCC I NYLASE (EC 3.5.1. I 
8) (SOAP) . //0. 0000002 1//93aa//33X//P445l 4 
C-NT2RP4001 1 48//SOF1 PROTE I N. //I . 3E- 1 04//236aa//S2t//P33750 
C-NT2RP4001 149 

CHIT2RP4001 150//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (N 
R-CAM) (BRAVO) . //3. 4E-29//385aa//29X//P3S331 

C-NT2RP4001 174//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PR 
ECURSOR (CTPT) . //4. 7E-29//227aa//3SX//PS2l 78 

C-NT2RP40012Q6//Drosophi la aelanogaster strawberry notch (sno) aRN 
A. coaplete cds. //4. 4E-104//1460bp//65X//U95760 ». 

C-NT2RP4001207 

C-NT2RP4001210 

C-NT2RP400121 9//PR0BABLE PROTEIN DISULFIOE ISOMERASE PS PRECURSOR 
(EC S. 3. 4. 1) . //6. 2E-27//90aa//42V/P38660 

C-NT2RP400 1 228//R I NG CANAL PROTEIN (KELCH PROTEIN) . //1 . 8E-103//508 

aa//43X//Q046S2 

C-NT2RP4001 23S 

C-NT2RP400I256 

C-NT2RP400 1 260//Hoao sapiens aRNA for KIAA0875 protein, partial cd 
s. //0//2876bp//998//AB020682 

C-NT2RP4001274//Huaan transporter protein (g!7) aRNA. coaplete cd 
s. //4. 4E-S8//1 I 96bp//6l X//U490S2 

C-NT2RP400 1 276//TR I CHOHYAL IN. //7. 9E-09// 1 26aa//32*//Q07283 
C-NT2RP4001313//MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM40 (M0M38 
PROTEIN) (TRANSLOCASE OF OUTER MEMBRANE 40 KD SU8UNI T) . //S. 9E-1 7/ 
/296aa//29V/P24391 

C-NT2RP4001 31S//Bos taurus aRNA for Rab5 GDP/CTP eichange factor. 
RabesS. //8. 5E-21 3//1 1 29bp//92t//AJOOI 1 1 9 

C-NT2RP4001 339//Hoao sapiens aRNA for AMMERCI protein.//9. 2E-1G0// 
736bp//99X//A J00701 4 
C-NT2RP400I 343 

C-NT2RP400I345//Hoao sapiens aRNA for LCAT-like lysophosphol ipase 
(LLPL) . coaplete cdi. //2. 7e-310//1 400bp//l008//AB01 7494 
C-NT2RP400I35I//Hunan ovarian cancer downregu lated ayosin heavy ch 
ain hoaolog (Docl) aRNA. coaplete cds. //I . 4E-S8//2425bp//S9*//U534 
4S 

C-NT2RP400I3S3 

C-NT2RP4001 372// IRREGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRR 
EC PROTE I N) . //1 . 8E-1 9//222aa//30X//Q08t 80 
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C-NT2RP4001 373 

C-NT2RP4001 375//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC ?. 
7.1.112) (TYROSINE- PROTEIN KINASE 1). //9. 2E-1 7//146aa//35X//Pl81 6 
0 

C-NT2RP40Q1 379//HYPOTHETICAL 49.1 KD PROTEIN C11D3.06 IN CHR0M0S0M 
E ».//2E-S3//436aa//30X//Ql0085 

C-NT2RP4001 407//Hoao sapiens aRNA for KIAA0923 protein, coaplete c 
ds. //0//271 6bp//99X//AB023140 

C-NT2RP4001 414//SEPT I N 2 HOMOLOG (FRAGMENT) . //7. 7E- 1 90//422aa//82X 
//Q14I4I 

C-NT2RP4001 433//Z I NC FINGER PROTEIN 184 (FRAGMENT) . //! . 2E-I 38//41 9 
H//54V/Q99676 

C-NT2RP4001474//Xenopus laevis putative Zic3 binding protein aRNA. 
coaplete cds. III. 7E-66//738bp//71»//AF129131 
C-NT2RP4001 483//2-OXOGLUTARATE DEHYDROGENASE El COMPONENT PRECURSO 
R (EC 1.2.4. 2) (ALPHA-KETOCLUTARATE DEHYDROGENASE). //0//962aa//78X 
//Q02218 

C-NTZRP4001 498// ANXYR I N REPEAT-CONTAINING PROTEIN AKRI . //1E-27//37 

4aa//29X//P39010 

C-NT2RP4001 502 

C-NT2RP400I 507 

C-NT2RP4001S24 

C-NT2RP400I 547//HYP0THET ICAL 45.0 KD PROTEIN IN N0T1/CDC39-HMR INT 
ERGENIC RECION.//5. 7E-54//242aa//38X//P25656 

C-NT2RP4001S51//Hoao sapiens chroaatin-speci f ic transcription elon 
gat ion factor FACT 140 kOa subunit aRNA, coaplete cds.//0//3202bp/ 
/99X//AFI 52961 

C-NT2RP4001 555//PUTAT I VE ENDONUCLEASE VIII (EC 3. 2. -) . //4. 7E-09/ 

/216aa//24V/P96902 

C-NT2RP400 1567// ARMADILLO SEGMENT POLARITY PROTEIN. //0. 00000054//2 
1 3aa//26X//Q024S3 

C-NT2RP4001 568//Z INC FINGER PROTEIN GCS1.//1 . 8E-10//109aa//36V/P3 
5197 

C-NT2RP4001571 

C-NT2RP4001 574//Hoao sapiens coat protein gaaaa-cop aRNA. coaplete 
cds. //0//304Sbp//99X//AF 100756 

C-NT2RP40Q1 575//Rittus norvegicus aRNA for ARE1 protein. //0//l087b 
P//87V/AJ223830 

C-NT2RP4001 592// 1 SOLEXYL-TRNA SYNTHETASE (EC 6. 1.1.5) (ISQLEUCIN 

E— TRNA LIGASE) (ILERS) .//I . 7E-l41//373at//47X//P7350S 

C-NT2RP400I 6 I0//Hoao sapiens aRNA for KIAA0869 protein, partial cd 

s. //0//1897bp//99X//ABO20676 

C-NT2RP4001614 

C-NT2RP4001634 

C-NT2RP4001 638//DNA REPAIR/TRANSCRIPTION PROTEIN NET18/MMSI 9 //5. 1 
E-46//234aa//32X//P40469 

C-NTZRP400 1 644//MY0S I N LIGHT CHAIN KINASE (EC 2.7.1.117) (MLCK) . // 

6. 4E-1 9//1 1 1 aa//45X//P25323 

C-NT2RP4001677 

C-NT2RP4001679 

C-NT2RP4001 696//CLEAVAGE AMO POLYAOENYLAT I ON SPECIFICITY FACTOR. 1 
00 KO SUBUNIT (CPSF 100 KD SUBUNI T).//4E- I 0//243aa//25X//0l 0568 
C-NT2RP4001 72S//GUANINE NUCLEOTIDE -BIND INC PROTEIN BETA SUBUNIT.// 
3E-10//I28aa//32X//Q10282 

C-NT2RP400I 730//UOP-GLUC0SE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECU 
RSOR (EC 2.4.1.-) (DUCT) . //6. 4E-I 70//1 168aa//33X//QD9332 
C-NT2RP400I 739 

C-NT2RP400I 753//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 
//3. 9E-236//665aa//58X//PS 1 523 

C-NT2RP4001 760//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTO 
R (RHO/RAC GEF) (FAC I OGEN I TAL DYSPLASIA PROTEIN) .//4. IE-1 6//263aa/ 
/27X//P98174 

C-NT2RP400I790//Hoao sapiens aRNA for KIAAI0I5 protein, coaplete c 

ds. //0//31 44bp//99V/AB023232 

C-NT2RP4001803 

C-NT2RP4001 822//PLATELET-END0THEL I AL TETRASPAN ANTICEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA-1) (COIS1 ANTIGEN) . //I . 2E-30//24 
1 aa//30X//035566 

C-NT2RP4001 823//M ICROF 1 BR I L-ASSOC I ATED GLYCOPROTEIN 4.//I. IE-I9//7 

7 aa//54 X//P5 5083 

C-NT2RP4001828 

C -NT 2RP400 1838/ /Hoao sapiens CoREST protein (COREST) aRNA. coaplet 
e cds. I/S. 3E-99//555bp//73X//AF 155595 
C-NT2RP4001 861 //TR I CHOHYAL I N. //IE-3S//307as//34V/P37709 
C-NT2RP4O0 1 893/ /Hoao sapiens aRNA; cONA 0KFZpS64O043 (froa clone D 
KFZp5640043) . //0//1 306bp//98V/AL0S0390 

C-NT2RP4001896//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-I . //0. 00 
OOOOO 1 4//345aa//2SX//Q00808 
C-NT2RP400I 901 

C-NT2RP4001 927//M I CROTUBULE-ASSOC I ATEO PROTEIN YTNI.//I. 3E-38//258 
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aa//32%//Q 12024 

C-NT2RP40Q1 938//TRANSCRIPTIONAL REPRESSOR CTCF.//9. 8E-60//303aa//3 
8X//P4971 I 

C-NT2RP4001946//PROTE I N-L- ISOASPARTATE O-METHYLTRANSFERASE (EC 2. 
1.1.77) (PROTEIN- BETA- ASPARTATE METHYL TRANSFERASE) (PINT) (PROTEI 
N L- ISOASPARTYL NETHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN CARBOXYL 
NETHYLTRANSFERASE) . //1 . 5E-1 3//21 1 aa//28X//Q43209 
C-NT2RP4001 9S0//CLUTAMIC ACID-RICH PROTEIN PRECURSOR. //I . 2E-1 3//3S 
6aa//27X//P1 381 6 
C-NT2RP4001953 
C-NT2RP4001966 
C-NT2RP4001 975 

C-NT2RP400201 8//R I NC CANAL PROTEIN (KELCH PR0TElN).//6. 9E-24//370a 

a//27X//Q04652 

C-NT2RP40020S2 

C-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (OE 

AH BOX PROTEIN I3)//1E-1 37//679ia//40X//043143 

C-NT2RP400207I 

C-NT2RP4002078//2 INC FINGER PROTEIN 91 (ZINC FINCER PROTEIN HTF10) 
(HPF7) . //3E-l50//722aa//39V/Q05481 
C -NT ZRP4002081 //TRANSCRIPT I ON INITIATION FACTOR HA ALPHA AND BETA 
CHAINS (TF 1 1 A P35 AND PI 9 SUBUNITS) (TFI IA-42) (TF II AL) . //0. 00000 
67//250aa//3lt//P52655 
C-NT2RP4002298 

C-NT2RP4002408//PROTEIN KINASE CEK1 (EC 2.7,1.-). //I . 5E-63//1 S9aa/ 

/53X//P38938 

C-NT2RP400279I 

C-NT2RP4002888//Hoao sapiens aRNA: cDNA DKFZp434F172 (froa clone 0 

KFZp434Fl 72) . //0//2557bp//99X//AL080202 

C-NT2RP40029DS 

C-NTZ RPS00346 1 //RLR 1 PROTEIN. //9.7E-22//177aa//27X//PS355Z 

C-NT2RPS003477//VEGETATIBLE INCONPATIBI LITY PROTEIN HET-E-I.//S. 5 

E- 1 5//280aa//27X//Q00808 

C-NT2RP5003492 

C-NT2RPS003S00 

C-NT2RP5003S06 

C-NT2RP5003522//NADPH-CYTOCHROME P450 REDUCTASE (EC 1.6. 2. 4) (CPR 

).//3. 3E-23//219aa//40X//P371 16 

C-NT2RP5003S24 

C-NT2RPSO03S34 

C-OVARCIOOOOOS//HISTONE H2A. I.//1. 1 E-55//M 7aa//99V/P02262 
C-OVARCl 00001 3//APOPTOT 1C PROTEASE ACTIVATING FACTOR 1 (APAF-1).// 
0. 0000042//102aa//32X//0M727 

C-0VARC1 00001 4//Hoao sapiens GLE1 (GLE1) aRNA, coaplete cds.//2.6 
E-29S//1 393bp//97X//AF0S8922 
C-OVARCl 00 00 35 

C-0VARC1 000060//EXTRACELLULAR RIBONUCLEASE LE PRECURSOR (EC 3.1.2 
7. 1) (RNASE LE) . //O. 00000032//60aa//4SX//P80022 
C-OVARC10O0087//HISTONE NACR0-H2A. 1.//1. 6E~12//174aa//26X//Q02874 
C-0VARC1 000091 //HOST CELL FACTOR Cl (HCF) (VPI6 ACCESSORY PROTEIN) 
(HFC1) (VCAF) (CFF).//8.4E-14//259aa//30X//PSI6IO 
C-OVARCIOOOI 13 

C-OVARCIOOOl 39//Hoao sapiens CGI -21 protein aRNA. coaplete cds.//0 
//I 562bp//99X//AF 132955 
C-OVARCIOOOI 48 

C-OVARCIOOOI 5t//Hoao sapiens partial aRNA for putative protein p38 
interacting with transcription factor Spl . //2. 5E-95//461 bp//98X// 
AJ242975 
C-OVARCIOOOI 68 

C-0VARC1 000209//0ryza saliva subaergence induced protein 2A aRNA, 
coap I ete cdl. //1 . 8E-32//5I1 bp//65X//AF068332 
C-OVARCl 000212 

C-OVARC1000241//HYPOXIA- INDUCIBLE FACTOR I ALPHA (HIF-1 ALPHA) (AR 
NT INTERACTING PROTEIN) (MEMBER OF PAS PROTEIN 1) (MOPl) (HIF1 ALP 
HA) . //8. 2E- 1 20//3S1 a a//S4X//Q 16665 

C-OVARC! 000288//VACUOLAR AH I NOPEPTIDASE I PRECURSOR (EC 3.4.11.22) 
(POLYPEPTIDASE) (LEUCINE AM I NOPEPTIDASE IV) (LAPIV) (AMINOPEPTIDAS 
E 1 1 1) (AH I NOPEPT I OASE YSCI) .//5. 4E-53//384aa//30X//P 14904 
C-OVARCl 000304//PROTE I N MOV-IO. //I . lE-249//519aa//87X//P23249 
C-OVARC 1 000309//THREQN I NE SYNTHASE (EC 4. 2. 99. 2) . //2. 7E-40//1 S4aa/ 
/38X//P29363 
C-OVARCl 000321 
C-OVARCl 000326 

C-OVARCl 00033S//HYPOTHET I CAL 39.3 KD PROTEIN IN GCN4-IBP1 INTERGEN 

1C REG I ON. //5. 9E- l4//200aa//2 7X//P40004 

C-OVARCl 000347 

C-OVARCl 000384 

C-OVARCl 00041 1 

C-OVARCl 000420 

C-OVARCl 000437//TENS IN. //7. 9E- 181 //340aa//84X//Q04205 
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C-OVARC 1000443//Hoao sapiens aRNA: cDNA DKFZp434A073 (froa clone 0 
KF Z p434A0 7 3 ) . //0// 1 2 1 6 bp//99X//AL080 1 2 6 
C-OVARC 10 00461 

C-OVARC 1000 46 5//PR0TE IN TRANSPORT PROTEIN SEC7. //I . 2E-25//227aa//2 

SX//P11075 

C-OVARC 1000466 

C-OVARCl 00047 3//DUAL SPECIFICITY PROTEIN PHOSPHATASE 3 (EC 3. 1.3.4 
8) (EC 3.1.3.16) (DUAL SPECIFICITY PROTEIN PHOSPHATASE VHR).//3. I 
E- 1 0// 1 2Saa//3SX//P5 1 452 

C-OVARCl 00047 9//Hoio sapiens aRNA for KIAA0829 protein, partial cd 
s . //0// 1 9 1 9bp//99 V/ABO206 36 

C-OVARCl 000520//Hoao sapiens supervillin aRNA, coaplete cds.//2.Z 

E-lS7//892bp//9lV/AF0S1850 

C-OVARC 1000564 

C-OVARCl 000576 

C-OVARCl OOOS88 

C-OVARCl 000605 

C-OVARCl 000640 

C-OVARCl 000649//Huaan squaaous cell carcinaaa of esophagus aRNA fo 
r GRB-7 SH2 doaain protein, coaplete cds. //0//18l2bp//98X//D43772 
C-OVARC 1000661 

C-OVARCl 00077 1//RAS-RELATED PROTEIN RAB-2.//1 . 1E-46//1 21 aa//79X//P 

08886 

C-OVARC 1000 95 9//HYPOTHET I CAL PROTEIN MJ0933.//1. 2E-1 7//1 27aa//33V 
/QS8343 

C-OVARC 100 I 034//Mus ausculus Fn 54 aRNA, partial cds. //I . 5E-1 78//I I 
13bp//86X//AF001533 

C-OVARCl 00 !038//Hoao sapiens aRNA for Ariadne-2 protein. //0//1 1 7Zb 
P//97X//AJ 130978 

C-OVARC 1001 06 5//Hobo sapiens CGI-12 protein aRNA, coaplete cds. //I 

E- 2 1 5// 1 027 bp//9 8X//AF 132946 

C-OVARC 100 11 62 

C-OVARC 100 1243 

C-OVARC 100 1296 

C-OVARC 1001 360 

C-OVARCIOOI 381//Hoao sapiens aRNA for candidate tuaor suppressor i 
evolved in B-CLL.//6£-l48//683bp//99X//AJ224819 
C-OVARC 100 142 5 
C-PLACE 1000005 

C-PLACE 1 000066// SSU7 2 PROTEIN. //1. 1E~39//206aa//43X//P53S38 
C-PLACE 1000 14 2// 3-HYDROXYBUTYRYl-CQA OEHYDRATASE (EC 4.2.1.55) (CR 
OTONASE) . //2. 8E-29//I 34aa//43X//P52046 

C-PLACE 1 000 184//Hoao sapiens aRNA for KIAA0832 protein, coaplete c 
ds. //5. 5e-312//141 1 bp//99X//AB020639 
C-PLACE 1000 185 

C-PLACE10002I3//Hoao sapiens aRNA for KIAA0977 protein, coaplete c 
ds . //0//1 904bp//99X//AB0231 94 
C-PLACE 1000 34 7 
C-PLACE 1000374 

C-PLACE I 000 380//Hoao sapiens aRNA for KIAA0853 protein, partia* cd 
s. //0//2208bp//99X//AB020660 

C-PLACE I 000383//Hoio sapiens aRNA for HT1IR1 protein. //0//7S3bp//99 
X//AJ 224979 

C-PLACE 1000401 //POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANT IGEN) . //Z. 
7E-30//352aa//3lV/PlSl51 

C-PLACE 1 000406// PTB-ASSOC I ATED SPLICING FACTOR (PSF) . //1 . 2E-1 32//J 
34aa//72X//P23246 

C-PLACE 1000420//7, 8-OIHYORO-8-OXOGUANINE TRIPHOSPHATASE (EC 3. .6. 

-) (8-OXO-DCTPASE).//0. OOOOOZ8//1 34aa//29X//P53368 

C-PLACE 1000435 

C-PLACE 1 000444 

C-PLACE 1000562 

C-PLACE 1 000564 

C-PLACE 1000588// INTERFERON- INDUCED GUANYLATE-B I NO l MG PROTEIN 1 (GU 
ANINE NUCLEOTIDE- BINDING PROTEIN 1) . //1 . 6E-270//437ai//86*//P324$ 
5 

C-PLACE 1 000 596//Hoao sapiens aRNA for KIAA08S0 protein, coaplete c 
ds. //0//2393bp//99V/AB020857 

C-PLACE100061 1//Rattus norvegicus neural aeabrane protein 35 aRNA, 
coap I ete cds. //2E-5S//779bp//67X//AF044201 
C-PLACE I 000636//MALE STERILITY PROTEIN 2. //I . ZE-39//261 aa//27*//Q0 
8891 

C-PLACE10007I6 
C-PLACE 1 000748 

C-PLACE1000755//Hoao sapiens aRNA for Hel icase-HOI, coaplete cds./ 
/4. 6E-250//1 1 89bp//97X//AB028449 

C-PLACE 10007B5//Hoao sapiens aRNA for KIAA0648 protein, partial cd 
s. / /0//2002 bp//99X//AB0 1 4548 
C-PUCE 1 000798 

C-PLACE1000863//PUTATIVE MITOCHONDRIAL 40$ RIBOSOMAL PROTEIN YHR14 
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8».//2.5E-49//181aa//54X//P32899 

C - PUCE 1 00090 9//ANKYR I N REPEAT-CONTAINING PROTEIN AKR1 . //2. 6E-1 9// 

404aa//26X//P39010 

C-PLACE1 000948 

C-PUCE 1 000972 

C-PUCE1000977//BETA-CHIMAERIN (BETA-CHIMERIN) . //4. 4E-22//129a*//3 

5V/Q03070 

C-PlACEt 001000 

C-PLACE 1 00 1 09 2//Hoao sapiens sorting nexin 4 aRNA, coaplete cds .// 
0//1 500bp//99X//AF06S48S 

C-PUCE1001 2S7//RING CANAL PROTEIN (KELCH PROTE I N) . //4. 3E-54//257a 
a//46l//Q046S2 

C-PLACE 1 001 383//Z INC-F I NGER PROTEIN UBI-D4 (APOPTOSIS RESPONSE ZIN 
C FINGER PROTEIN REQUIEM). //3E-33//l38aa//42X//QS1 103 
C-PLACE1001 387//EPI DERMAL GROMTH FACTOR RECEPTOR KINASE SUBSTRATE 
EPS8. //2. 3E-6I//1 32aa//46X//Q1 2929 

C-PLACE 1 00 1399//Ho«o sapiens chroaosoae 17. clone hRPK. 22_N_1 2, co 

splete sequence. //0//21 1 8bp//99X//AC00541 2 

C-PLACE100I4I2 

C-PLACE I 001 484//Hoao sapiens chrososoae 20 clone 387E22. MORNING D 
RAFT SEQUENCE, in unordered pieces. //0//1440bp//99*//AL03l 660 
C-PLACE 100 1 SO 3 
C-PLACE 100 1570 
C-PLACE1001810 

C-PLACE 1 00 1692//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CH 
AIN (EC 3.1.2.14) (THIOESTERASE 1 I) . //4E-81//263aa//56X//P08635 
C-PLACE 100 1729 

C-PLACE 1 00 1739//PUTAT I VE ATP-OEPENDENT RNA HELICASE PL10.//3. 5E-7S 
//43 9a»//41 S//P1 (361 

C-PUCE 100 1781 //PROBABLE PHOSPHOMANNOMUTASE (EC 5.4.2. 8) (PIMI).// 
5. 4E-63//427aa//3SX//QS7290 
C-PLACE 1001 810 

C-PLACE1001817//Hoao sapiens ATP-specific succinyl-CoA synthetase 
beta subunit (SCS) aRNA. partial cds. //0//1995bp//99V/AF0S89S3 
C-PLACE 1 001 8S9//L-R I BULOKINASE (EC 2. 7. 1. 1$).//2E-27//270aa//31*// 
P94524 

C-PLACE 100 1 91 2//Hoao sapiens clone 24953 aRNA sequence, coaplete c 
ds. //0//1 1 96bp//991//AF 1 3 1 737 

C-PLACE 1 00 1920//Koao sapiens HDC-3.13 isofora 2 aRNA. coaplete cd 
s . //0//1 729 bp//99 V/AF09 9 93 5 
C-PLACE 100 1928 

C-PLACE 1 00 1 989//PUTAT I VE All I CASE (EC 3. 5. 1.4).//1.4E-78//496aa//37 
X//Q4909! 

C-PLACE 1002046//L1 GAT IN (FRAGMENT). //I. 7E-240//560aa//80V/Q5l21 1 
C-PLACE 1002072 

C-PUCE 1QO2073//ADENYLATE CYCUSE (EC 4. S. 1.1) (ATP PYROPHOSPMATE- 

LYASE) (ADENYLYL CYCLASE) . //O. 00000053//1 B8aa//29X//P49606 

C-PUCE 1002 140 

C-PUCE1002163 

C-PUCE 1002 170 

C-PUCE 1002433 

C-PUCE 1002438//Z INC FINGER PROTEIN 151 (NIZ-I PROTEIN) .//0. 000004 

2//133aa//29X//Ql3105 

C-PUCE 1002465 

C-PUCE1002S29//Hoao sapiens aRNA for KIAA07I3 protein, partial cd 
S . //S. 7E-21 4//9S6 bp//94*//AB0 18256 

C-PUCE 1 00268S//Hoao sapiens B cell linker protein BLNK aRNA. alte 

rnat i vely spliced, coaplete cds.//0//1750bp//99X//AF068180 

C-PUCE 1 00272 2//PR0BABLE S PROTE I N-COUPLEO RECEPTOR KIAA0001 . //9E- 

45//305aa//33V/Q1 5391 

C-PUCE1002794 

C-PUCE 100281 5 

C-PUCE 1002839 

C-PUCE 100285! 

C-PUCE 1002941 
C-PLACE 1 002996 
C-PLACE 100 304 5 
C-PLACE 1003092 

C-PLACE 1 0031 00//HEP2 7 PROTEIN (PROTEIN D) .//2. 6E-79//2S3aa//S0X//Q 
13266 

C-PUCE1003108 
C-PUCE 1003 145 

C-PUCE1 003 174//U8 1 QUIT IN-CONJUGATING ENZYME E2-18 KO (EC 6.3.2. 1 
9) (U8IQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PII42). 
//3. 8E-37//143aa//51 N//P42743 

C-PUCE 10031 90//S0F I PROTEIN.//!. 9E-1 l0//32Saa//48X//P33750 
C-PUCE 1003200 

C-PUCE 1 003 296//Hoao sapiens aRNA: cDNA DKFZp434G173 (froa clone 0 
KFZp434Gl 73) . //0//1 706bp//99X//AL080l 33 

C-PUCE 1 003 30 2//Z I NC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1). 
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//6. 9E-206//396aa//86t//P51 522 
C-PUCE 1003334 
C-PLACE 1003342 

C-PUCE 1 0033 53//Hoao sapiens breast cancer antiestrogen resistance 
3 protein (BCAR3) aRNA, coaplete cds.//0//2435bp//99X//U927l 5 
C-PLACE 1003369 

C-PLACE 1 00360 2//Hoao sapiens aRNA expressed in placenta. //5. 9E-278 

//1275bp//99S//D83200 

C-PUCE1 003611 

C-PUCE 1 003625/ /ARMAOI LLO SEGMENT POURITY PROTEIN.//3. 2E-10//380a 
a//25S//P18824 

C-PUCE 1003704//SPL I Cl NC FACTOR. ARC I NINE/SERINE-RICH 4 (PRE-MRNA 

SPLICING FACTOR SRP75) . //8E-19//209aa//34*//Q0B1 70 

C-PLACE 1 003711 

C-PUCE 1003723 

C-PLACE 1003762 

C-PUCE 1003771 

C-PLACE 1003784 

C-PUCE 1003923 

C-PLACE 1003936 

C-PUCE 1003968//5' -AMP-ACT I VATED PROTEIN KINASE. GAMMA-1 SUBUNIT 
(AMPK GAMMA-1 CHAIN) . //2. 4E-l24//326aa//73X//P80385 
C-PLACE 10041 04 
C-PUCE 10041 14 

C-PUCE 1 004! 28//GUAN I NE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 4 
(TRANSOUCIN BETA CHAIN 4>.//6. 1E-181//340aa//96*//P29387 
C-PUCE 10041 49 
C-PUCE 1 0041 56 
C-PLACE 10041 61 

C-PUCE 1 0041 83//HOBO sapiens for TOMI-like protein.//0//1279bp//97 
1//AJOIO071 

C-PUCEI0O41 97//BUTYR0PHILIN PRECURSOR (BT).//4. SE-1 0//208aa//27t/ 
/Q62556 

C-PUCE 1004203//Hoao sapiens GPI-anchored aeabrane protein COalOB 
precursor. aRNA, coaplete cds. //0//1S82bp//99*//AF069493 
C-PUCE 1004258 

C-PUCE 1004270//T RAN SMEMBRAIE PROTEASE. SERINE 2 (EC 3.4.21.-).// 
9. 7E-36//389aa//3l t//01 5393 

C-PUCE 1004277//Hoao sapiens two pore doaain K+ channel (TASK-2) a 
RNA. coaplete cds. //0//1498bp//99X//AF084830 
C-PUCE 1 004289 

C-PUCE 1OO4302//SOF1 PROTE IN. //I. 9E-! 10//325aa//48*//P33750 
C-PUCE 1 0043 16//H. sapiens aRNA for apoptosis specific protein. //0/ 
/1767bp//99X//Y1 1588 

C-PUCE 10043S8//Hoso sapiens connector enhancer of KSR-like protei 

n CNK1 aRNA. coaplete cds.//0//251 2bp//99X//AF1001 S3 

C-PLACE 1004376 

C-PLACE 1004388 

C-PLACE! 00440S 

C-PUCE1 004428//PRI STANOYL-COA OXIDASE (EC 1. 3.3.-).//!. 2E-39//385 
aa//33X//Q63448 

C -PUCE 1 00443 7//Huaan NADI -spec i f ic isocitrate dehydrogenase beta 
subunit precursor, aRNA. nuclear gene encoding ai lochondrial prote 
in. coaplete cds.//0//985bp//99V/U49283 
C-PUCE1 004451 

C-PUCE 1004460//MATERNAL TUDOR PROTEIN. //0. 0000002//2 1 8aa//23X//P2 
5823 

C-PUCE 1004473 

C-PLACE 1 0045 10//Hoao sapiens cofactor of initiator function (CIF1S 
0) aRNA. coapl ete//f. 3E-209//9S4bp//99f//AF026445 
C-PLACE 10045 1 6 
C-PUCE 1004548 

C-PUCE! 004564//CLEAVAGE AND POLYAOENYUTION SPECIFICITY FACTOR, 1 
OO KD SUBUNIT (CPSF 100 KD SUBUNIT). //0//S25aa//99*//Q!056B 
C-PLACE 1004629//PROTE IN OS-9 PRECURSOR. //7. 7E- 1 8//264aa//32X//Q1 34 

38 

C-PLACE 1004645 

C-PLACE 1004646//B. taurus aRNA for retinal pigaent epithelial aeabr 
ane receptor P63.//4. 4E-42//98Sbp//59X//X66277 
C-PLACE 1004664 
C-PUCE 1004672 

C-PLACE! 004674//PR08ABLE CALCIUM-BINOINC PROTEIN ALG-2 (PMP4I) (AL 

G-257) . //! . 6E-9S//1 91 aa//96 X//P1281 5 

C-PLACE 1 004691 

C-PUCE1004722 

C-PUCE 1 004736 

C-PLACE! 004740 

C-PUCE 1 004743//PROBABLE N-ENO-RECOGNIZING PROTEIN (U81QUITIN-PR0T 
EIN LIGASE E3 CONPONENT) (N- RECOGN I N) . //4. 4E-35//578aa//27X//O60 1 
52 
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C-PLACE 1004751 //Hoao sapiens aRNA for alpha?. 3-sialy I transferase S 
T3Gal VI. coaplets cds. //7. !E-224//790bp//98X//AB022918 
C-PLACE 100477 7//N-CH l NAER I N (NC) (N-CH I HER I N) (ALPHA CHI HER IN) (A- 
CHIMAERIN) . //1 . 9E-32//259aa//32V/P30337 

C-PLACE 1004804//ADENYLATE CYCUSE (EC 4. 6.1.1) (ATP PYROPHOSPHATE- 
LYASE) (ADENYLYL CYCLASE) .//4. 7E-65//69$aa//29X//Q01631 
C-PLACE1 00481 4//SPL 1C INC FACTOR. ARGININE/SERINE-RICH 4 (PRE-HRMA 
SPLICING FACTOR SRP75).//5. 9E-19//I96aa//36X//Q08170 
C-PLACE1 004824 

C-PLACE1 004868//MALE STERILITY PROTEIN 2. //3. 9£-39//261aa//27X//Q0 
8891 

C-PLACE 1 004885 

C-PLACE 1004902//PUTAT I VE PRE-NRNA SPLICING FACTOR ATP-OEPENOENT RN 
A HEL I CASE SPAC1 0F6. 02C. //9. 3E-I I //94aa//47X//042643 
C -PUCE 1 00491 8//L-UCT ATE DEHYOROGENASE H CHAIN (EC 1.1.1.17) (LO 
H-A) . //4. 9E-48// 1 98a»//44X//P06 I S 1 

C - PUCE 10049 30//Hoao sapiens MOC-3.13 isofora 2 aRNA. complete cds 
//0//1 8S3bp//98X//AF099S36 
C-PUCE1 004934 

C-PUCE1 004937//SEL- 1 0 PR0TEIN.//6. 3E-l25//3S7aa//$8S//Q93794 
C-PUCE1004969//HYPOTHETICAL 65.1 KD PROTEIN B0416.5 IN CHROHOSOHE 
X. //2E-14//205aa//26X//Q1 1073 
C -PUCE 1 004982 
C-PUCE 1005026 

C-PUCEI00S027 1 

C-PUCE 1 005046 
C-PUCE 1 00507 7 

C-PUCE 1005 101 //Hoao sapiens (clone zapl28) aRNA. 3’ end of cds.// 

I E-209//1031 bp//96V/L40401 

C-PUCE1 0051 02//R INC CANAL PROTEIN (KELCH PROTEIN) . //2. 6E-S6//565a 

a//30X//Q046S2 

C-PUCE 1 0051 1 1 

C-PUCE1005181 

C-PUCE 1 005 187//APAG PROTEIN. //3.8E-13//122aa//36X//P0S636 
C-PUCE 1005206 
C-PUCE1 005232 

C-PUCE1 005243//SER I NE/THREON 1 NE PROTEIN KINASE PKPA (EC 2.7.1.-). 
//I . 3E-27//349aa//32*//Q0 1577 
C-PLACE 100526 I 
C-PUCE 1005266 

C-PUCE! 005277//Hoao sapiens aRNA for KIAA0610 protein, partial cd 
s . //3. 2E-297//1 341 bp//1 O0X//ABO1 1 1 82 

C-PUCE1 005287// INNER CENTROMERE PROTEIN (INCENP).//?. 3E-13//269aa 
//28V/P53352 

C-PUCE 100530S//GTP: AMP PHOSPHOTRANSFERASE HI TOCHONDR IAL (EC 2.7. 

4. 1 0) (AX 3) . //2E-1 1 1//226aa//92X//P08760 

C-PUCE 1005308 

C-PUCE 100531 3 

C-PUCE 1005327 

C-PUCE1 005335 

C-PUCE 100 537 3//TRNA PSEUDOURIOINE SYNTHASE B (EC 4.2.1.70) (TRNA 

PSEUDOURIDINE 55 SYNTHASE) (PS 1 55 SYNTHASE) (PSEUDOURIDYLATE SYNTH 

ASE) (URACIL HYDROLYASE). //8.6E-09//1 94a a//27X//033335 

C-PUCE 1005374 

C-PUCE 1005480 

C-PUCE 1 005481 

C-PUCE 1005494//Hoao sapiens aRNA for transient receptor potential 
protein TRP6.//0//1649bp//99*//AJ006276 
C-PUCE 10OS53O//HYPOTHET I CAL 47.6 KD PROTEIN C16C10.S IN CHROMOSOtt 
EMI. //S. 6E-S2//1 73aa//57V/Q09251 
C-PUCE 1005550 
C-PUCE1 005554 
C-PUCE 1 005623 

C-PUCE 1 00 5646//Hoao sapiens RNA hel icase-related protein aRNA, co 
aptete cds. //0//21 30bp//99*//AF083255 

C-PUCE 100 5 656//R I BONUCLEOS I D€ -DIPHOSPHATE REDUCTASE H2 CHAIN (EC 
1.17.4.1) (RIBONUCLEOTIDE REDUCTASE) .//?. IE- 148//321 aa//83*//P31 35 
0 

C-PUCE 1005730 
C-PUCE 1 005755 

C-PUCE 1005763//S-ACYL FATTY ACID SYNTHASE TH I OESTERASE. NED I UN CH 
AIN (EC 3.1.2.14) (THIOESTESASE 1 1) . //2. 5E-79//209aa//53*//P0853$ 
C-PUCE 1005803 

C-PLACE 1 00 5804//Hoao sapiens alpha 1 , 2-aannos tdase IB aRNA, coaple 
te cds. //I. IE-21 7//994bp//99*//AF027 156 
C-PUCE 100585! 

C-PUCE 1 00592 1//A I G1 PROTEIN. //3E-31//284aa//31X//P54l 20 
C-PUCE 100592 3 
C-PUCE 1005925 
C-PUCE 1005934 
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C-PLACE1 005936 
C-PLACE1 005951 

C-PLACE I 005953//GLYCOSYLTRANSFERASE ALG2 (EC 2.4. 1.-).//6. 7E-30//* 
98aa//37«//P43636 

C-PLACE 1005955/ /VACUOLAR AN I NOPEPT I DASE I PRECURSOR (EC 3.4.11.22] 
(POLYPEPTIDASE)//5.4E-S4//45Saa//32*//P14904 
C-PLACE 1005966//TRANSCR I PTION INITIATION FACTOR TFI ID 90 KD SUBUNI 
T (TAF 1 1 -90) . //0. 0000001 4//254aa//25*//P381 29 
C-PUCE1 005990 

C-PUCE1 00601 1 //Hoao sapiens aRNA for poly(ADP-ribose) polyaerase- 
2.//0//1 564bp//99S//AJ 236876 

C-PUCE 1006040/ /Hoao sapiens aRNA for alpha endosul f ine. //4. 7E- 161 
//744bp//99X//X99906 

C-PLACE 1 006 1 19//Hoao sapiens Ran-GTP binding protein eRNA, partial 
cds. //I . 5E-148//681 bp//99X//AF039023 
C-PLACE l 006 139 
C-PLACE 1006 159 
C-PLACE10Q6167 

C-PLACE 1006170/ /Hoao sapiens aRNA for KIAA0899 protein, partial cd 

s. //4. SE-293//9S3bp//99V//AB020706 

C-PLACE10Q6195 

C-PLACE 1006 1 96//PUTAT I VE ATP-OEPENDENT RNA HEL i CASE C12C2. 06. //2. 7 
E-1 l6//496aa//48S//0O9747 
C-PUCE 1006225 
C-PUCE 1006236 

C-PLACE 1006239/ /BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN)./ 

/2E-l6//244aa//31X//P2867S 

C-PLACE 1006246 

C-PUCE 1006325//Hoao sapiens aRNA: cDNA OXFZp564J!42 (froa clone D 
KFZp564 J 1 42) . //3. 8E-278//1 271 bp//99V/AL080066 
C-PUCE1 006335 
C-PUCE 1006 357 

C-PUCE 1006 38 5//Hoao sapiens epsin 2a aRNA. coaplete cds.//0//M68 
bp//99X//AF 062085 
C-PUCE1 00641 2 
C-PUCE 100641 4 

C-PUCE 1 006438//Z I NC FINGER PROTEIN 165.//2. 5E-45//122aa//43X//P49 
910 

C-PUCE 1006445 
C-PUCE 1 006470 

C-PUCE 1 00648 2//TRANSCR I PTION FACTOR NAFF.//7. 7E-S5//142aa//85X//Q 
90595 

C-PUCE 1 00648 8//S I CNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) 

//I. 1E-229//367aa//96X//Q00004 

C-PUCE 1006492 

C-PLACE 100653 1 

C-PUCE 1006552 

C-PUCE 1 006S98//Hoao sapiens clone NH0310K15. HORNING DRAFT SEQUEN 
CE. 4 unordered pieces.//0//Z182bp//99X//AC007383 
C-PUCE 10066 15 

C-PUCE1006626//Hoao sapiens aRNA for KIAA0928 protein, partia- cd 
s . //0//I 760bp//99X//AB023 1 45 
C-PUCE 100667 3 

C-PUCE 1 006678//Hoao sapiens aRNA for type II aeabrme protein, co 
■pi e t e cds. c lone:HP10328. //S. 8E-24//734bp//62X//AB0 15630 
C-PUCE 1006704 

C-PUCE10O6731//RIBOFLAVIN KINASE (EC 2.7.1.26) (FUVOKINASE) / FM 
N ADENYLYLTRANSFERASE (EC 2. 7. 7. 2) (FAD PYROPHOSPHORYLASE) (FAD ST 
NTHETASE) . //6. 9E-1 3//1 77aa//33X//Q59263 
C-PUCE 1006782 

C-PUCE! 006B19//L I NE-1 REVERSE TRANSCRIPTASE HOHOLOG. //9. 8E-Z13//2 
32aa//80»//P08547 

C-PUCE 1006B29//LB I QU I T IN CARBOXYL-TERMINAL HYDROUSE 4 (EC 3.1.2. 
15) (UBIQUITIN THIOLESTERASE 4) (UBI QUITIN-SPECIFIC PROCESSING PRO 
TEASE 4) (DEU8 1 QUIT I NAT INC ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN). 
//2E-1 5//1 88aa//29*//P351 23 
C-PLACE 100S883 
C-PLACE 1006901 

C-PLACE 1 0069 1 7//HSH49 PROTE IN. //5. 5E- 1 2//97aa//35X//Q9 9181 
C-PLACE1006932 

C-PLACE 10069 3 5//HYP0THET I CAL 95.2 KD PROTEIN R144.6 IN CHROMOSOME 
I f I .//6. 7E-48//278aa//4lX//Q1 0000 

C -PLACE 1 006 956//ATP-DE PENDENT PERNEASE MDL1.//1. 3E-86//522aa//36X/ 
/P97998 

C-PUCE 1 006958//Hoao sapiens aRNA for heat shock protein apg-l. co 

apt e te cds. //0//I 770bp//99V/AB023421 

C-PLACE 1006961 

C-PLACE 1006962 

C-PLACE1 006966 

C-PLACE 1 00701 4//36 KD MUCLEOUR PROTEIN HNP36 (DEUYED-EARLY RESPO 
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NSE PROTEIN 12) (DERI 2) . //3. 2E-35//1 80aa//33*//QI4542 
C-PLACE 100702 1 
C-PLACE 1007 105 
C-PLACEI 007 178 

C-PLACE 1 007 228//PR08ABLE OX YCEN- INDEPENDENT COPROPORPHTRINOCEN III 
OXIDASE (EC 1.-.-.-) (COPROPORPHYRINOCENASE) (COPROGEN OXIDASE)./ 
/1E-42//370aa//J 1 V/P54304 
C-PUCE 1007 238 

C-PUCEI007239//Hoao sapiens aRNA for transcription elongation fac 
tor S-ll. hS-il-Tl, coaplete cds.//6. 5E-216//1068bp//96X//DS049S 
C-PUCE 1007242 

C-PUCEI 007243//UMC-47 PROTE I N. //0. OOOOOOI 7//2 1 1 aa//27X//P34$79 

C-PUCE 1007257//Hobo sapiens aRNA for dia-12c prote in. //0//205Zbp/ 

/99X//Y 15908 

C-PUCE 1007274 

C-PUCE 1007282 

C-PUCE100730I 

C-PLACE1 00731 7//0rosoph i la aelanogaster Adrift (adrift) oRNA. coap 
lete cds.//4. JE-1 7//1037bp//56*//AF117649 
C-PUCE 1007 342 

C-PUCE1007346//Hobo sapiens estrogen-responsive B boa protein (EB 
8P) aRNA. coaplete cds.//0//2366bp//99*//AF096870 
C-PUCE1007367 

C-PUCE 1O0737S//PHORBOL ESTER/D I ACYLGLYCEROL-B I NO 1 NG PROTEIN UNC-1 
3. //O. 00000044// 1 27aa//30X//P27715 
C- PUCE 1 007 38S 
C-PUCEI 007402 

C-PUCE 1007409//IHITE PROTEIN.//!. lE-64//428aa//32*//Q1 7320 
C-PUCE1 00741 5//DIPEPTIOYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (T- 
CELL ACTIVATION ANTIGEN C025) (TP103) (ADENOSINE DEAMINASE COMPLEX 
INC PROTEIN-2) (ADABP).//8.8E-2S//l40aa//35*//P27487 
C-PUCE 1007450 
C-PUCE 10074S2 
C-PUCE! 007460 
C-PUCE 1007484 

C-PUCE1 007 488//PUTAT I YE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTO 
R (RHO/RAC GEF) (FACIOGENITAL DYSPUSIA PROTEIN HOMOLOG) .//$. 4E-S3 
//42Gaa//33V/P52734 
C-PUCE 1007507 

C-PLACE 1 00751 1//KERAT IN. TYPE I CYTOSKELETAL 19 (CYTOKERATIN 19) 
(K19) (CK 19).//1.4E-85//38Saa//4SV/P08728 
C-PUCE 1007524 

C-PUCEI 007537//Hoao sapiens ankyrin repeat-containing protein AS 
B-2 aRNA. coaplete cds.//8. 9e-316//1485bp//98V/AF1S9164 
C-PLACE 1007 544 

C-PLACEI 007 547//HYPOTW-T I CAL 97.1 KD PROTEIN R0SD3.4 IN CHROMOSOME 
III. //1E-49//381 aa//36X//P34537 
C-PUCE 1 007 583 

C-PUCE 1 007 S98//Z INC FINGER PROTEIN 184 (FRAGMENT).//!. 6E-143//666 
aa//44X//Q99S7S 

C-PUCE1 00761 8//Ho«o sapiens aRNA for K1AA0977 protein, coaplete c 
ds.//0//713bp//99*//AB0231 94 
C-PUCE 100762! 

C-PUCE1O07632//POL I OV I RUS RECEPTOR PRECURSOR. //0. 0000001//228aa// 

3IV/P32506 

C-PUCE 1007645 

C-PUCE 1007649//Hoao sapiens aRNA for KIAA0977 protein, coaplete c 
da.//0//1952bp//99X//AB023)94 

C-PUCE 1 007688//U PROTEIN HOMOLOG (U RlBONUCLEOPROTEIN) (U AUTO 
ANTIGEN HOMOLOG) . //8. 7E-09//279aa//28X//Q26457 
C-PUCE 1 007690 

C-PUCE 1 0076 97//GCN20 PROTEIN. //7. 6E-1 1 9//717aa//38*//P43S3S 
C-PUCE 1007706//Hoao sapiens aetal ioprotease I (MPl) aRNA. coaplet 
e cds. //0//3431 bp//998//AF061 243 
C-PUCE 1007725 

C-PUCE1 007729//RETROV I RUS-RELATED PROTEASE (EC 3. 4. 23. -) .//1 . 5E-4 
4//231 aa//428//P 10265 

C-PUCE 1007 7 30//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds.//9. 2E-2 94// 1 504 bp//9 4 K// AB0 145 8 5 
C-PUCE1 007746 

C-PUCE 1 00779 1//Hoao sapiens IDN3-B aRNA. coaplete cds.//0//1836bp 

//99V/AB019602 

C-PUCE 1007810 

C-PUCE 1007843 

C-PUCE 1 007 846//Hoao sapiens genoaic ONA of 21q22.2 Down Syndroae 

region, segaent 3/1 3. //0//I751 bp//99V/APOOOOl 0 

C-PUCE 1007 8 58//Hoao sapiens aRNA for KIAA0766 protein, coaplete c 

ds . //0//3 1 1 2bp//99X//AB0 1 8309 

C-PUCE 1007897 

C-PUCE 1 007 946//MY0S IN HEAVY CHAIN. NON-MUSCLE (ZIPPER PROTEIN) (M 
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YOS I N 1 1). //2. 6E-1 4//370aa//2 5X//Q993 23 
C-PLACE1 007954 

C-PLACE I 007955//Hoao sapiens cyclin-D binding Myb-like protetn aRN 
A, coaplete cds.//0//2252bp//99*//AF084530 

C-PLACE 1007 958//Ho ao sapiens cAMP-speci f ic phosphodiesterase 88 (P 

0E8B) aRNA, partial cds. //0//2300bp//99*//AF079529 

C-PLACE I Q07969//HETEROCENEOUS NUCLEAR RlBONUCLEOPROTEIN M (HNRNP 

H) . //I . 1E-36//202aa//48*//PS2272 

C-PUCE 1007990 

C-PLACE 1008000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-110 (CHAPSY 
N-110) (SYNAPTIC DENSITY PROTEIN PSO-93) . //6. IE-1 4//1 28aa//39X//Q6 
3622 

C-PLACE 1 008002//Hoao sapiens clone DJ06I3C23, WORK INC DRAFT SEQUEN 

CE, 4 unordered pieces. //0//l833bp//99t//AC005628 

C-PUCE 1008044//NUCLEAR PORE COMPLEX PROTEIN NUP107 (NUCLEOPORIN N 

UP107) (107 KO NUCLEOPORIN) (PI 05) . //4. 6e-318//61 3aa//94X//P52590 

C-PLACE 1008095 

C-PLACE 1 0081 22 

C-PLACE 10081 29 

C-PLACE 1 0081 32//HYPOTHETICAL 127.4 KD PROTEIN F07F6. 4 IN CHROMOSOM 
6 1 1 1.//1. 3E-24//39Saa//31 V/Q09531 

C-PLACE10081 77//TRICHOHYAL IN.//2. 3E-29//487aa//26V/P37709 
C-PLACEI 008209 

C-PLACE l 00827 3//COATOMER GAMNA SUBUNIT (GAMMA-COAT PROTEIN) (GAMM 
A-COP ) .//}. 3E-283//671 aa//77t//P53620 

C-PLACEI 008275//DMA REPAIR PROTEIN REV1 (EC 2. 7. 7. -) . //2. 3E-18//1 6 

2aa//37V/P12689 

C-PLACE 1008280 

C-PLACE 1008 309 

C-PUCE 1008329 

C-PLACEI 008356//Hoao sapiens aRNA for K1AA0679 protein, partial ca 
s.//0//1853bp//100V/ABOI4S79 

C-PUCE! 008398//GENE 33 POLYPEPT 106. //7. 3E-1 14//243aa//87*//POS432 
C-PUCE1 008401 

C-PUCE 1 00840 2//GENERAL VESICULAR TRANSPORT FACTOR PI 1 5 (TRANSCYTO 
SIS ASSOCIATED PROTEIN) (TAP) ,//0//698aa//95X//P41541 
C-PUCEI 00842 9//AKXYR IN HOMOLOG PRECURSOR. //3. IE- M //1 89 a a//32*//Q 
06527 

C-PUCEI 008457 
C-PLACEI 008465 
C-PUCE 1008488 

C-PUCEI 008524//Huaan DNA sequence froa clone 34821 on chroaosoae 
6pl2. 1-21.1. Contains part of a gene for a novel protein with ZUS 
doaain siailar to part of Tight Junction Protein ZOt (TJP1) and UN 
C5 Hoaoiogs, the gene for a novel BZRP (peripheral benzodi azapine 
recepto//0//l980bp//99X//AL031 778 
C-PUCEI 008531 
C-PUCEI 008532 

C-PLACE I 008533//1 01 KD MALARIA ANTIGEN (P101) (ACIDIC BASIC REPEAT 
ANT I GEN) . //I . I E-09//62aa// 48X//P22620 
C-PUCEI 008568 

C-PLACEI 008603//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN N 
UP155) (155 KD NUCLEOPORIN) <P 1 40) .//7. 8E-236//4S3aa//96\//P37199 
C-PLACEI 008621 
C-PLACEI 008626 

. C-PUCE 100862 7//Hoao sapiens aRNA for cysteine-rich protei n. //0//1 
8S0bp//99X//AJ006591 
C-PLACEI 008629 

C-PUCEI 008650//Hoeo sapiens pleiotropic regulator 1 (PLRGl) aRNA, 
coaplete cda.//0//1S48bp//!Q0%//AF044333 
C-PUCEI 008693 

C-PLACEI 008 696//Hoao sapiens NAOH dehydrogenase-ubiquinone Fe-S pr 

otein 8 23 kOa subunit (NDUFS8) gene, nuclear gene encoding aitoch 

ondrial protein, coaplete cds. //0//3002bp//99V/AF038406 

C-PLACEI 008790// IMPORT IN ALPHA-6 SUBUNIT (KARYOPHERIN ALPHA- 6 SUBU 

NIT) (INPORTIN ALPHA S2) . //3. lE-2S0//533ai//98X//O3534S 

C-PLACE 1008808//Hoao sapiens aRNA for cell cycle checkpoint protei 

n radlA. //I. 3E-269//122Sbp//99*//AJ004974 

C-PLACEI 00881 3 

C-PLACE 10088S4 

C-PLACE 1 008867 

C-PLACE 1008887 

C-PUCEI 008902 

C-PUCEI 008925 

C-PLACEI 009020//N I FS PROTE IN. //I. 9E-55//279aa//4l *//P1 2623 
C-PLACE 10090 2 7//Hoao sapiens aRNA for doublecortin.//0//19l9bp//99 
V/AJ0031I2 N 

C-PUCEI 009045 

C-PUCEI 009060//8R01 PROTE IM.//6. 7E-1 9//S67aa//24X//P48S82 
C-PUCEI 009090 
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C-PLACE1009091 

C-PLACE 1 009094//FUR I H-L I KE PROTEASE 2 PRECURSOR (EC 3.4.21.75) (FU 
RIN 2) . //I. 9E-44//480aa//30l//P30432 

C-PLACE 1009099//Z I NC FINGER PROTEIN 41 (FRAGMENT).//!. IE- 179//452 a 

a//67*//P51814 

C-PUCE 10091 10 

C-PLACE 10091 11 

C-PUCE1009 1 3 0//UB I QUI TIN-PROTEIN LIGASE E3A (EC 6.3.2.-) (ONCOGEN 

1C PROTEIN-ASSOCIATED PROTEIN E6-AP).//2E-6S//181aa//43%//QDS0S6 

C-PLACE 1009 158 

C-PLACE 10091 66 

C-PLACE 100 9 174 

C-PLACE 100 9 186 

C-PLACE 10091 90 

C-PLACE 10092 30 

C-PLACE 1 0093 19//R*t tus norvegicus outer aeebrane protein (ONP25) a 

RNA. coaplete cds : nuclear gene for ai tochondrial product. //2. IE-1 

32//1 229bp//75l//AFI 07295 

C-PLACE 1009328 

C-PUCE 1009335 

C-PLACE 1009338 

C-PLACE 1009368//NETAL HOMEOSTASIS FACTOR ATX2. //2. 5E-10//1 51 aa//29 
V/Q 12067 
C-PLACE 1009375 
C-PLACE1 009388 

C-PLACE 1 009404//HYPOTHET I CAL 105.6 KD PROTEIN CI6C9.06C IN CHROMOS 
ONE I . //0. 000000047//I 65aa//33 X//Q09820 
C-PLACE 1009434 
C-PLACE 1009443 

C-PLACE 1009444//PHOSPHAT I OTL INOSITOL 4-KINASE ALPHA (EC 2.7.1.67) 
(PI 4-KINASE) (PTD I NS-4-K I NASE) (PI4K-ALPHA). //7. 8E-7l//82aa//89X// 
P42356 

C-PLACE 1009459 

C-PLACE 1 0O9468//PHOSPHOL I PASE A-2-ACTIVATING PROTEIN (PLAP).//3. 1 
E-289//550aa//93S//P5431 9 

C-PLACE 1009476//PUTAT1VE ATP-0E PENDENT RNA HELICASE T26C10. 1 IN CH 
ROMOSONE III. //3. 9E-40//1 79aa//37*//P34S80 

C-PLACE 1009524//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) 

(ARF EXCHANGE FACTOR). //8. 1£-99//228aa//75*//Q994f 8 

C-PIACE 1 009542 

C-PUCE 1 009571 

C-PLACE 1009581 

C-PUCE1 009596//VEGETAT I BLE INCOMPATIBILITY PROTEIN l€T-E-l . //S. 1 
E-S4//291 a a// 40X//Q008D8 
C-PUCE 1009607 
C-PUCE 1009621 

C-PUCE 1 00962 2//MATERNAL EFFECT PROTEIN STAUFEN. //1 . 3E~60//209aa// 
41X//P2SI59 

C-PUCEI 009659//NENBRANE-ASSOC I ATED PROTEIN KEN-2 (MAPI PROTEIN)./ 
/1 . 5E-285//538aa//99V/P5S1 61 
C-PUCE! 009665 

C-PUCEI D09670//Hoao sapiens genethonin 1 eRNA, complete cds.//0// 
I 854bp//100X//AF 062534 

C-PUCEI 009708//HYPOTHET I CAL 143.3 KD TRP-ASP REPEATS CONTAINING P 
ROTE IN C12C12.13C IN CHROMOSOME 1. //7E-33//1 66aa//43V/009876 
C-PUCEI 009721//MSF1 PROTEIN. //I. 7E-22//l76aa//33X//P3S200 
C-PUCEI 00973 1 //A IC1 PROTEIN. //1. 6E-22//274aa//28*//P541 20 
C-PUCEI 0Q976 3//Ho»o sapiens aRNA for NeddS-activating enzyae hUbi 
3. complete cds. //4. 3E-294//1 329bp//100X//AB01 2190 
C-PUCE 1009794 

C-PUCEI 00984 5//Hoao sapiens aRNA for KIAA0905 protein, complete c 

ds.//0//2685bp//99X//AB020712 

C-PUCEI 009886 

C-PUCEI 009908//HYPOTHET I CAL GTP-BINDING PROTEIN IN SEH1-PRP20 INT 
ERGEN 1C RECION. //1 . 9E-1 08//277aa//43*//P5314S 
C-PUCEI 009971 

C-PUCEI 0099 92//L I WJLUS CLOTTING FACTOR C PRECURSOR (EC 3.4.21.84 
).//4. 6E-59//450aa//34X//P281 75 

C-PUCEI 009995//Hoao sapiens aRNA: cONA DKFZpS6401Z3 (froa clone D 
KFZp5640) 23) . //0//1 962bp//99X//AL0801 22 

C-PUCEI 009997//Rat tus norvegicus A-kinase anchoring protein AKAP 
220 aRNA. coaplete cds.//5. 2E-70//736bp//73l//U48288 
C-PUCE1010023 
C-PUCEI 01 0031 

C-PUCEI 01 00S3//N. ausculus Spnr aRNA for RNA binding protein. //6E- 
279//1 402bp//94X//X84692 

C-PUCEI 01 0074//Hoao sapiens sorting nexin 2 (SNX2) aRNA, coaplete 
Cds. //0//2019bp//99V/AF06 5482 
C-PUCEI 01 0076 

C-PUCEI 01 0096//1 00 KD PROTEIN (EC 6. 3. 2. -) .//1. 4E-268//506aa//98* 



//Q62671 
C-PUCEI 01 01 02 

C-PUCE 1 01 01 05//RING CANAL PROTEIN (KELCH PROTEIN) . //7. 3E-1 14//537 
aa//44V/Q04652 

C-PUCEI 010) 06//Hoao sapiens aRNA: cONA DKFZpS86N1418 (froa clone 
DKFZp586NI 41 8) . //0//1 974bp//99X//ALQ49385 

C-PUCE101 01 34//TRANSCR I PTION RECUUTORY PROTEIN SNF2 (Stl/SNF COM 
PLEX CONPONENT SNF2) (REGULATORY PROTEIN Si 1 2) (REGULATORY PROTEIN 
GAM1) (TRANSCRIPTION FACTOR TYE3). //I. 7E-20//1 56aa//42%//P22082 
C-PUCE 10101 48//CYL 1C I N I (MULTIPLE-BAND POLYPEPTIDE I) . //0. 000000 
46//43UI//23X//P3S662 

C-PUCEI 01 01 94//SPL ICING FACTOR. ARCININE/SERINE-R1CH l (SPLICING 
FACTOR SC35) (SC-35) (SPLICING CONPONENT. 35 KD) (PR264 PROTEIN)./ 
/9. 8E-I l//9Saa//49V/Q01 1 30 
C-PLACE1010202 

C-PUCE 1 01 026 (//SEGREGATION OISTORTER PROTEIN. //1. 6E-77//2l4aa//62 
X//P25722 

C-PUCEI010274//Hoao sapiens aRNA: cONA 0KFZp5640123 (froa clone 0 
KFZp56401 23) . //0//1 964bp//99X//AL080l 22 
C-PLACE 1 01 0293 

C-PUCE 1010321/ /NON-GREEN PUSTID TRIOSE PHOSPHATE TRANSLOCATOR PR 
ECURSOR <CTPT).//1. lE-09//3S0aa//22X//P52178 
C-PUCE 1 01 0324 
C-PUCEI 01 0329 

C-PUCEI 01 0362//1-PHOSPHATI0YL INOSITOL PHOSPHODIESTERASE PRECURSOR 
(EC 3.1.4.10) (PHOSPHATIDYL INOSITOL- SPEC IF 1C PHOSPHOLIPASE C) (P 
I -PLC) . //0. 000000002// 1 26aa//291//P34024 
C-PUCE 1 01 0364 
C-PUCEl 01 0383 

C-PUCEI 01 0481 //Homo sapiens aRNA for KIAA0836 protein, partial cd 

s.//0//2121bp//99*//AB020643 

C-PUCEI010491 

C-PUCEI 01 0492 

C-PUCEl 01 0S22//Homo sapiens aRNA for DEPP (decidual protein indue 
ed by progesterone), complete cds.//0//l98lbp//99V/AB0227!8 
C-PLACE1010529 

C-PUCEI 01 0547// INTRACELLULAR PROTEIN TRANSPORT PROTEIN USOI.//Q.O 
000001 2//6 16 aa//24X//P2 5386 

C-PUCEl 010S99//Homo sapiens Pex14 aRNA for peroxisoaal aeabrane a 
nchor protein, coaplete cds. //0//1904bp//99X//AB0 17546 
C-PUCEI 01 06 16 

C-PUCE1010622//TROPONIN T. CARDIAC MUSCLE ISOFORMS (TNTC) . //0. 000 

000l6//120sa//28X//P0264Z 

C-PUCE 1 01 0629 

C-PUCE 1 01 0630 

C-PUCEI01 0661//TESTIS-SPECIFIC PROTEIN PBS1 3.//S. 7E-7S//423aa//39 

V/QD17SS 

C-PUCE 1 01071 4 

C-PUCE 10107 2 0//Hoeo sapiens aRNA for chromosome-associated polype 
ptide-C, coaplete cds. //4E-299//1 091 bp//99*//A801 9987 
C-PUCEI 0l0743//Hoao sapiens ayosin-llb splice variant (Kyo9b) »RN 
A. partial cds. //8. 9E-91//668bp//82X//AF020267 
C-PUCEl 01 077 1//M. ausculus HCNCP aRNA.//7. 4E-168//966bp//89X//X680 
61 

C-PUCEl 01 0786 
C-PUCE 10 10800 
C-PUCEI 01 08! I 

C-PUCEl 01 0870//Z INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) 
(HPF7) . //I. 3E- 1 43// 407 a a//S8X//Q0548 1 
C-PUCE 101 087 7//Hobo sapiens aRNA for KIAA0610 protein, partial cd 
s. //0//1 S85bp//99X//AB01 1 1 82 
C-PUCE 101 0900 
C-PUCE 2000050 

C-PUCE4000522//NEUROGEN1C LOCUS NOTCH PROTEIN HOMOLOG PRECURSOR 

(XOTCH PROTEIN). //2.4E- 1 91 //828ia//48X//P2 1783 

C-PUCE4000590 

C-PUCE4000638 

C-P LACE 400 06 50/ /TUBER I N (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN).// 
7. 9E- 1 7//20 1 aa//34V/P498! 6 
C-Y79AAI001 647 

(0 2 2 9] 

ftx — ^ II. EK4. t v hf 1 — ^<OOef ini tion. P®. 

S. tv h^-^tOAcceaion No. CD*C//TEW?TE«U/t. 

C-HEMBA 1 0OOOOS//ONAJ PROTEIN HONOLOC NTJ1 . //1 . 9E-250//554aa//8S%// 
Q61712 

C-HEMBA 1 000030 
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C-HEMBAI 000046 
C-HEMBAI 000050 
C-HEMBAI 000076 

C-HEMBAI 000 1S6//NEUROF I LAMENT TRIPLET II PROTEIN (160 KD NEUROFILAM 

ENT PROTEIN) (NF-M).//I . 9E-!2//368aa//24*//P0B5S3 

C-HEMBA 1 000 1 58//HEPAT0CY TE NUCLEAR FACTOR 3-CAIMIA (HNF-3G).//5E-I6 

//166aa//36V/P355S4 

C-HEMBA 1 OO0 1 68//CYL I C I N I (MULTIPLE -BAND POLYPEPTIDE I) .//2. 9E-14/ 
/303aa//25X//P3S662 

C-HEMBA 1 000 185//RAS-RELA7ED PROTEIN RAL-A.//3. 4E-12//125aa//31X//P 
48555 

C-HEMBA 1000 193 
C-HEMBAI 000227 
C-HEMBA 1000288 
C-HEMBAI 000302 
C-HEMBAI 000304 

C-HEMBAI 000307//CARN1 TINE DEFICIENCY-ASSOCIATED PROTEIN EXPRESSED 
IN VENTRICLE I//5. 2E-49//107aa//9U//035S94 



C-HEMBAI 000369//Nove I huatn sRNA sisilar to souse gene PICK! (TR:Q 
62083) . //0//1 950bp//98*//AL049654 
C-tEMBA 1000387 
C-HEMBAI 000392 



C-HEMBA 1000460 

C-KEMBA1Q00488//RING CANAL PROTEIN (KELCH PROTEIN) . //3. 3E-45//481 a 
a//29X//Q046S2 

C-HEMBAI 000491//RAS-L IKE PROTEIN 2. //2E-22//188aa//3l*//P22279 
C-HEMA 1000501 
C-KEMBA 1 OOOSOS 
C-KMBA1 000520 

C-HEMBA 10005 31 //HEAT SHOCK 70 KD PROTEIN COGNATE 1 0€AT SHOCK 70 

KD PROTEIN 70C) (FRAGMENTS) .//2. 6E-12//73aa//41*//P02826 

C-HEMBAI 000534 

C-HEMBAI 000555 

C-HEMBAI 000568 

C-HEMBAI 000588 



C-FEIBA100Q608//HYPOTHET I CAL PROTEIN KIAA041 1 (FRAGMENT) . //1 . 8E-5S 

//179.1//61X//043295 

C-HEMBAI 000636 

C-HEMBA 1000682 

C-HEMBA 1000686 

C-HEMBAI 0007 19 

C-HEMBAI 000727 

C-HEMBAI 000752 

C-HEMBA1000817 

C-HEMBA 1000851 

C-HEMBAI 000867 

C-HEMBAI 000869 

C-HEMBAI 000872 

C-HEMBAI 00091 0//ICLAN0MA- ASSOCIATED ANTIGEN Bl (MAGE-B1 ANTIGEN) 
(MAGE-XP ANTIGEN)//!. 6E-30//1 2 7aa//40V/P43366 
C-HEMBA 10009 18 

C-HEMBAI 00091 9//HYPOTHET I CAL 65.5 KD TRP-ASP REPEATS CONTAINING PR 

OTEIN F02E8.5 IN CHROMOSOME X.//lE-10//288aa//23V/QI9124 

C-HEMBA 1000946 

C-HEMBAI 000968 

C-HEMBA 1000971 

C-HEMBA 1 000975 

C-HEMBAI 001009 

C-HEMBA 100 1022 



C-HEMBA I 00 1043//ANKYR IN. BRAIN VARIANT 2 (ANXYRIN B) (AMXYRIN. NON 

ERYTHRO ID) (FRAGMENT) . //I . 4E- 12//I3I aa//38*//Q0 1 485 

C-HEMBA 100 10 52 

C-HEMBA 1001080 

C-HEM8A100108S 

C-HEMBAI 001 088//P INCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS 
PROTE IN) . //3. 5E-S0//1 76aa//57*//P48059 
C-HEMBA 1001 109 
C-HEMBAI 001 122 
C-HEMBA100I 1 33 

C-HEMBA 100 1 137//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X3 
1) (KIAA006S) (HA0946) (FRAGMENT) .//!. 5E-1 16//I97a*//S8»//Q06730 
C-HEMBAI 00 1140 

C-HEMBA 1001 1 74//AOP-R IBOSYLAT I ON FACTOR-LIKE PROTEIN 5. //6. 8E-79// 
1 79a »//80X//P5 1646 



C-HEMBAI 001 1 97//Hoso sapiens sRNA for KIAA0S7I protein, cosplete c 
ds. //9. 5E-257//1 307bp//94t//AB020678 
C-HEMBAI 001 235 

C-HEMBAI 00 1 257//Hoso sapiens sRNA 2-sethy lacyl-CoA raceaase. //0//1 
672bp//99«//AJ 130733 
C-HEMBA 1 00 1281 



C-HEMBAI 001 286//C0MPLEMENT DECAY -ACCELERATING FACTOR PRECURSOR.// 

0. 00000002// 1 98a a//2 9 V/Q6040 1 

C-HEMBAI 001 303 

C-HEMBAI 001 310 

C-HEMBAI 001 326 

C-HEMBAI 001 351//Hoao sapiens VAMP-assoc iated protein of 33 kDa (VA 
P-33) sRNA, cosplete cds.//1. 4E-133//614bp//99X//AF0S7358 
C-HEMBAI 001 387//GTP-BIN01NG PROTEIN TC10.//2. 9£-64//l04aa//82*//P1 
7081 

C-HEMBAI 001 388 
C-HEMBA 1001398 
C-HEMBA) 001 405 
C-HEMBAI 001 407 
C-HEMBAI 00 141 3 
C-HEMBA) 001 41 S 
C-HEMBA 1001 446 
C-HEMBA 100 1450 
C-HEMBA 100 145 5 

C-HEMBAI 001 SIO//CYCLIC-AMP-OEPENDENT TRANSCRIPTION FACTOR ATF-6 (F 
RAGMENT) . //1 . 7E- 1 6//63aa//61X//P1 8850 

C-HEMBA1001 526//PERI PLASMIC [FE] HTDROGENASE 1 (EC 1. 18. 99. 1) .//4. 

9E-37//399aa//29V/P29 1 66 

C-KEM8A1001533 

C-HEMBAI 001 579//Hoso sapiens sRNA for KIAA0850 protein, cosplete c 
ds. //0//1662bp//99X//AB020657 
C-HEMBAI 001 S81 

C-HEMBAI 001 59S//SEPT IN 2 HOMOLOC (FRAQCNT) . //4. 9E- 1 56//34Saa//83X 
//Q14U1 

C-HEMBAI 001 63S//TEST IS SPECIFIC PROTEIN A (ZINC FINGER PROTEIN TSG 
A). //1 . 6E-10//1 55aa//28V/Q63679 

C-HEMBAI 001 661 //CAKCR IN- RELATED TUMOR SUPPRESSOR PRECURSOR (FAT P 
ROTE IN) . //4. 6E-36//36Saa//331//P33450 
C-HEMBA 1 001 702 

C-HEMBA 1001 7 14//HOSO sapiens sRNA: cDNA DKFZpS64G0422 (fros clone 

0KFZp564C0422).//0//l845bp//99X//AL050386 

C-HEMBAI 001 731 

C-HEMBAI001744//SCYI PROTEIN.//9. 9E-32//481 aa//2Sl//P53QQ9 
C-HEMBAI 001 809// 1 IMCO I ATE -EARLY PROTEIN IEI80.//3. 8E-1 1//206aa//36 
1//P1 1675 
C-HEMBAI 001 815 

C-HEM8A10Q1 81 9//Z INC FINGER PROTEIN 184 (FRAGMENT) . //2. 9E-1 3S//459 
aa//52X//Q99676 

C-HEMBA1001 847//Z I NC FINGER PROTEIN 29 (ZFP-29) . //7. 6E-64//22l«a// 

S5X//Q0723Q 

C-HEMBAI 001 864 

C-HEMBAI 001 869//TR I THORAX PROTEIN. //0. 000096// 166 sa//27X//P20659 

C-HEMBA 1 00 1 896//D I METHYLGL YC I NE DEHYDROGENASE PRECURSOR (EC 1.S.9 

9. 2) (ME2GLYDH) . //9. 3E-36//39Saa//26X//Q63342 

C-HEMBA 100 1987 

C-HEIBA1002018 

C-HEMBA 1002049 

C-HEMBAI 002084 

C-HEMBA 1002 125 

C-HEMBA 1 002 161 //MYOSIN HEAVY CHAIN. CARDIAC MUSCLE BETA ISOFORM.// 
1 . 4E-5l//!80aa//56V/P79293 

C-HEMBA 1 002 1 77//TRANSCR I PT ION FACTOR GATA-4 (GATA B I NO INC FACTOR- 
4). //6E-1 3//190aa//36J//P43694 
C-WM8A1002191 
C-HEMBAI 002 199 

C-HEIffiA 10022 1 2//TYR0S IKE-PROTEIN KINASE 2 (EC 2.7.1.112) (F RAGMEN 
T) . //3E-1 7//267aa//29X//P1 81 6 1 
C-HEIffiA 1002237 
C-HEMBAI 002265 

C-HEMBAI 002267//Sus scrota decorin sRNA. cosplete cds.//1. 1E-46//3 
02bp//90*//AF 125537 
C-HEMBA 1002349 

C-HEMBAI 002 363//Hoso sapiens ehroaosose-associated protein-E (hCA 
P-E) sRNA. cosplete cds. //0//1847bp//99X//AF092563 
C-HEMBAI 002419//TR ICHOHYAL IN. //1 . 9E-Q9//299aa//24*//P22793 
C-HEMBAI 002430 
C-HEMBAI 002439 

C-HEMBAI 002458//0VAR I AN GRANULOSA CELL 13.0 KD PROTEIN HCR74.//4.Z 
E -24// 1 09aa//S 5X//Q00 994 
C-HEMBAI 002460 
C-HEMBAI 002462 

C-HEMBAI 002469//DXS8237E PROTEIN (FRAGMENT) . //3. 5£-50//l99aa//6l %/ 
/P98175 

C-HEMBA 1 002 475//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEC PROTE I 
N).//1 . IE-1 2//285aa//3lt//P17437 
C-HEMBAI 002477 
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C-HEMBAI 002495//LI CHT -NED I ATED DEVELOPMENT PROTEIN DET1 . //6. 8E-S3/ 

/Z57aa//16t//P48732 

C-KEMBA1 00251 S 

C-HEMBAI 002542 

C-HEMBA 100 2 56 9//Hoao sapiens protein associated with Myc «RNA. cos 
plete cds.//6. 8E-30S//95I bp//99X//AF07SS87 
C-HEMBA 1 002583 

C-HEMBAI 002 609//Hoao sapiens aRNA for KIAAOS97 protein, partial cd 
s. //I. 4E-253//I U9hp//99%//A801 1 1 69 

C-HEMBAI 002 624//Hoao sapiens aRNA for KIAA0808 protein, coaplete c 

ds. //0//I S39hp//99X//AB01 8351 

C-HEMBAI002688 

C-HEMBAI 002696 

C-HEMBAI 002750 

C-HEMBAI 002768//Hoao sapiens aRNA for Cdc42-interacting protein 4 
(C I P4) . //I E-80//882 bp//6 1 X//AJ 00041 4 

C-HEMBAI 002770//Hoao sapiens aRNA for KIAA0829 protein, partial cd 

s.//0//1532bp//99X//AB020636 

C-HEMBAI 002777 

C-HEMBAI 002794 

C-HEMBAI 0028 I 0//Hoao sapiens forain binding protein 21 aRNA, coapl 
ete cds.//B. 2e-314//l437bp//99X//AF07l 185 

C-ftEMBAI 00281 8//Hoao sapiens aRNA for f ibul in-4.//ZE-304//1383bp// 
99X//AJ1 32819 
C-HEMBA 1002850 
C-HEMBAI 002863 

C-HEMBAI 00 2876//HYPOTHET I CAL 26.4 KD PROTEIN EEED8. 8 IN CHROMOSOME 
II . //I . SE-44//1 88aa//52X//Q09297 

C-HEMBAI 002935//Hoao sapiens aRNA for KIAA0576 protein, partial cd 
S . //0// 1 48 3 bp// 1 00 V/AB0 1 11 48 
C-ICMBA1 002937 

C-HEMBAI 002939//ANKYR IN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE AMKY 
R I N) . //2E-34//300aa//34X//P 16157 

C-HEMBA 100 2 9 51 //Hoao sapiens aRNA for KIAAD903 protein, partial Cd 
s. //0//1752bp//S9*//AB02Q71 0 
C-HEMBAI 00 2 9 54 
C-HEMBAI 002971 

C-HEMBA! 002973//CAMP-DE PENDENT 3 .5’ -CYCLIC PHOSPHODIESTERASE 48 

(EC 3. I. 4. 17) (DP0E4) . //I 2E-27//63aa//100X//PI4646 

C-HEMBAI 002997/ /CENTROMER I C PROTEIN E (CENP-E PROTEIN) .//3. 8E-2S// 

S34aa//24V/002224 

C-HEMBAI 003033 

C-HEMBAI 003036 

C-HEMBAI 003041 

C-HEMBAI 003046/ /M I TOCHONDR I AL PROCESSING PROTEASE BETA SUBUNIT PRE 
CURSOR (EC 3.4.24.64) (BETA-MPP) (P-52) . //2. 5E-263//489aa//99*//07 
S439 

C-HEMBAI 003067 
C-HEMBA 1003096 
C-HEMBAI 0031 17 
C-HEMBAI 003 129 

C-HEMBAI 0031 36//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 2. 7. 7. 1 
3) (ATP-MANNOSE-1 -PHOSPHATE GUANYLYL TRANSFERASE) (NDP-HEXOSE PYROP 
HOSPHORYLASE) . //8. 5E-5I//221 aa//33X//P41 940 

C-HEMBA 1003 148//Hoao sapiens aRNA full length insert cONA clone EU 
ROIMAGE 361801 . //0//1 583bp//99X//AL079278 
C-HEMBAI 0031 75 

C-HEMBAI 0031 79//PR08ABLE TRNA (5-METHYLAMINOMETHYL-2-THIOUR IDYLAT 
E) -METHYLTRANSFERASE (EC 2. 1 . 1. 61).//5. 9E-74//1 34aa//S3V/P44551 
C-HEMBA 1003 199 
C-HEMBAI 003222 

C-HEMBA 10O3235//TROPOMYOS I N. //0. 000002 3//109aa//33t//Q02088 
C-HEMBAI 00 32 50//PR0TE IN KINASE APK1A (EC 2. 7. 1. -) .//7. 2E-41//245aa 
//42J//Q06S48 
C-HEMBAI 003257 

C-HEMBAI 00328 I //POLIOVIRUS RECEPTOR PRECURSOR. //6E-1 1//239aa//32*/ 
/P32S06 

C-t€fiBAlQ03286//Hooo sapiens aRNA for beta-1, 4-ga lactosy I transfers 

se IV, coaplete cds.//5. 4E-229//1043bp//99V/AB024436 

C-HEMBA 1 0032 9 1//Hoao sapiens aRNA for KIAA0537 protein, coaplete c 

ds. //0//79 1 bp//99X//AB01 1109 

C-HEMBAI 003322 

C-HEMBAI 003327 

C-HEMBA 1 00 336 9//CENTR01C R I C PROTEIN E (CENP-E PROTEIN) . //0. 0000000 

2//248aa//23X//Q02224 

C-HEMBAI 003370 

C-HEMBAI 003380 

C-HEMBAI 003395 

C-HEMBAI 003402 

C-HEMBAI 00 3408//Ho«o sapiens aRNA for XIAA0905 protein, coaplete c 
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d s . //0// 1 7 3 2 bp// 9 8X//AB0 20 7 1 2 

C-HEMBA 100341 7//Hoao sapiens aRNA: cONA DKFZPS86C021 (froa clone 0 

KFZp586C02l).//1.6e-312//U14bp//99X//AL0SOZ87 

C-HEMBAI 00341 8//TR I CHOHYAL I N. //8. 7E-1 9//281 a a//3 1X//P3 7709 

C-HEMBAI 003433//Hoao sapiens gene for NBS1, coaplete cds. //0//S1 I b 

O//94V/AB0I3139 

C-HEMBAI 003447 

C-HEMBAI 00346 1 

C-HEMBAI 003463 

C-HEMBAI 003528 

C-HEMBA 100 3 54 5// INSULIN GENE ENHANCER PROTEIN ISL-2 (ISLET-2) . //8. 
8E-1 89//360aa//96X//PS0480 

C-f€MBA1003555//NUCLE0T IDE-BINDING PROTEIN (NBP).//2. 1E-68//251 aa/ 
/52I//P53384 

C-HEMBA 1003S60//GUAN I NE NUCLEOTIDE-BIN0INC PROTEIN G(l)/G(S)/C(0) 
GAIMA-2 SUBUNIT (G GAMMA- I) .//I . 2E-31//71 aa//100X//P16874 
C-HEMBAI 00 3 568//SZ KO RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN 
(SS-A)) (RO(SS-A)) .//7. 9E-49//279aa//32V/P19474 
C-HEMBAI003569//METASTASIS-ASSOCIATE0 PROTEIN MTA1 . //6. 9E-208//445 
aa//74X//Ql 3330 

C-HEMBAI 00358 1 //TAL IN. // 4 . 4E-45//52aa//98X//P26039 

C-tCMBA 100359 1 //CHLOROPLAST 28 KD R I BONUC LEO PROTEIN PRECURSOR (28 R 

NP) . //4. 4E-1 0//1 1 8aa//3S*//P1 9682 

C-HEMBAI 0036 15 

C-HEMBAI 0036 17//Hoao sapiens HR IHFB21 57 aRNA. partial cds.//8.2E-l 
78//50I bp//97X//AB0t 5344 
C-HEMBA 1003621 

C-HEMBAI 003662//TBX2 PROTEIN (T-BOX PROTEIN 2) . //I . 2E-75//1 51 aa//9 
9V/Q13207 

C-HEMBAI 00 36 90//H I STONE DEACETYLASE HDA1.//2. 1E-S9//249aa//47X//P5 
3973 

^C-HEMBA 10037 11 
C-HEMBA 1003807 
C-HEMBA 1003864 

C-HEMBAI 003953//Z INC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN 58) 
(FRAGMENT) . //3. 8E-1 6//89aa//46X//P1 6372 
C-HEMBAI 003959 
C-1CMBA 1003989 
C-HEMBAI 004074 

C-HEMBAI 004097//Mus ausculus putative transcr iption factor aRNA, c 
oap I ete cds. //8. SE-221//1 1 88bp//78X//AF091 234 
C-HEMBAI 0041 46 

C-HEMBAI 0041 99//Hoao sapiens aRNA for KIAA0928 protein, partial cd 
s . //0//1 893bp//98X//AB023 1 45 

C-HEMBAi 004207//Hoao sapiens leptin receptor short fora (db) aRNA, 
coaplete cds . //0//1 892 bp//99X//US0748 
C-HEMBAI O04227//Rattus norvegicus protein phosphatase 2C aRNA. coa 
plete cds. //5. 7E-21 7//1 21 7bp//88X//AF095927 
C-HEMBAI 004246 

C-HEMBAI 004 2 7 6//Hoao sapiens AP-4 adaptor coaplex beta4 subunit aP 
NA, coaplete cds.//4. 8E-257//738bp//99X//AF092094 
C-HEMBAI 004289 

C-HEMBA1004S09//Hoao sapiens CGI-21 protein aRNA, coaplete cds.//0 
//1512bp//96X//AFl 32955 

C-HEMBA 1004 5 34//Hoao sapiens gaaaa-f i laain (ABPL) aRNA, coaplete c 

ds.//l.2e-3li//1445bp//99X//AF08984l 

C-1CMBA 1004596 

C-HEMBA 1004693 

C-HEMBAI 004736 

C-1€MBA 1004753 

C-HEMBAI 0047S6//Huaan transporter protein (g17) aRNA, coaplete co 
S.//9. 1E-34//S1 5bp//66V/U49082 

C-HEICA1 004758//Hoao sapiens transcr ipt ion factor SL1 aRNA, coaple 
te cds. //2. 6E-246//1 249bp//94X//L39060 
C-HEMBAI 004763 

C-HEMBA1004768//L INE-1 REVERSE TRANSCRIPTASE HOMOLOG. //5. 4E-1 I I//3 

14aa//58X//P08547 

C-HEMBAI 004771 

C-HEMBAI 004776 

C-HEMBAI 004795//CDC4-L IKE PROTEIN (FRAGMENT) . //3. BE-69// 1 98a a//56l 

//P50851 

C-HEMBAI 004806 

.C-HEMBAI 004847//S I GNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) . 
// 8. 2E-1 S4//3 I 7aa//94X//Q00004 
C-HEMBAI 004850 

C-HEMBAI 0O4B53//Hoao sapiens aRNA: cDNA DKFZp586MZ022 (froa clone 
DKFZpS86M2022) . //0//1443bp//l0OX//AL080114 
C-HEMBAI 004923 
C-HEMBA 1004929 

C-HEMBAI 004930//26S PROTEASOME SUBUNIT SSB (KIAA0072) (HA1357).// 
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3. 3E-27//65aa//100S//Ql 6401 
C-HEMBAI 0049 33 
C-HEMBAI 004954 

C-HEMBAI 004972//NEUROF I LAMENT TRIPLET H PROTEIN (ZOO KD NEUROF I LAM 
ENT PROTEIN) (NF-H) . //O. 00000096//286aa//23K//Pl 2036 
C-HEMBAI 005475 

C-HEMBAI 00 S581 //Hoao sapiens SLIT2 (SLIL2) aRNA, coaplete cds.//0/ 
/172lbp//100V/AF133Z70 

C-HEMBA1 006248//Z I NC FINGER PROTEIN HFC-1 (ZINC FINGER PROTEIN 58) 
(FRAGMENT) . //8. 6E-23//IS1aa//37*//PI6372 
C-HEMBA 1 0063 !0//Ratt us norvegicus cytosolic sorting protein PACS-1 
a (PACS-I) aRNA. coaplete cds.//3. 7E-22S//1 IB9bp//88*//AF076183 
C-HEMBAI 006344//RAD IX IN. //1 . 5E-31//333ai//28X//P2S043 
C-HEMBA 1 006377 
C-HEMBAI 006467 

C-HEMBA 1 0064 74//40 KD PROTEIN. //I . 4E-39//292aa//34X//Q01 552 
C-HEMBAI 006530 

C-HEMBAI 006 7 37//ANKTR IN. BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN. NON 
ERYTHROID) (FRAGMENT) . //0. 000000043//1 1 1 aa//40t//Q0148S 
C-HEMBA 1 006795 

C-HEMBA1006877//0IYSTER0L-B I NO I NG PROTE I N. //2E-59//378aa//39X//P1 6 
258 

C-HEMBA 1006936 

C-HEMBA l 0070 18//Hoao sapiens dynein light chain-A aRNA. coaplete c 

ds . //I . SE-267//1 2 1 5bp//99*//AF078849 

C-HEMBAI 007342 

C-HEMBB 1 000008 

C-HEMBBI000DI8 

C-HEMBB 1000024 

C-HEMBB1 000025 

C-HEMBB 1000036 

C-HEMBB I 000Q37//Hoao sapiens erythroblast aacrophage protein EMP a 

RNA. coaplete cds.//2. 8E-187//1582bp//80*//AF084928 

C-HEMBB I OOOOB3//MYOS IN LIGHT CHAIN KINASE. SMOOTH MUSCLE AND NON-M 

USCLE ISOZYMES (EC 2.7.1.117) (MLCX) [CONTAINS: TEL0KIN).//1.9E-22 

//426aa//25X//P1 1799 

C-HEMBB100Q103 

C-HEMBB 1 000 H9//Hoao sapiens ASMTL gene. //0//1 891 bp//99X//Yl 5521 

C-HEMBB 10001 36 

C-KEMB61000215 

C-HEMBB 1 0002 26//PUTAT I VE PRE-MRNA SPL ICING FACTOR ATP-OE PENDENT RN 
A HEL I CASE EEED8. 5. //2. 7E-I2//1 12aa//47M//Q09530 
C-HEMBB 1000244 

C-HEMBBI000266//HYPOTHETICAL 54.5 KD TRP-ASP REPEATS CONTAINING PR 

OTEIN ZC302. 2 IN CHROMOSOME V.//6. 1E-09//242aa//26*//Q232S6 

C-HEMBB 1 000338 

C-HEMBB 1 000339 

C-HEMBB 1000391 

C-HEMBB 1 000438 

C-HEMBB 1 000449 

C-HEMBB 1000589 

C-HEMBB 1000591 

C-HEMBB 1000623 

C-HEMBB1 000630 

C-HEMBB 1 000631//LONGEV I TY -ASSURANCE PROTEIN 1 (LONGEVITY ASSURANCE 
FACTOR D.//4. lE-19//232aa//288//P78970 

C-HEMBB 1 0006 32//GUAN I NE NUCLEOTIDE RELEASING PROTEIN (CNRP).//2.2 

E-28//273aa//31»//P27671 

C-HENB8 1000671 

C-HEMBB 1000673 

C-HEMBB 1000705 

C-KEM8B 1000706 

C-HEMBB 10007 2 5//Ratt us norvegicus GTPase RabSb (Rab8b) aRNA, coapl 
ete cds.//6. 2E-l30//692bp//93X//US3475 

C-HEKBB1 000763//Hoao sapiens CGI-89 protein aRNA, coaplete cds.//0 
//1676bp//968//AFl 51 847 

C-HEMB81 000781 //Hoao sapiens ai togen-acti vated protein kinase kina 
se kinase MEKK2 aRNA. coaolete cds.//1. 2E-126//613bp//97V/AF11110 
5 

C-ICMB81000789//PUTATIVE 90.2 KD ZINC FINGER PROTEIN IN CCA1-ADK2 

INTERGEN 1C REGION. //5. lE-S4//232aa//43*//P39956 

C-HEMBB 1 000807 

C-HEM88I000810 

C-HEMBB 1000848 

C-HEM881 000852 

C-HEMB81 000870 

C-HEMBB 1 000887 

C-HEMBB 1 000908 

C-HEMBB1 000927//Hoao sapiens calsenilin aRNA. coaplete cds.//1.1E- 
70//S9Sbp//76*//AF1 20102 
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C-hEI©B1000947//Hoao sapiens clone HAVIOO putative ribonuclease II 
I aRNA. coaplete cds. //0//2292bp//99*//AFM6910 
C-I£M8BI000973//Mus ausculus schlafenS (Slfn3) aRNA, coaplete cds. 
//3. 4E- 1 20//580bp//67X//AF099974 
C-HEN8B 1000975 

C-H6NBB1 000985//MI PP PROTEIN (MURINE lAP-PROMOTED PLACENTA-EXPRESS 
ED PROTE I N) . //8. 6E-1 8//1 78aa//30*//P28575 
C-HEMBB I 000991 

C-HEM881001 Oil //ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 
//I . 4E-73//230aa//45X//PS1 523 
C-HEMBB 1001 014 
C-HEMBB! 001 024 

C-HEMB81 001 056//PR0UFERAT INC-CELL NUCLEOUR ANTIGEN PI20 (PROLIFE 
RAT I ON- ASSOCIATED NUCLEOUR PROTEIN Pl20).//2. 9E-19//264aa//34N//P 
46087 

C-HEM881001058//Hobo sapiens neuronal thread protein AD7c-NTP aRN 

A, coaplete cds//3. 66-52//331bp//80X//AF010144 

C-HEMBB 1 00 I068//Hoao sapiens Iiprin-beta2 aRNA. partial cds.//2.4 

E-307//1 447bp//97 V/AF034803 

C-HEMBB 1001 096 

C-HEMBB1001105 

C-HEMBB 1001 1 17 

C-HEMBB 1001 1 26 

C-HEMBB 100 11 37//Hoao sapiens aRNA for putative phospholipase, coao 
lete cds. //0//3069bp//99X//A801 9435 

C-t€MBB1Q01 1S1//Rattus norvegicus golgi stacking protein hoaolog G 
RASP55 aRNA, coaplete cds. //4. 2£-210//1835bp//76*//AF110267 
C-HEMBB 1001 1 53 
C-HEMBB 1001 169 

C-KEMBB1001 175//ANKYRIN.//6. 9E-1 I//I69sa//31X//G02357 
C-HEM8B1 001182 
C-HEMBB1001 199 

C-HEMBB 1001 2 10//Hoao sapiens aRNA for KIAA0970 protein, coaplete c 
ds . //0//1 81 66p//99X//AB023 1 87 

C-HEM881 001 242//Hoao sapiens topoi soaerase-rel a ted function protei 
n (TRF4-2) aRNA. partial cds.//l.8E-284//713bp//!00*//AF089897 
C-HEMBB 1 001 288//Hoao sapiens CGI-32 protein aRNA. coaplete cds.// 

1 . 8E-274//642bp//99*//AF 1 32966 
C-HEMBB 1001 209 

C-HEMBB 1001 294//GTP-BINDING PROTEIN TCIO. //! . 2E-79//1 96aa//80X//P1 
7081 

C-HEMBB I 001 31 4//Mus ausculus Olf-l/EBF-like-3 transcription factor 
(O/E-3) aRNA. coaplete cds. //1 . 3E-129//724bp//86V/U92703 
C-KEM8810Q1 331 . 

C-HEMBB1 001 339//DXS8237E PROTEIN (FRAGMENT) . //0. 0000046//1 24aa//37 
X//P981 75 

C-HEMBB 1 001 346//Hoao sapiens pheny I al anine-tRNA synthetase (FARSI) 
aRNA, nuclear gene encoding ai tochondr ial protein, coaplete cds./ 
/1 . 1E-58//2925P//99X//AF097441 
C-HEMBB 1 001 369 

C-HEMBB 10013 84/ /Hoao sapiens COP9 coaplei subunit 4 aRNA. coaplete 
cds. //Q//1 S86bp//99*//AF 100757 
C-HEMBB 1001 387 
C-MAMMA 10023 17 
C-HAMMA 10023 19 

C-MAMMA 1002385//R I BONUCLEOPROTE IN RB970.//0. 0000001 5//206aa//29t// 
002926 

C-NT 2 RM1 000080/ /UNC- 1 PROTEIN. //5. 9E-25//21 laa//31*//021l 90 
C-NT2RMI 000242 

C-NT2RN1 0002S7//MAG0 NASH I PROTEIN. //7. 9E-69//143aa//9IX//P49028 

C-NT2RM 1 000280/ /VACUOLAR ATP SYNTHASE SUBUNIT D (EC 3.6. 1.34) (V-A 

TPASE D SUBUNIT) (V- ATPASE 28 KD ACCESSORY PROTEIN) . //I . SE- 106// I 

18aa//97*//P39942 

C-NT 2 RN 1000669 

C-NT 2 RM 1000781 

C-NT2RM1 00086 7//Hoao sapiens HSPC033 aRNA, coaplete cds.//6. 36-172 
//798bp//99*//AF092l 38 
C-NT2RM1 001 008 

C-NT2RM1001 044//Hoao sapiens HSPC031 aRNA, coaplete cds. //0. 000000 

002//980bp//95*//AF085360 

C-NT2RH1001074 

C-NT2RM1 001 1 1 5//EN00CHI T INASE 2 PRECURSOR (EC 3. 2. 1 . 14) . //0. 000005 
6//239aa//Z7X// 

C-NT2RH2000006//Huaan ONA sequence froa clone 796FI8 on chronosoae 
1 p36. 11-36. 33 Contains a pseudogene siaitar to MMS2, ESTs and CSS 
s. coaplete sequence. //0//I740bp//99S//AL03 1291 
C-NT2 RN2 0000 1 3//DNA -DIRECTED RNA POLYMERASE III 1 28 KD POLYPEPTIDE 
(EC 2. 7.7.6) (RNA POLYMERASE III SUBUNIT 2) . //2. 2E-1 44//362aa//71 
X//P25167 

C-NT2RM20Q0030//DYNE I N INTERMEDIATE CHAIN. CYTOSOLIC (OH 1C) (CYTO 
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PLASM 1C DYNE IN INTERMEDIATE CHA I N).//0. 00000043// 1 36aa//3l*//PS470 
3 

C-NT2RM20Q0032 

C-NT2RM2000042 

C-NT2RM2000092//UBIQUITIN CAR80XYL- TERM INAL HYDROUSE 8 (EC 3.1.2. 
IS) (UBIQUITIN THIOLESTERASE 8) (UBIQUIT IN-SPECIFIC PROCESSING PRO 
TEASE 8} (DEU6 lOLIITI NAT INC ENZYME 8). //I. 3E-36//l60aa//40t//P50l02 
C-NT2RM2000093 
C-NT2RM2000IOI 

C-NT2RM20001 91//Hoito sapiens cGMP phosphodiesterase A1 (P0E9A) eRN 
A. c Deplete cds. //0//IS74bp//99X//AF067223 
C-NT2RM20001 92 
C-NT2RM2000239 

C-NT2RM20002S0//Hoeo sapiens eRNA: cONA DKFZp564L232 (froe clone D 

KFZp564L232) . //4. 2e-31 4//1 41 6bp//1 0OX//AL08Q069 

C-NT2RM2000259 

C-NT2RM2000260//EXTENSIN PRECURSOR (PROLINE-RICH GL YCOPROTE IN) . // 

3. 6E-I9//I81aa//34I//Pl4918 
C-NT2RM2000287 

C-NT2RM2000322//Hoeo sapiens eRNA for K1AA08S9 protein, coaplete c 
ds. //3. 4E-294//863bp//99V/A8020666 

C-NT2RM20003S9//Hoao sapiens eRNA for KIAA0560 protein, coaplete c 
ds . //0//1 637bp//99t//AB0 11132 

C-NT2RM20003S3//BREAXPOINT CLUSTER REGION PR0TElN.//1.8E-14//245aa > 
//29X//P1 1274 

C-NT2RM2000368//Wo*o sapiens protein kinase C-binding protein RACK 
7 eRNA, partial cds.//0//lS06bp//99V/U482S1 

C-NT2RM2000371 //POLYRIBONUCLEOTIDE NUCLEOTIDYLTRANSFERASE (EC 2.7. 

7. 8) (P0LYNUCLE0TIDE//1. 7E-68//419aa//36X//PS0849 

C-NT2RM2000374 

C-NT2RM2000395 

C-NT2RM2O0O402//ENDOSONAL P24A PROTEIN PRECURSOR (70 KD END0MEM8RA 
NE PROTEIN) (PHEROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD UT 
E ENDOCYTIC INTERMEDIATE COMPONENT) . //I . fi£-S4//344aa//33X//P32802 
C-NT2RM2000407 

C-NT2RM2000422//SOOIUM- ANO CHLORIDE-DEPENDENT TRANSPORTER NTT73. / 
/ 1 E- 222//2 37 aa//8 9V/Q084S § 

C-NT2RM20004S2//HYPOTHET ICAL S3. 6 KD PROTEIN IN YPTS2-CCN3 INTERGE 
NIC REGION. //O. 0000001 //1 57aa//28*//P3S1 13 

C-NT2RM20004S9//N I T ROGER PERMEASE REACTIVATOR PROTEIN (EC 2.7.1.- 
) . //O. Q000089//377aa//24X//P2221 1 

C-NT2RM200D490//SYNAPTOTAGMIN (PS5). //I. 8E-1 3//16Saa//34X//P4l823 
C-NT2RM2000S02 

C-NT2RM2000504//Hoeo sapiens eetal loprotease 1 (MP1) eRNA, coeplet 
e cds. //0//1673bp//99X//AF06 1243 

C-NT2RM2000S22//SK IN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEI 

N) . //1 . 3E-1 2/ /282 ai//3 2X//P 1 7437 

C-NT2RM2000S40 

C-NT2RM2000S67 

C-NT2RM2000569 

C-NT2RM2000577// 1 SOLEUCYL-TRNA SYNTVCTASE (EC 6. 1.1.5) (ISOLEUCIN 
E—TRNA LIGASE) ( I LERS) . //1 . 7E-187//74I n//4SX//P73505 
C-NT2RM2000581//Hoeo sapiens eRNA for K1AA02I4 protein, coaplete c 
ds. //0//3001 bp//99*//D8S987 

C-NT2RM200D588//HI STONE DEACETYUSE HDA1 . //2. 8E-S0//384aa//40V/P5 
3973 

C-NT2RM2000594//Hoao sapiens DNA cytosine-5 aethy I transferase 3 be 
ta 3 (DMMT38) aRNA, coaplete cds.//0//27l2bp//99X//AF15S487 
C-NT2RM2000599//Hoao sapiens F-bos protein Li line (LI LINA) aRNA. c 
oaplete cds.//4. 9E-70//838bp//69X//AF1 79221 

C-NT2RM2000624//SPL ICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA 
SPLICING FACTOR SRP75).//4. 4E-32//3l9aa//3SV/Q08170 
C-NT2RM200063 5//Hoao sapiens aRNA for KIAA0729 protein, partial cd 
s. //0//3791 bp//99V/AB0l 8272 

C-NT2RM2000636//Hoao sapiens aRNA for KIAA0658 protein, partial cd 

s. //0//2530bp//99V/ABQl 4S58 

C-NT2RM2000639 

C-NT2RM2000649//Hoao sapiens aRNA for KIAA0S76 protein, partial cd 

S. //0//1 543bp//99X//AB01 4576 

C-NT2RM2000S69 

C-NT2RM2000691//ACT IN-LIKE PROTEIN 3 (ACT IN-2) . //3. 7E-142//285aa// 
90V/P3239I 

C-NT 2 RM2000 7 1 4//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) 
(RSP-1) . //3. 8E-23//1 84aa//36t//Q1 5404 

C-NT2RM2000718//Hoao sapiens HRIHF82436 aRNA, partial cds.//4.4E-2 
31//1065bp//99X//AB01 5342 

C-NT2RM200074D//POSS IBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L.//5. 

7E-S3//266a»//43*//P41 877 

C-NT2RM200Q79S 

C-NT2RM2O00821//COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-CO 
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P) . //9. 5E-279//S45aa//98»//P23514 
C-NT2RM2000837 

C-NT2RM200095I//Hoao sapiens XYLB aRNA for ay I ill ok i nase. coaplete 

cds. //1 . 7E-200//927bp//99S//ABOI 5046 

C-NT2RM20009S2 

C-NT2RM2000984 

C -NT 2 RM 200 1004 

C-NT2RM2001 035//CCR4-ASSOCIATED FACTOR 1 (CAF1) . //8. 2E-I S4//285aa/ 

/99X//Q60809 

C-NT2RM200I 065 

C-NT2RM2001 100//HYP0THETICAL 39.7 KD PROTEIN C34EI0.2 IN CHRONOSON 

E 111 . //2. 4E-1 5//266aa//26X//P46577 

C-NT2RN2001 1 31 

C-NT2RM200114I 

C-NT2RM2001 1 52 

C-NT2RM2001 177//Hoao sapiens aRNA: cONA DKFZpS86C1 822 (froa clone 
DKFZp586C 1822). //2 . 1 E-293// 1 33 Sbp//99 V/AL080 1 09 
C-NT2RM2001 1 94 

C-NT2RM2001 196//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) . //I . 3E- 20/726 
7aa//35X//P05143 

C-NT2RM2001 201 //EUKARYOTIC TRANSLATION INITIATION FACTOR S (EIF-5 
) .//0. OOOOOOl 5//95aa//35X//P48724 

C-NT2RM2001 221//KALIR1N (PAH COOH- TERMINAL INTERACTOR PROTEIN 10) 
(P-C I P 1 0) . //3. 6E-10//1 77aa//32 V/P97924 

C-NT2RM2001 238//CLUTAN INASE. KIDNEY ISOFORM PRECURSOR (EC 3.5. 1.2) 
(CLS) (L-CLUTAMINE AMIDOHYDROUSE) .//1 . 3E-1 80//328aa//99V/P1 3264 
C-NT2RM2001243 
C-NT2RM2001247 

C-NT2RM2001 256//PR0TEIN TSG24 (ME I OTIC CHECK POINT REGUUTOR) . //I . 

6E- 1 66// 3 1 2aa//98*//PS399S 

C-NT2RM2001291 

C-NT2RM2001 306/ /Hoao sapiens aRNA: cONA DKFZp56410S2 (froa clone 0 
KFZp564 1052) . //0//1 694bp//99»//AL080063 
C-NT2RM2001 312 
C-NT2RM2001 319 

C-NT2RM2001 324//ZYI1N. //6. 8E-55//200aa//4U//004584 

C-NT2RM2001 345//VEGETAT I BLE INCOMPATIBILITY PROTEIN HET-E-1. //O. 00 

000002 9//334aa//22X//QOO808 

C-NT2RM2001 370 

C-NT2RM2001 393 

C-NT2RM2001 420 

C-NT2RM2001 424//Hoao sapiens aRNA: cONA DKFZpS8600920 (froa clone 
DXFZp586D0920) . //0//1621 bp//100t//AL050l46 

C-NT2 RM2001 499/ /LOl-AFF I N I TV CATIONIC AMINO ACID TRANSPORTER-2 (CA 

T-2) (CAT 2) . //7. 4E-1 2 l//437aa//57X//P52569 

C-NT2RM2001 504 

C-NT2RM2O01S24 

C-NT2RM200I 544 

C-NT2RM2001547//PROBABLE PROTEIN DISULFIDE ISOMERASE PS PRECURSOR 
(EC 5. 3.4. D.//6. 9E-27//90aa//421//P38660 

C-NT2RM2001 S75//52 KD RO PROTEIN (SJOGREN SYNOROME TYPE A ANTIGEN 
(SS-A) ) (RO (SS-A)) . //4 3E-61//3I 2aa//44X//P1 9474 
C-NT2RM200I 582 

C-NT2RM200I 886//Hoao sapiens aRNA for KIAA071O protein, coaplete c 
ds . //0//1 OOObo// 1 OOX// ABO 1 46 1 0 

C-NT2RM200I 895//CELL DIVISION PROTEIN FTSJ.//5. 1E-26//204aa//34t// 
P28692 

C-NT2RM200I 903//Hoao sapiens aRNA for KIAA0462 protein, partial cd 

s.//0//2390bp//99X//AB007931 

C-NT2RM2001 930 

C-NT2RM2001 935 

C-NT2RM2001 93S//32. 3 KD PROTEIN IN CVP1-M8R1 INTERCENIC REGION.// 
2. 7E-27//2l6aa//34*//P28320 

C-NT2RM2001950//HYPOTHETICAL 105.9 KD PROTEIN IN AAC3-RFCS INTERGE 
NIC REGION. //0. OOOOOO I //2 1 2 aa//2 3K//P382 50 
C-NT2RM200I 982 

C-NT2RM2001 989//NUCLEOLAR PROTEIN N0P4 (NUCLEOUR PROTEIN NOP77)./ 
/I . 9E-39//253aa//35X//P37838 

C-NT2RM200I 997//PR0TE IN DISULFIDE ISOMERASE PRECURSOR (POI) (EC S. 
3. 4. 1) . //I. 3E-1 0//232aa//28V/Q1 2730 

C-NT2RM200I 998//HYP0THET I CAL 85.7 KD PROTEIN CI3G6.03 IN CHROMOSOM 
E I.//3. IE-1 2//206aa//30X//Q09782 

C-NT2RM2002004//U PROTEIN HOMOLOG (U R 1 80NUCLE0PR0TE I N) (U AUTO 
ANTIGEN HOMOLOG) . //0. Q00000029//83aa//44X//P40796 
C-NT2RM2O02O1 4//HYP0THET ICAL 81.4 KD PROTEIM IN GREB-FEOA INTERGEN 
1C REG I ON. //1. 1 E-89//425aa//41 X//P46837 

C-NT2RM2002030//Hoao sapiens aRNA for Glutaaine: f ructose-6-phospha 
te aai dot ransf erase, coaplete cds. //0//1 959bp//99X//AB01 6789 
C-NT2RM2002049 

C-NT2RM2002O55//VACUOUR PROTEIN SORTING-ASSOCIATED PROTEIN VPS 1 3. 
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//0.00000099//338aa//24X//Q07878 

C-NT2RN2002088//PUTATI VE HETEROGENEOUS NUCLEAR R I BONUCLEOPROTE I N X 
(HNRNP X) (CBP) . //SE-62//104aa//S7X//Q61 990 
C-NT2RN2002091 

C-NT 2RM2002 1 00/ /Hobo sapiens aRNA for ATP-dependent RNA helicase, 
partis I .//0//1807bp//99X//AJ010840 

C-NT2RM2002 1 09//Hoao sapiens glioaa aaplified on chroaosoae 1 prot 

• in (GAC1) aRNA, couplets cds. //0//18S8bp//99X//AFQ3043S 
C-NT2RM20021 28//PUTATI VE SER INE/THREONINE-PROTEIN KINASE PKIA (EC 
2. 7. I. -).//4. 9E-t3//487aa//26X//P49695 

C-NT2RM2002142//GASTRULAT10N SPECIFIC PROTEIN G1 2. //8E-3l//tOSaa// 
47X//P47805 

C-NT2RM2002178//Hoao sapiens aRNA: cONA DKF2p434E0335 (froa clone 
DKFZp434E0335) . //O// 1 683 bp//99X//AL1 17402 

C-NT2RM4000024//DNA-0 I RECTED RNA POLYMERASE III 128 KD POLYPEPTIDE 
(EC 2.7.7. 6) (RNA POLYMERASE III SUBUNIT 2) . //7. IE-1 55//38I aa//72 
X//P25167 
C-NT2RM4 000061 

C-NT2RM4000104//ZINC FINGER PROTEIN 1 35. //1 . 5E-81//251 ai//53X//P52 
742 

C-NT2RM40001 39//R. norvegi cus trg aRNA. //2. 3E-1 14//1 161 bp//72X//X68 
101 

C-NT2RM4000 16 9// INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01.//4. 8 
E-1 3//686aa//23X//P25386 

C-NT2RM40001 91//PUTATI VE ATP-DEPENDENT RNA HELICASE PLIO. //9. 2E-75 
//439aa//41X//P1 6381 
C-NT2RM40001 97 

C-NT2RM4000210//Hoao sapiens aRNA for KIAA0712 protein, coaplete c 
da. //0//1 926bp//1 D0X//AB018255 

C-NT2RM4000229//Ga1 1 us gallus actin f i I aaent-associated protein (A 
FAP-110) aRNA, coaplete cds. //!. lE-27//633bp//64X//L2O303 
C-NT2RH4000290//HuBan t ransducin-l ike enhancer protein (TLE3) bRN 
A. coaplete cds.//2. 2E-276//1 124bp//97X//M99438 
C-NT2RM4000344//Hoao sapiens aRNA for ATP-dependent Betel loproteas 

• YME I L. //0//203Qbp//99X//AJ 1 32637 

C-NT2RM4000349//Hobo sapiens HSPC028 aRNA. coaplete cds. //O// 1827b 
P//99V/AF083246 

C-NT2RM4000354//LETHAL (2) DENTICLELESS PROTEIN (DTL83 PROTEIN).//!. 
SE-21//208aa//3SV/Q24371 

C-NT2RM4000386//Mus ausculus aRNA for Ten-a3. coaplete cds.//0//2l 

56bp//86X//AB02S41 2 

C-NT2RM4000396 

C-NT2RM400042 I //Hobo sapiens aRNA for nuclear transport receptor./ 
/0//1 730bp//99X//AJ1 33769 

C-NT2RM40004S7//HYPQTHET I CAL 111.9 KO PROTEIN C22H10.03C IN CHROMO 
SOME I . //8E-20//393aa//24X//Q1 0297 

C-NT2RM400047 I / /Hobo sapiens cysteine desulfurase (nifS) nRNA. coa 
plete cds. //0//2092bp//99X//AF09702S 

C-NT2RM4 000486/ /SAL I VARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP 
3. CP4 AND CPS) [CONTAINS: BASIC PEPTIDE 18-6: PEPTIDE P-H].//4.8 
E-1 l//242aa//31 V/P04280 

C-NT2RM4000496//SAP1 PR0TEIN.//6. 3E-53//434aa//29V/P3995S 
C-NT2RM400051 1 

C-NT2RM4000S 1 S//NEUR0F I LAMENT TRIPLET H PROTEIN (200 KD NEUROF I LAM 
ENT PROTEIN) (NF-H) (FRAGMENT) . //I . IE-1 1//394aa//24X//Pl 6884 
C-NT2RM4000520 
C-NT2RM4 000585 

C-NT 2RM40005 95/ /Hobo sapiens leucine-rich repeats containing F-boa 
protein FBL3 aRNA. coaplete cds. //I . 1E-28S//1 293bp//99X//AF1 86273 
C-NT2RP100001 8//Hoao sapiens aRNA for KIAA0687 protein, partial cd 
s . //0//1 940bp//95X//AB0 1 4587 

C-NT2RP1000035//Hoao sapiens aRNA for KIAAQ850 protein, coaplete c 

ds.//0//1652bp//99X//AB020657 

C-NT2RP1 000040 

C-NT2RP1 000063 

C-NT2RP1000086//H. sapiens aRNA tor zinc finger protein. Hsal2.//0/ 

/! 1 62 bp//99X//X 98834 

C-NT2RP1000101 

C-NT2RP10001 1 T//C0P1 REGULATORY PROTEIN. //4E-1 16//296aa//5tX//P934 
71 

C-NT2RP10001 12 
C-NT2RP10Q0124 

C-NT2RP 10001 30/ /1CPAT0MA-DER I VED CRONTH FACTOR (HDCF) . //4. 5E-50//1 
8taa//60X//PSI859 

C-NT2RP1 000 1 63//Hoao sapiens aRNA for KIAA0948 protein, coaplete c 
ds. //0//1 889bp//98X//AB0231 65 
C-NT2RP10001 70 
C-NT2RP1000191 

C-NT2RP1000202//ANKYRIN.//IE-25//302aa//34X//Q02357 
C-NT2RP1 000243 



C-NT2RP1000259 

C-NT2RPI000272//Hoao sapiens TLS-associated protein TASR-2 aRNA. c 
oaplete cds. //5. 8E-I 14//6!6bp//93X//AF067730 

C-NT2RP 1 0003 26//Hoao sapiens aetaiin 2 (MTX2) aRNA. nuclear gene e 
ncoding ai tochondr ial protein, coaplete cds. //I. 3E-275//1249bp//99 
X//AF053S51 

C-NT2RP1 0003 33//ANT I -SILENCING PROTEIN 1.//8. 7E-47//155at//58X//P3 
2447 

C-NT2RP1000348//RE0UCED VIABILITY UPON STARVATION PROTEIN 161. //I. 
7E-1 5//l62aa//30X//P25343 
C-NT2RPI 000357 

C-NT2RP1 000376//Hoao sapiens eRNA: cDNA DKFZp434AI02 (froa clone D 
KFZP434A1 02) . //0//2265bp//9SX//AL0801 87 

C-NT2RP1 00041 3//Hoao sapiens aRNA for KIAA0587 protein, coaplete c 

ds. //0// 1 0 56 bp// 9 9X//AB0 1 1159 

C-NT2RP10004I6 

C-NT2RP1000439//Xenopus iaevis chroaosoae condensation protein XCA 
P-G aRNA. coaplete cds.//1. 8E-94//tOI9bp//63X//AFl 11423 
C-NT2RP 1 000443/ /QU I NONE OX IOOREDUCTASE (EC 1.6. 5. 5) (NADPH QUIN ONE 
REDUCTASE) (ZETA- CRYSTALLIN).//2. 4E-10//227aa//25X//Q082S7 
C-NT2RPI000470//PUTATIVE ATP-OE PENDENT RNA HELICASE T26GI0. 1 IN CH 
R0M0S0ME HI. //2. 6E-94//254aa//47X//P 34580 

C-NT2RP1000478//TU8ULIN BETA-5 CHAIN (CUSS-V) . //4. 5E-240//445aa// 

97X//P09653 

C-NT2RP1 000481 

C-NT2RP1 00049 3//Hoao sapiens aRNA for KIAA00I7 protein, coapiete c 
ds. //0//2728bp//99X//O87686 

C-NT2RP1 OOOS47//COP-COATED VESICLE NENBRANE PROTEIN P24 PRECURSOR 
(FRAGMENT) . //! . 1E-27//I 93ai//3SX//P49020 

C-NT2 RP 1 00057 4/ /HOME080X PROTEIN NEIS2 (ME! SI -RELATED PROTEIN 1)./ 
/3. 5E-75//1 51 aa//94X//P97367 
C-NT2RP 1 000581 

C-NT2 RP 1 00063 0//NE CO IN. //2. 4E-44// 2 27 aa//4 1 X//PZ S2 33 
C-NT2RP 1000688 
C-NT2RP 1000695 

C-NT2RPI000733//Huaan aRNA for GSPT1-TK protein, coaplete cds.//0// 
2057bp//99X//E 14379 

C-NT2RPI000738//Hoao sapiens fol f-Hirschhorn syndroae candidate 2 
protein (VHSC2) aRNA. coaplete cds. //0//2186bp//99X//AFI0l434 
C-NT 2RP 1 000782/ /PLATELET-ENDOTHEL I AL TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA-1) (CD15I ANTIGEN) .//l . 2E-30//23 
2aa//30X//035566 

C-NT2RP1 000825//GTPASE-ACT I VAT INC PROTEIN RHOGAP (RHO-REUTED SMAL 
L GTPASE PROTEIN ACTIVATOR) (CDC42 GT PASE-ACT I V AT I NG PROTEIN) (PS 
O-RHOCAP) . //8. 2E-83//334aa//50X//Q0796D 

C-NT2RP1 000833//Hoao sapiens cGMP phosphodi esterase AI (POE9A) aRN 
A. coaplete cds. //0//1494bp//99X//AF067223 
C-NT2RP1 000846 
C-NT2RP10008SI 

C-NT2RPI000856//PLATELET-ENDOTHELIAI TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (NEMBRANE GLYCOPROTEIN SFA-1) (C01S1 ANTIGEN).//!. 2E-30//2 3 
2aa//30X//035S66 

C-NT 2RP 1 0009 1 5//AUTOANT I GEN NGP- 1 . //1 . 7E- 1 9// 343 aa//2 5 V/Q 13823 
C-NT2RPI000947//Huaan E2 ubiquitin conjugating enzyae UbcHSB (UBCH 
5B) aRNA. coaplete cds.//4. 6E-I05//S04bp//99X//U3931 7 
C-NT2RP1000954//R INC CANAL PROTEIN (KELCH PROTEIN) . //I . 4E-23//370a 
a//28X//Q04652 

C-NT2RP1 000958//AUTOANT I GEN NGP-1 . //1 . 4E- 1 9//343aa//2SX//Q1 3823 
C-NT2RP1 000959//Huaan acidic ribosoaal phosphoprotei n PO aRNA, coa 
plete cds. //2. 5E-235//9S6bp//99V/M1788S 

C-NT2RP1 0Q0966//NUCLEOL I N (PROTEIN C23).//8. 9E-299//554aa//99X//Pi 
9338 

C-NT2RP1 000980 
C-NT2RP1 000988 

C-NT2RP100I01 1//Drosoplti la aelanogaster putative 43 kDa protein (7 
HI) aRNA. coaplete cds.//2. 2E-78//1 S29bp//6l V/L01790 
C-NT2RPI 001014 
C-NT2RP1001 395 

C-NT2RP1 001 41 0//PUTAT I VE GTP-BINDINC PROTEIN N08E3. 3. //8. 9E- 141 //3 

96ea//67X//P919l7 

C-NT2RPI00I424 

C-NT2RPI 001 449 

C-NT2RP100I457//Hoao sapiens partial aRNA for beta-transducin faai 

ly protein (putative). //I. 2E-137//629bp//1D0X//AJ005257 

C-NT2RP1 001 466 

C-NT2RPI00I475 

C-NT2RP100I482 

C-NT2RP1 001 494//NALE STERILITY PROTEIN 2. //7. 2E-40//261aa//27X//Q0 
8891 

C-NT2RP1 001 543//MV0- INOSITOL-1 -PHOSPHATE SYNTHASE (EC 5.5. 1.4) (IP 
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S) . //! . 6E-1 66//S06aa//60X//P42803 

C-NT2RP100154S//PLATELET-ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) 
(GP27) (MEMBRANE GLYCOPROTEIN SFA-1) (C0IS1 ANTIGEN).//!. 6E- 30// 2 3 
2aa//30X//03$S66 

C-NT2RP1001 569//S1GNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT 
(SR-BETA) .//S. 8E-12I//27I t*//89l//P477S8 
C-NT2RP100I 616 

C-NT2RPIOOI 66S//CAUM0DUL IN. //O. 00000051 //83aa//30V/P02S94 
C-NT2RP2000006//DNAJ PROTEIN (40 KD HEAT SHOCK CHAPERONE PROTEIN) 
(HSP40) . //% . 8E-1 7//79aa//55X//0341 36 
C-NT2RP2000007 

C-NT2RP2000008//Z INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2). 
//2. 4E-I 77//726aa//47X//P5l 523 

C-NT2RP2000032//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) 
(RSP-1) . //I . 8E-22//1 84aa//34J//Q0l 730 

C-NT2RP200004S//Hoao sapiens timorous iaiginal discs protein TidSS 
h oeo log <T 101 > aRNA, complete cds. //0//1390bp//98V/AF06 1749 
C-NT2RP2000054 

C-NT2RP2000056//PR0TE IN- TYROS IKE PHOSPHATASE EPSILON PRECURSOR (EC 
3.1.3,48) (R-PTP- EPSILON) . //9. 4E- 1 6// 45aa//1 001//P49446 
C-NT2RP2000067 

C-NT2RP2000070//CADHER IN- RELATED TUNOR SUPPRESSOR PRECURSOR (FAT P 

ROTEIN) . //3. 4E-51//383ii//321//P33450 

C-NT2RP2000079 

C-NT2RP2000088//Hoao sapiens aRNA for KIAA079S protein, pert ill cd 

s. //0//2286bp//1 O0S//A8Q1 8338 

C-NT2RP200009I 

C-NT2RP2000097 

C-NT 2 RP2000 1 1 4/ /Horn sapiens aRNA for GN3 synthase, complete cds./ 

/0//2 244bp//99V/AB0 1 8 3 56 

C-NT2RP2000I20 

C-NT2RP2000 1 2 6//P0SS I BLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L.//2. 
SE-II 7//541 aa//42t//P4l877 

C-NT2RP2000 1 3 3//Hooo sapiens aRNA for KIAA0989 protein, partial cd 
s . //0//2286 bp//99X//AB02 3206 

C-NT2RP20001 47//CLATHR IN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT 
ASSOCIATED PROTEIN AP47) (GOLGI ADAPTOR AP-I 47 KO PROTEIN) (HA1 
47 KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEI 
1 MEDIUM CHAIN) . //4. 4E-226//423aa//99N//P3SS8S 
C-NT2RP2000 1 S3//GAR2 PROTE I N. //9. 8E-23//3 1 1 aa//2B*//P4 1 891 
C-NT2RP2000 1 S7//ML02 PR0TEIN.//2. 6E-I l//62aa//40X//Q09329 
C-NT2RP20001 61//Hoao sapiens aRNA for KIAAIO08 protein, coaplete c 
ds. //3. 4e-315//1430bp//99*//ABO2322S 
C-NT2RP2000173 
C-NT2RP200017S 
C-NT2RP2000195 
C-NT2RP200020S 

C-NT2RP2000208//Hooo sapiens aRNA for KIAA0892 protein, partial cd 
s. //0//2898bp//99*//AB020599 

C-NT2RP2000224// INSULIN RECEPTOR SUBSTRATE-1 (IRS-1) .//0. 000043//1 

03aa//281//P35568 

C-NT2RP2000232 

C-NT2RP2000233 

C-NT2RP2000239 

C-NT2RP200024B//UOP-N-ACETYLGLUCOSAM1NE — PEPTIDE N-ACET YLGLUCOSAM 1 

NYLTRANSFERASE 110 KD SUBUNIT (EC 2.4.1.-) (0-GLCNAC TRANSFERASE P 

1 1 0 SUBUN IT).//3. 4E-21//21 0aa//33X//PS6558 

C-NT2RP2000270 

C-NT2RP2000274 

C-NT2RP2000283 

C-NT2RP2000288//HYPOTHET 1 CAL 111.9 KD PROTEIN C22H10.03C IN CHROMO 
SOME I. //I. 6£-27//576aa//2S*//Q10297 

C-NT2RP2000297//Z INC FINGER PROTEIN 184 (FRAGMENT) . //3. 3E-186//256 

aa//60S//Q99676 

C-NT2RP200029B 

C-NT2RP20003I0//Hunan proline dahydrogenase/prol ina oxidase (PROO 
H) aRNA, coaplete cds. //4. 3E-279//1 193bp//99»//U8238! 
C-NT2RP2000328 

C-NT2RP2000329//GTP : AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 

4. 10) (AK3) . //2E-1 1 l//226aa//92S//P08760 

C-NT 2 RP2000346/ /MYELO I D DIFFERENTIATION PRIMARY RESPONSE PROTEIN M 

Y01 16. //6. 3E-1 1 5//6 74a a//46N//P 1 7S64 

C-NT2RP2000369 

C-NT2RP2000412 

C-NT2RP200041 4//HETER0GENE0US NUCLEAR R I BONUCLEOPROTE I N F (HNRNP 
F) . //4. 3E-228//41 Saa//IOOX//P52597 

C-NT2RP2000422//Hoao sapiens N-acety Igl ucosaai ne-phosphate outase 

aRNA, coaplete cds.//0//l7S7bo//99X//AF10226S 

C-NT2RP2000438 

C-NT2RP200044B//KES1 PROTEIN. //8. 7E-S4//392aa//38V/P35844 
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C-NT2RP2000503 
C-NT2RP2000510 
C-NT2RP200051 6 
C-NT2RP2000603 
C-NT2RP200061 7 

C-NT2RP200Q634//Hoao sapiens aRNA for KIAA0614 protein, partial cd 

s. //0//2482bp//99*//ABQI 4514 

C-NT2RP2000656 

C-NT2RP20006S9 

C-NT2RP2000668//SER I NE/THREON I NE PROTEIN KINASE PKPA (EC 2.7.1.-). 

//I. 3E-27//349aa//32*//001577 

C-NT2RP2000704 

C-NT2RP2000710//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE 
— TRNA LI CASE) //2. 7E-l00//488aa//44X//O32O3B 
C-NT2RP2000764//NIFS PROTE I N. //6. 6E-36//2S2aa//421//P1 2623 
C-NT2RP2000809//Hooo sapiens aRNA for KIAA0873 protein, partial cd 
s. //0//3347bp//99X//AB020680 

C-NT2RP200081 2//D I LUTE MYOSIN HEAVY CHAIN, NON-NUSCLE (MYOSIN 5A) . 
//0. 000000056//I 79aa//29X//Q991 04 

C-NT2RP20008I4//GELAT ION FACTOR (ACTIN BINDING PROTEIN 120) (ABP-I 
20). //O. 0000001 l//96aa//29X//P1 3466 

C-NT2RP2000816//MAGNESIUM-CHELATASE 30 KD SUBUN i T. //0. 000000079//I 

72aa//28X//P26174 

C-NT2RP200081 9 

C-NT2RP2000B41 

C-NT2RP200084S 

C-NT2RP2000863 

C-NT2RP2000880//PR06ABLE TRANSLATION INITIATION FACTOR IF-2.//0//6 

94aa//99X//060841 

C-NT2RP2000892 

C-NT2RP200093 1//MATR I N 3. //2. 4E-289//467aa//9SX//P43244 
C-NT2RP2000932//Hoao sapiens aRNA; cONA 0KFZpS640043 (froa clone 0 
KFZp5S40043) . //0//2487bp//99X//AL060390 
C-NT2RP2000938 

C-NT2RP2000943//Hoao sapiens aRNA for KIAA07S5 protein, coaplete c 
ds . //0//3458bp//99V/A80 1 8298 

C-NT 2RP200096 S/ /Hoao sapiens aRNA for fls353, coaplete cds.//0//!9 

89bp//96V/AB024704 

C-NT2RP2000985 

C-NT2RP2001 036 

C-NT2RP200I 044 

C-NT2RP2001 0S6//Hoeo sapiens aRNA. chroaosoae 1 specific transcrio 
t K I AA0488. //0//2749bp//99V/AB0079S7 
C-NT 2RP200I 065 

C-NT2RP2001 070//PUTAT I YE PYRIDOIANINE 5‘ -PHOSPHATE OXIOASE (EC 1. 

4. 3. 5) (PNP/PMP OXIDASE) .//5. 8E-46//222aa//45V/Q20939 
C-NT2RP2001 081//SYNAPT0TAGMI N IV. //4. 2E-M8//430aa//54X//P50232 . 
C-NT2RP200I094 
C-NT2RP2001 1 19 

C-NT2RP2001 l27//Hoio sapiens aRNA for PLU-1 protein. //0//25Ubp//9 
9X//AJ 132440 
C-NT2RP2001 218 

C-NT2RP2001 245//MY0S I N HEAVY CHAIN, NONMUSCLE (CELLULAR MYOSIN HE A 
VY CHAIN) (NMMHC) . //2. 2E-I 0//366aa//2BX//P1 4105 
C-NT2RP2001 381 

C-NT2RP200I 397//Hoio sapiens aRNA: cONA DKFZp434Bl 74 (froa clone D 
KFZP434B1 74) . //0//!49Sbp//100V/AL080!46 
C-NT2RP2001 427 

C-NT2RP2001601//Hoeo sapiens aRNA for KIAA0797 protein, partial cd 

s. //0//1 748bp//99X//ABD1 8340 

C-NT2HP200I 675 

C-NT2RP200I 721 

C-NT2RP2001 907 

C-NT2RP2DQ1 969 

C-NT2RP2001 976//Mus ausculus calaodul in-binding protein SHA1 (Sba 

I) aRNA, coaplete cds. //4. 7E-1 77//1 S38bp//74X//AF062378 

C-NT2RP2002046 

C-NT2RP2002154 

C-NT2RP2002208 

C-NT2RP2002270//AF-9 PROTEIN.//O. 0000001 2//74aa//35X//P42568 
C-NT2RP200231 2 //Hobo sapiens aRNA for CDS2 protein. //0//2333bp//99 
V/Y16521 

C-NT2RP200232S//Hoao sapiens aRNA for Pexllp, coaplete cds. //8. 46- 
254//11 S8 bp// 99V/AB0 15594 

C-NT2RP2002385//Hoao sapiens synaptic glycoprotein SC2 spliced var 
iant aRNA, coaplete cds. //4. 3E-240//1 105bp//99V/AF038958 
C-NT2RP2002426 

C-NT2RP2002479//Hoao sapiens aRNA for ABC transporter 7 protein, c 
0 opiate cds. //0//21 80bp//99X//AB005289 

C-NT2RP2002537/ /HYPOTHETICAL 55.1 KD PROTEIN B0416. 5 IN CHRONOSONE 
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X.//6.2E-19//288aa//26*//Qll073 

C-NT2RP20Q2S95//PR0BABLE CALC I UN-B WO I KG PROTEIN ALG-2 (PNP41) (AL 
C-257) . //7. 5E-3S//1 8 1 aa//42 X //?\ 28 1 5 

C-NT2RP20Q261 S//PROTE I N ARGININE N-NETHYLTRANSFERASE 2 (EC 2.1.1. 

-) . //1 . 7E-51//326aa//38l//PS5345 

C-NT2RP2002621 

C-NT2RP2002672 

C-NT2RP2002701//HYPOTHET ICAL 38.1 KO PROTEIN C2F12. ISC IN CHRONOSO 

HE I I.//1. 9E-14//210ia//3M//014345 

C-NT2RP2002769 

C-NT2RP2002862//60S ACIDIC RlBOSOMAL PROTEIN PO (LIGHT-INDUCED 34 
KD PROTEIN) .//8. 8E-1 0//203aa//27%//P29764 

C-NT2RP2002928//Ho*o sapiens pre-*RNA splicing factor (PRPI7) aRN 
A, complete cds. //I. 9E-136//623bp//100*//AF038392 
C-NT2RP20Q2954 

C-NT2RP2002959//UBIQUI TIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2. 
19) (UBIQUITIN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(l 
7) KB 2) .//4. 6E-80//147aa//l 0QV/P51669 

C-NT2RP2002980//30S RIBOSONAL PROTEIN S10.//0. 00000001//98aa//36*/ 
/PI0129 

C-NT2RP2002986//Hoao sapiens aRNA for Kelch aotif containing prote 
in. complete cds.//0//2Z09bp//99*//AB026190 
C-NT2RP2003108 
C-NT2RP20031 17 

C-NT2RP2003121//Mus ausculus enhancer of polycoab (Epcl) aRNA. coa 
plate cds.//2. 3E-82//642bp//68*//AF079765 

C-NT2RP20031 25//RING CANAL PROTEIN (KELCH PROTEIN). //2. 4E-38//539a 

a//25S//Q046S2 

C-NT2RP2003I77 

C-NT2RP2003I94 

C-NT2RP200326S//Hoeo sapiens CGI-53 protein aRNA, coaplete cds.//0 
//I 580bp//99S//AFl 51 81 1 

C-NT2RP2003295//Hoao sapiens RNP aRNA for RPB5 aeidating protein, 
coaplete cds . //O// 1 526 bp//99*//AB006572 

C-NT2RP2003329//PUTATIVE ADENYLATE CYCLASE REGULATORY PROTE IN. //3. 

6E-l4//332aa//32l//P26337 

C-NT2RP2003367 

C-NT2RP2003433//PR0TEI N TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//5 

E-l 3 1//269aa//9 1 S//P38378 

C-NT2RP2003446 

C-NT2RP2003533 

C-NT2RP2003S43//HYPOTHETICAL TRNA/RRNA HETHYLTRANSf ERASE SLR1673 

(EC 2.1.1.-). //1 . 7E- 1 7//1 48aa//341//P7426 1 

C-NT2RP 2003596 

C-NT2RP2003629 

C-NT2RP2003687 

C-NT2RP2003714//Z INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) 
(HPF7) .//S. 4E-29//85aa//72X//Q0548l 
C-NT2RP2003737//UBIQUI TIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2. 
19) (UB1QUI TIN-PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17) 
KB 2) . //1. 7E-75//1 47aa//93V/P51 669 
C-NT2RP2003793 

C-NT2RP2003952//AMINOPEPT1DASE B (EC 3.4.11.6) (ARCINYL AMINOPEPTI 

DASE) (ARGININE ANINOPEPTIOASE) (CYTOSOL AM I NOPEPTIDASE IV) (AP-B 

).//!. 5£-23//200aa//30*//009l 75 

C-NT2RP2003986 

C-NT2RP2004042 

C-NT2RP20043 16/A+oao sapiens chroaosoae 1 clone J549L20, WORKING D 
RAFT SEQUENCE, in unordered pi eces. //8. 2E-202//926bp//100V/AL0968 
20 

C-NT2RP2004389//PR0BA8LE MITOCHONDRIAL 40S RIBOSONAL PROTEIN S9 PR 
ECURSOR. //9. 3E-15//1 26aa//39*//P381 20 

C-NT2RP2004392//MNN4 PR0TEIN.//1. 4E-1 1//l43aa//27*//P36044 

C-NT2RP2004463 

C-NT2RP2004602 

C-NT2RP20046I4//Hoao sapiens aRNA for KIAA0922 protein, partial cd 
s.//0//2040bp//99*//AB023139 

C-NT2RP2004655//Hoao sapiens aRNA for leucine rich protein.//8.5E- 
233//1061 bp//99X//AJ006291 

C-NT2RP2004689//HYP0THETICAL 192.5 KD PROTEIN C6G9. IOC IN CHRONOSO 
ME I.//5. 6E-64//61 6aa//33t//Q923SS 

C-NT2RP2004791//PUTATI VE LEUCYL-TRNA SYNTHETASE. CYTOPUSMIC (EC 
6. 1.1.4) (LEUCINE-- TRNA LIGASE) (LEURS).//9. SE-73//153aa//$9*//Ql 

0490 

C-NT2RP2004799//PROBABLE SUCCINYL-COA LIGASE [GDP-FORM I NG] . BETA-C 

MAIN PRECURSOR (EC 6. 2. 1.4) (SUCCINYL-COA SYNTHETASE. BETA CHAIN) 

(SCS-6ETA) . //3. 7E-1 3S//41 4aa//62*//P53S88 

C-NT2RP2Q04802 

C-NT2RP2004841 

C-NT2RP2004936 
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C-NT2RP2004959//P54 PROTEIN PRECURSOR. //O. 00000095//297aa//208//Pl 
3692 

C-NT2RP2004999 

C-NT2RP2005000 

C-NT2RP200500I//Hoao sapiens aRNA for K1AA061S protein, coaplete c 
d S . //O// 1 6 94 bp//99*//AB0 14515 

C-NT2RP20050I 2//Hoao sapiens aRNA for SEC63 protein.//0//169Jbp//9 
9V/AJ011779 

C-NT2 RP200 50 3 7//ANT I -SILENCING PROTEIN 1 . //3. 3E-47//I SSaa//59t//P3 

2447 

C-NT2RP2005I26//H. sapiens aRNA for RNA hel icasi (Nyc-regul a ted dea 

d boa protein). //0//23886p//98X//X98743 

C-NT2RP2005I40 

C-NT2RP2005147 

C-NT2RP20051 59 

C-NT2RP200S239//Hoao sapiens cysteine desulfurese (nifS) aRNA. coa 

pi e te cds. //0//2087bp//99l//AF09702S 

C-NT2RP200S270 

C-NT2RP2005276//Hoao sapiens aRNA for Acyl-CoA synthetase 3. coapl 

ete cds.//0//2122bp//99V/D89053 

C-NT2RP200S293 

C-NT2RP 20053 1 5//Hoao sapiens aRNA for KIAA0676 protein, partial cd 
s. //0//I 51 Sbp//99X//ABD1 4576 

C-NT 2RP 20053 S8//Hoao sapiens aethyl-CpG binding doaain-contaming 
protein IBD3 (NS03) aRNA. coaplete cds. //0//21 99bp//99*//AF072247 
C-NT2HP200S393//AUTOANT1GEN NGP-I.//7. 2E-39//224«a//3S*//Q1 3823 
C-NT 2RP 200 54 36//SPL ICING FACTOR. ARCININE/SERINE-RICH 4 (PRE-MRNA 
SPLICING FACTOR SRP75) . //1 . 2E-I3//I85aa//381//Q081 70 
C-NT2RP2005441 
C-NT2RP2005453 
C-NT2RP2005464 

C-NT2RP2005465//MI TOCHONORI AL CARRIER PROTEIN RIM2. //3E-44//2S2aa/ 

/41X//P381 27 

C-NT2RP200S472 

C-NT2RP2005495 

C-NT2RP2005498//PR0TEIN PHOSPHATASE PP2A. 55 KD REGULATORY SUBUNI 
T. ALPHA ISOFORM (PROTEIN PHOSPHATASE PPZA 8 SUBUNIT ALPHA ISOFOR 
M) (ALPHA-PR55) . //5. 2E-81//l66aa//88X//P3S876 

C-NT2RPZ005S09//Hoao sapiens CGI-45 protein aRNA, coaplete cds.//0 
//I825bp//99V/AF1 51 803 

C-NT2RP2005S2Q//Hoao sapiens chroaosoae-assoc i ited protein-E (hCA 
P-E) aRNA. coaplete cds. //0//3994bp//99*//AF092S63 
C-NT2RP200S52S//Mus ausculus kanadaptin aRNA. complete cds.//2.4E- 
304//1687bp//8SX//AF035S26 

C-NT 2RP 2005 540//Ho»o sapiens aRNA for KIAA0494 protein, coaplete c 
ds.//0//2856bp//991//AB007963 

C-NT2RP2005549//PUTATI VE LACTOYLGLUTATH I ONE LYASE (EC 4. 4. 1 . 5) (ME 
THYLGLYOXALASE) (ALDOKETOMUTASE) (GLYOXALASE 0 (GLX I) (KETONE-AL 
DEHYDE MUTASE) (S-O-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) .//2E-2 
0//1 81 aa//36 V/Q39366 
C-NT2RP200555S 

C-NT2RP2005557//Hoao sapiens clone 486790 diphosphoinos i tol oolyph 
osphate phosphohydrol ase aRNA. coaplete cds.//1E-46//576bp//70V/A 
F062529 

C-NT2RP200S620//Hoao sapiens epsin 2a aRNA, coaplete cds.//8. 9e-3l 

3//145Sbp//98*//AF062085 

C-NT2RP2005622 

C-NT2RP2005635//PR0BABLE NH (3) -DEPENDENT NAD(f-) SYNTHETASE (EC 6. 

3. 5. 1) . //16-1 l//128aa//3S*//P47623 

C-NT2RP2005637 

C-NT2RP200S640 

C-NT2RP20056S4//CYSTEINE STRING PROTEIN (CCCS1) .//I . 2E-1 3//74aa//4 
5X//PS6101 

C-NT2RP2005669//Hoao sapiens aRNA for DEDO protein. //3. 9E-209//957 
6p//99*//AJ010973 

C-NT2RP2005675//Hoao sapiens growth suppressor related ’ (DOC-1R) bR 
NA. coaplete cds.//4. 4£-200//908bp//99*//AF0898U 
C-NT2RP2005683 
C-NT2RP2005690 

C-NT 2 RP20057 1 2/ /Hobo sapiens aRNA for KIAA0799 protein, partial cd 
s . //0// 1 684bp//99*//AB0 1 8342 

C-NT2RP2005723//HNRNP ARGININE N-NETHYLTRANSFERASE (EC 2.1.1.-) (0 

DPI PROTEIN) . //0. 000000003//169aa//28t//P38074 

C-NT2RP2005748 

C-NT2RP2005752//Hoao sapiens TNFR-related death receptor-6 (0R6) a 
RNA, coaplete cds.//0//1968bp//99*//AF068868 

C-NT2RP2005753//Hoao sapiens 1-1 receptor candidate protein aRNA, 
coaplete cds. //Q// 1 966 bo//99 V/AF082 S 1 6 

C-NT2RP2005763//EUXARYOTIC INITIATION FACTOR 4A <EIF-4A).//1.7E-61 
//374a a//38*//P47 943 
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C-NT2RP20Q5767//G. gi 1 1 us PB1 gene. //5E-163//11S8bp//81X//X90849 
C-NT2RP200S773//Hoao sapiens pyrrol ine 5-carboiy late reductase iso 
fora (PSCR2) aRNA. coaplete cds.//2. 7E-180//6S6bp//99X//AFl 51351 
C-NT2RP2005775//NEUR0LYS I N PRECURSOR (EC 3.4.24.16) (NEUROTENS IN E 
N DO PEPTIDASE) (MITOCHONDRIAL OL I COPEPTIDASE M) (■ I CROSOMAL ENOOPEP 
TIOASE) (MEP) (SOLUBLE ANGIOTENSIN-BINDING PROTEIN) <SABP).//2. IE- 
21 3//249aa//8SX//Q02038 
C-NT2RP2005781 
C-NT2RP2005804 

C -NT2RP2 00583 5//SHP1 PROTE I N. //1 . 8E-28//208aa//32X//P34223 

C-NT2RP2005853 

C-NT2RP2005B66 

C-NT2RP2Q05886 

C-NT2RP2005B90 

C-NT2RP2005901//Hoao sapiens aRNA for KIAA097I protein, coaplete c 
ds.//0//l977bp//99X//AB0?3lS8 

C-NT2RP20OS933//NUCLE0P0R IN NUP57 (NUCLEAR PORE PROTEIN NUP57).//S 

E-I1//1 55aa//34X//P48837 

C-NT2RP2006038 

C-NT2RP2006043//SPL ICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA 

SPLICING FACTOR SRP75).//1. 5E-13//1 85aa//38X//Q08170 

C-NT2RP2006052 

C-NT2RP2006069 

CHIT 2RP 2008 071 

C-NT2RP200S1 O0//Hoao sapiens aRNA: cDNA DKFZpSS48102 (froa clone D 

KFZpSS4Bt 02) . //0//1 759bp//99X//AL049970 

C-NT2RP2006Y06 

C-NT2RP200614I 

C-NT2RP2006186//Hoao sapiens aRNA for KIAA0654 protein, partial cd 
1.//3. 3E-1 89//899bp//97t//AB0 1 4554 
CHIT2RP20081 96 
CHIT2RP2006200 

C-NT2RP2006219//H. sapiens aRNA for 0GCR6 protein. //I. IE-21 4//t 026b 

P//97X//X 96484 

C-NT2RP2006237 

C-NT2RP2006238 

C-NT2RP20O527S//NICR0TU8ULE-ASS0CIATED PROTEIN IB [CONTAINS: LIGHT 
CHAIN LC1] . //2E-S9//388aa//32X//P46821 
C-NT2RP2008312//Hoao sapiens 8AF57 (BAF57) gene, coaplete cds.//2. 
8E-274//1 236bp//99t//AF035262 
C-NT2RP2006333 
C-NT2RP200636S 
CHIT2RP2006393 

C-NT2RP20O8435//ANTER I OR-RESTR I CTEO H0ME080X PROTEIN (RATHKE POUCH 
HOMEO BOX). //0. 00000034//50»a//50l//Q61G58 
C-NT2RP2005456 

C-NT2RP2006464//Hoao sapiens aRNA for AND- 1 protein. //0//21 81 bp//9 

9V/AJ00S266 

C-NT2RP2006467 

C-NT2RP2006472 

C-NT2RP200S565//Sus scrofa aRNA for SCAMPI protein. //0//1 276bp//84 
X//Y1 5710 

C-NT2RP2006S71 //CYTOCHROME P450 2G1 (EC t.14. 14. 1) (CYPHCI) (P45 
O-NMB) (OLFACTIVE) .//4. 2E-l34//486aa//50X//P24461 
C-NT2RP2006573//2 . 3’ -CYCLIC NUCLEOTIDE 3' -PHOSPHODIESTERASE (EC 
3.1.4.37) (CMP) . //0. 0000055//1 69aa//25X//P09543 
C-NT2RP3000031//Hoao sapiens aRNA for KIAA0901 protein, coaplete c 
ds. //0//2S47bp//99V/AB020708 
C-NT2RP3000072 

CHIT2RP30001 42//Hoao sapiens aRNA tor KIAA0592 protein, partial cd 

s.//O//1404bp//97X//ABOl 1 164 

C-NT2RP3000220 

C-NT2RP3000251 

C-NT2RP30002S2//Hoao sapiens GTP-binding protein NGB aRNA, coaplet 

e cdS.//0//2388bp//99V/AF! 20334 

C-NT2RP3000312 

C-NT2RP3000320//Hoao sapiens partial aRNA for putative p621 protei 

n which interacts with transcr iption factor Spl.//0//1S44bp//100%/ 

/AJ242978 

C-NT2RP3000333 

C-NT2RP3000348 

C-NT2RP3000350//PR08ABLE GTP-BINDING PROTEIN HP0303. //0. 000000028/ 
/1 85aa//3 1 X//025074 

C-NT2RP3000359//GTP: AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.. 
4. 10) (AK3) . //2E-1 1 1//226aa//92X//P08760 

C-NT2RP300036 1 / /Hoao sapiens aRNA, coaplete cds, siailar to yeast 
pre-aRNA splicing factors. Prpl/Zerl and Prp6.//0//2072bp//98*//AB 
019219 

C-NT2RP3000386//RAS-RELATED PROTEIN RAB-1B.//2. tE-!07//206aa//99X/ 
/P35293 
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C-NT2RP300Q397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HEUCASE (DE 
AH BOX PROTEIN 1 3) // 1 . 7E- 1 39//679aa//41 X//043 1 43 
C-NT2RP3000403//Hoao sapiens forain binding protein 21 aRNA, coapl 
e t e cds. //0//2364bp//99X//AF07 1 1 85 
C-NT2RP3000484 

C-NT2RP3000527//Z INC FINGER PROTEIN 43 (ZINC PROTEIN HTF6 ). //A 8E- 
28//536a»//27X//P28 1 60 

C-NT2RP30QQ53 I//P0L I OV I RUS RECEPTOR PRECURSOR (CO 155 ANT I GEN) . //I . 
9E-l2//192ae//30X//P151Sl 

C-NT2RP3000596//TRICHOHYALIN. //2. 5E-1 7//304aa//28X//007283 
C-NT2RP3000599 

C-NT2RP3000632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 

//3E-140//499aa//46X//P5l 523 

C-NT2RP3000644 

C-NT2RP3000S6I 

C-NT2RP3000665 

C-NT2RP3000690 

C-NT2RP300Q759//ADP-RIB0SYLAT ION FACTOR. //7E-28//1 76aa//34X//Q946S 
0 

C-NT2RP3000825/ /NEUROGEN I C LOCUS NOTCH 3 PROTEIN. //2. SE-36//41 7aa/ 

/318//06I982 

C-NT2RP3000836 

C-NT2RP3000841 

C-NT2RP3000850 

C-NT2RP3000852 

C-NT2RP3000859 

C-NT2RP3000868//Huaan ovarian cancer downreguiated ayosin heavy ch 
a in hoao log (Docl) aRNA, coaplete cds.//6. 9E-69//16Hbp//6IX//U534 

45 

C-NT2RP3000869 

C-NT2RP3000901 

C-NT2RP300091 7//Hoao sapiens Dhal-like protein aRNA. coaplete cds. 
//0//31 99bp//99V/AF064257 

C-NT2RP30009I 9//Rat tus norvegicus golgi peripheral aeabrane protei 
n p6S (GRASP65) aRNA, coaplete cds. //2. 7E-185//585bp//88*//AF0 1526 
4 

C-NT2RP3000980 

C-NT2RP3000994//MATERNAL EFFECT PROTEIN STAUFEN.//0.00000006//78aa 

//48V/P25I59 

C-NT2RP3001004 

C-NT2RP3001081 

C-NT2RP3001084 

C-NT2RP300I096//Rsttus norvegicus leprecan (leprel) aRNA, coaplete 
cds.//1.7E-94//787bp//66V/AF087433 
C-NT2RP3001 1 07//PEREGR IN (BR1 40 PROTEIN) . //3E-44//260aa//40t//P5S2 
01 

C-NT2RP3001 109 
C-NT2RP3001 1 16 
C-NT2RP3001 1 19 
C-NT2RP3001 1 33 

C-NT2RP3001 ?40//Hoao sapiens aRNA for KIAA0762 protein, partial cd 
s.//0//2802bp//99X//AB018305 

C-NT2RP3001 I 5S//Hoao sapiens aRNA for AND-1 prote. n.//0//2732bp//9 
9V/AJ006266 

C-NT2RP3001 1 76/ /HYPOTHET I CAL 85.3 KD PROTEIN IN MADI-SCY1 INTERCEN 
1C REGION. //I. 7E-10//l96aa//27*//PS3154 
C-NT2RP3001 21 4 

C-NT2RP3001216//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE I) (FRAGMENT 
) . //0 . 000002 3// 1 3 7 a a// 3 3 V/P3 566 3 

C-NT2RP300122I//GAMMA-BUTYR0BETAINE. 2-OXOGLUTARATE OIOXYGENASE (EC 
1.14.11.1) (CAMMA-BUTYROBETAINE HYDROXYLASE) . //I . 9E-31//353aa//30 
1//P801 93 
C-NT2RP3001236 

C-NT2RP300 1 239//M I CRO TUBULE -ASSOC I ATED PROTEIN IB (MAPI. 2) (MAPI ( 
X)) [CONTAINS: LIGHT CHAIN LC !].//!. 2£-166//39Saa//S1X//P1 4873 
C-NT2RP3001 260//Hoao sapiens aRNA for KIAA0911 protein, coaplete c 
d s . //0//24 97 bp//9 9X//AB0 20718 
C-NT2RP3001 307 
C-NT2RP3001 325 

C-NT2RP300l384//Hoao sapiens NAKAP9S aRNA for neighbor of A-kmase 
anchoring protein 95, coaplete Cds.//0//I2l3bp//99X//AB025905 
C-NT2RP3001392 
C-NT2RP3001396 

C-NT2RP3001 398//TRANSCR I PT I ONAL REPRESSOR CTCF.//1. 3E-61//374aa//3 
SX//P49711 

C-NT 2RP3001407 //SCY 1 PROTEIN. //0. 0000003 3//143aa//2SX//P53009 
C-NT2RP3001420 

C-NT2RP3001426//DNAJ PROTEIN (FRAGMENT) . //1E-1S//77aa//46X//033529 
C-NT2RP3001427//IERNER SYNDROME HEUCASE HOMOLOG. //2. 7E-10//159ai/ 
/33X//009053 
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C-NT2RP3001457 

C-NT2RP3001 472//N0NHI STONE CHROMOSOMAL PROTEIN 6A. //9. IE- I 3//87aa/ 
/43X//P1 1 832 

C-NT2RP3001495//Huaan ox idoreductase (KHCMA56) aRNA, coaplete cds. 
//0//1475bp//99X//U13395 

C-NT2RP3001497//Hoao sapiens Multiple aeabrane spanning receptor T 

RC8 (TRC8) aRNA, coaplete cds. //0//2295bp//99*//AF0648Q1 

C-NT2RP30Q 1 529//SP00B-ASS0C I ATED GTP-B I NO INC PROTEIN. //I E-61//345* 

a//42%//P20964 

C-NT2RP3001621 

C-NT2RP3001629 

C-NT2RP300I642//HTPOTHETICAL PROTEIN KIAA0210. //6. 8E-l8//9taa//38* 
//Q92609 

C-NT2RP3001646//TO-40 REPEAT PROTEIN MSI2.//8. 8E-09//1 32aa//31 X//0 
22468 

C-NT2RP300I676 

C-NT2RP3001679 

C-NT2RP300I799//MYOSIN HEAVY CHAIN, STRIATED MUSCLE. //I . 6E-1 1//348 
ai//27*//P24733 

C-NT2RP300I819//RINC CANAL PROTEIN (KELCH PROTEIN) .//7. 4E-18//24 9a 

a//30 V/P046 52 

C-NT2RP3001896 

C-NT2RP300I 915 

C-NT2RP300I929 

C-NT2RP30031 93//Z I NC FINGER PROTEIN 13S.//7. 3E-9S//269aa//62V/P5Z 
742 

C-NT2RP3004466 

C-NT2RP3004480/ /VACUOLAR PROTEIN SORT INC-ASSOCIATED PROTEIN VPS35. 
//3. 3E-1 13//466aa//42S//P34l 10 

C-NT 2RP3004S 3 9//Homo sapiens mRNA for KIAA0632 protein, partial cd 
s. //0//1 520bp//99X//AB01 4532 

C-NT 2RP3 004 544//Hoao sapiens mRNA for KIAA05S4 protein, partial cd 
s. //0//974bp//95X//AB01 1 1 26 

C-NT2RP3004S69/ / ANK YR I N. BRAIN VARIANT 1 (AWKYRIN B) (ANKYR1N, NON 
ERYTHRO I 0) . //O. 000000038// I S0aa//28t//Q0 1 484 

C-NT2RP3004572//Hoao sapiens cofactor of initiator function (Cl FIS 
0) mRNA. coaplete cds.//0//1770bp//99V/AF026445 
C-NT2RP3004578//Hoao sapiens mRNA for KIAA0477 protein, coaplete c 
ds. //0//1 639bp//99V/AB007946 

C-NT2RP3004S94//Hoao sapiens mRNA for ANO-I protein. //0//l807bp//9 
9S//AJ006266 

C -NT2RP3D046 I 7//Z INC -BINDING PROTEIN A33. //7. 2E-75//464aa//35*//Q0 

2084 

C-NT2RP3004618//Hoao sapiens putative RNA-binding protein Q99 aRN 
A, coaplete cds.//0//3972bp//98S//AF093097 

C-NT2RP3004669//ETHANOLAMINE KINASE (EC 2.7.1.82) (EASILY SHOCKED 
PROTE I N) . //1 . 7E-72//2S4aa//45V/PS4352 

C-NT2 RP4000008/ ’/CHLOR I NE CHANNEL PROTEIN P64. //2. 6E-98//239aa//64* 
//P35S26 

C-NT2RP4000051 //SYNAPTONEMAL COMPLEX PROTEIN SC65. //4. 9E-5l//335aa 
//37X//Q6437S 

C-NT2RP4000078//Hoao sapiens mRNA for KIAA0850 protein, coaplete c 
ds. //0//3013bp//99V/AB0206S7 

C-NT 2RP4000 1 09/ /Hoao sapiens nRNA for MEGFS, partial cds. //0//216I 
bp//99X//A801 1 538 

C-NT2RP4000I II //CLEAVAGE AND POLYADENYLAT ION SPECIFICITY FACTOR. I 
00 KD SUBUNIT (CPSF 100 KO SUBUNIT) . //0//728aa//99S//Q! 0S58 
C-NT2RP40001 29 

C-NT2RP4000t47//Drosophi la aelanogaster putative ARFI GTPase activ 

ating protein (ARFI -GAP) mRNA, coaplete eds.//3. 8E-28//528bp//67V 

/AF0I1427 

C-NT2RP40001 50 

C-NT2RP40001 51 

C-NT2RP40001 59 

C-NT2RP400018S 

C-NT2RP40002l0//Hoao sapiens aRNA for KIAA0700 protein, partial cd 
s. //0//41 49bp//99K//AB0 1 4600 

C-NT2RP40002I2//ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA) . // 
S. 9E- 1 5//1 04aa//40X//PI 5287 

C-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein 
(CASP) . //0//1 932bp//99V/AJ006470 
C-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 (NOPP-1) .//l. 7 
E-84//2Q8aa//76X//Q03173 

C-NT2 RP40002 59//CLUTATH I ONE PEROX I OASE 2 (EC 1 . 1 1 . 1 . 9) . //S. 5E-29// 
I 53aa//43K//023968 

C-NT2RP40002 90//HYP0THET I CAL 116.5 KD PROTEIN C20G8. 09C IN CHROMOS 
OME I . //3. 5E-297//1 024ia//SS*//PB71 1 5 

C-NT2RP40003 1 2// ADENYLATE CYCLASE (EC *.6.1.1) (ATP PYROPHOSPHATE- 
LYASE) (ADENYLYL CYCLASE) . //I . 5E-26//237aa//28«//Q01 631 
C-NT2RP4000323//KERATIN. ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KER 
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ATIN).//0. 0000003//10laa//32X//P26372 
C-NT2RP4000355 

C-NT2RP4000360//Hoao sapiens mRNA tor KIAA0738 protein, complete c 
d s . //0//4 07 4 bp//99*//AB0 1 82 8 1 

C-NT2RP4000367//Hoho sapiens IkappaB kinase conplex associated pro 
tein ( I KAP) aRNA, coaplete cds. //0//4782bp//99l//AFO4419S 
C-NT2RP4000370//MIT0CHON0RIAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECU 
RSOR (NRF- 1 ) . //2. 6E-77//262aa//54X//075S70 

C-NT2RP4000376//Hobo sapiens mRNA for phospholipase A2 activating 

protein. //0//241 2bp//99V/AJ 238243 

C-NT2RP400038! 

C-NT2RP4000398//Z INC FINGER PROTEIN 140. //2. 9E-llO//43Saa//50*//PS 
Z738 

C-NT2RP400041S 

C-NT2RP400041 7//MANN0SYL-0LIG0SACCHARIDE ALPHA-1, 2-NANNOS I OASE (EC 
3.2.1.113) (MAN (9) -ALPHA-MANNOS I OASE) (FRAGMENT) . //2. 6E- Sl//438aa/ 
/33V/P4570I 

C-NT2RP4000448//Homo sapiens aRNA: cDNA DKFZpS66G0746 (froa clone 

DKFZpS66G0746) . //0//399I bp//99X//AL05Q078 

C-NT2RP4000449 

C-NT2RP4000455//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO. //0. 0000 
003//I 7Saa//27K//P09309 

C-NT2RP4000457//UBIQUITIN CARBOXYL- TERM INAL HYDROLASE 15 (EC 3.1. 

2.15) (U8 1 QUIT IN THIOLESTERASE 15) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE 15) (DEU8 1 QU I T 1 NAT I NG ENZYlfc 15) . //2. 5E-37//29I aa//38K//PS 
0101 

C-NT2RP4000480 

C-NT2RP4000481//ATP-DE PENDENT RNA 11 CASE DOBI (MRNA TRANSPORT RE 
GULATOR MTR4).//1 . 9E-67//721 aa//291//Q09475 

C-NT2R P4000498/ /MOB 1 PROTEIN (MPS1 BINDER I) . //8. SE-5Q//Z14aa//50* 

//P40484 

C-NT2RP4000500 

C-NT2RP40005 1 8//ATP-0E PENDENT RNA HEUCASE ROK T . // 1 . SE- 1 06//495a a/ 
/45JL//P4581 8 
C-NT2RP4000524 
C-NT 2RP4000 54 1 

C-NT 2RP4000 556/ /SLUM PROTEIN (SRE1 PROTEIN). //7.4E-l4//233aa//31 V 

/P40319 

C-NT2RP4000560 

C-NT2RP4000588 

C-NT2RP40006 1 4/ /Hoao sapiens TLS-associated protein TASR-2 aRNA. c 

obpI ete cds. //2. 9E-l88//863bp//99V/AF067730 

C-NT2RP4000638 

C-NT2RP4000648//TRANS-ACT I NG TRANSCRIPTIONAL PROTEIN ICPO. //0. 0000 
0037//T 75aa//27*//P09309 

C-NT2RP4000657//SPORE COAT POLYSACCHARIDE BIOSYNTHESIS PROTEIN SPS 
E. //!. lE-32//3S0aa//30*//P3962S 
C-NT2RP 4000704 

C-NT2RP40007 1 3/ /HYPOTHET I CAL 55.1 KD PROTEIN B0416. S IN CHROMOSOME 
X.//1. 1E-13//Z95aa//27J//Q1 1073 

C-NT2RP4000724//RETROV I RUS- RELATED ENV POLYPROTEIN. //3. 2E-I91//199 
aa//78*//P10267 

C-NT2RP4000728/ /Hobo sapiens mRNA tor KIAA093I protein, partial cd 

si //0//3392bp//95*//A8023 1 48 

C-NT2RP4000737 

C-NT2RP4000739//Hoao sapiens aRNA for KIAAI012 protein, coaplete : 
ds.//0//3574bp//99S//AB023229 

C-NT2RP4000781 //HYPOTHET I CAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGE 
NIC REGION. //0. 000000032//67aa//3)X//P5391 5 

C-NT 2RP40008 17/ /Homo sapiens aRNA for KIAA0470 protein, coaplete c 

ds . //0// 1 92 7 bp//99X//AB007939 

C-NT2RP4000833 

C-NT2RP4000837//Hoao sapiens aRNA for zinc finger protein SALL1.// 
4. 3E-94//81 0bp//65K//Y 1 8265 

C-NT2RP4000839//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1.//8. 5 
E-21//271 aa//28*//Q00808 

C-NT2RP40Q085S//AMINOPEPT IDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTI 
OASE) (ARGININE AMI NOPEPT I OASE) (CYTOSOL AM I NOPEPTIDASE IV) (AP-B) . 
//5. 7E-82//324aa//48X//00917$ 

C-NT2RP4000865//Z INC FINGER PROTEIN ZFP-36 (FRAGMENT) . //4. 1E-8S//1 
74aa//SS*//Pl6415 

C-NT2RP4000878//MYELO 1 0 UPRECULATED PROTEIN. //6. 2E-91//173aa//87*/ 
/03S682 

C-NT2RP4000879//UBI QUIT IN-ACTIVATING ENZYME El (A1S9 PROTEIN) . //9. 
6E-96//51 3aa//42S//P223l4 

C-NT2RP400092S//F I BROMOOUL IN PRECURSOR (FM) (COLLAGEN-B I NO I NG 59 K 
0 PROTEIN) . //2. 6E-26//227aa//36*//Q06828 

C-NT2RP4000927//U8IQUI TIN CARBOXYL-TERMINAL HYDROLASE DU8-1 (EC 3. 

1.2.15) (UBIQUI TIN THIOLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCES 
SING PROTEASE DUB-1) (OEUBIQUI TINATING ENZYME !).//!. 5E-76//346aa/ 
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/43V/Q61068 

C-NT2RP4Q0D928//Hoao sapiens bRNA for CDS2 prote in. //0//2487bp//99 
X//Y16S21 

C-NT2RP4000929//PUTATIVE ATP-DE PENDENT RNA HELICASE MJ1S05.//0.000 

000 1 4//1 85aa//2SK//Q589Q0 

C-NT2RP4000955 

C-NT2RP4000973/ /PROBABLE PROTEIN DISULFIDE t SOME RASE PS PRECURSOR 

(EC 5. 3.4. 1).//1.4E-26//90ia//42J//P38660 

C-NT2RP400097S 

C-NT2RP40 00979 

C-NT2RP4000984 

C-NT2RP4000989//UNC-47 PROTEIN. //O. 0000082// 173aa//2S*//P34579 
C-NT2RP4000997//DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE 
(EC 2. 7. 7. 6) (RNA POLYMERASE I SUBUNIT 2) (RPAI35).//0//838aa//87X 
//P70700 

C-NT2RP4001 004//VACUOLAR PROTEIN B.//3. 7E-16//401aa//26X//P39968 
C-NT2RP4001006 

C-NT2RP4001 01 0//Hoao sapiens bRNA for KIAA0964 protein, cobp I e to c 
ds. //0//2482bp//99t//AB0231 81 

C-NT2RP400 1041 //PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6. 1.1.4) (LEUC 

INE--TRNA LI CASE) //I. SE-92//443aa//44X//Q09996 

C-NT2RP4001057 

C-NT2RP40010S4//SYNAPTQNEMAL COMPLEX PROTEIN SC6S. //6. 7E-51//335aa 
//37X//Q64375 

C-NT2RP400 1 079//CALC I UM- TRANSPORTING ATPASE 1 (EC 3.6.1.38) (GOLGI 
CA2+-ATPASE) . //1 . 3E-123//563aa//46X//P1 3586 

C-NT2RP4001080//Hobo sapiens bRNA for Rodl. coBplete cds. //0//1439 

bp//99*//AB023967 

C-NT2RP4001086 

C-NT2RP400109S//DOUBLE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-. 

-) (DSRKA ADENOSINE DEAMINASE) (RNA EDITING ENZYME 1) .//2. 6E-17//1 
21 aa//36 V/PS 1 400 
C-NT2RP4001 100 

C-NT2RP4001 1 1 7//PROTE I N TRANSPORT PROTEIN SEC61 ALPHA SU8UNIT.//1. 
9E-1 1 5//224aa//100X//P38378 

C-NT2RP4001 1 22//TIPO PROTE IN. //I . 4E-65//2S3aa//4IX//0 15736 
C-NTZRP4001 1 2S//TR I CHOHYAL I N. //2. 9E-1 8//380a a//26*//Q07283 
C-NT2RP4001 1 38 

C-NT2RP40Q1 ! 43//SUCCI NYL-DI AMI NOP I IE LATE DESUCC INYLASE (EC 3. 5.1.1 
8) (SDAP) . //0. 0000002 1//93aa//33l//P4451 4 
C-NT2RP4001 148//S0F1 PROTE IN. //1 . 3E-104//236aa//52X//P33750 
C-NT2RP4001 149 

C-NT2RP4O01 1 50//NG-CAM REUTED CELL ADHESION MOLECULE PRECURSOR (N 
R-CAM) (BRAVO). //3. 4E-29//385aa//29S//P3S331 

C-NT2RP4001 1 74//NQN-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PR 
ECURSOR (CTPT) . //4. 7E-29//227aa//35X//P521 78 

C-NT2RP4001206//Drosophi la aelsnogaster strawberry notch (sno) aRN 
A. coBplete cds.//4. 4E-1 04// 1460 bp//65X//U9 5760 
C-NT2RP4001 207 
C-NT2RP4001210 

C-NT2RP4001 219//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
(EC 5. 3. 4. 1) . //6. 2E-27//90aa//42S//P38660 

C-NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEIN).//1.8E-I03//S08 

aa//43*//Q04652 

C-NT2RP4001235 

C-NT2RP4001256 

C-NT2RP4001260//Ho«o sapiens bRNA for KIAA087S protein, partial cd 
s. //0//2876bp//99X//AB020682 

C-NT2RP4001 274//HuBan transporter protein (gl7) aRNA. coaplete cd 
S. //4. 4E-58//1 1 96 bp// 6 1 %/ /U49082 

C-NT2RP4001 276//TR I CHOHYAL IN. //7. 9E-09//1 2Saa//32*//Q07283 
C-NT2RP400131 3//MI TOCHONDRI AL IMPORT RECEPTOR SUBUNIT T0M40 (MOM38 
PROTEIN) (TRANSLOCASE OF OUTER MEMBRANE 40 KO SUBUNIT) .//5. 9E- 17/ 
/296aa//29*//P24391 

C-NT 2R P400 1315/ /Bos taurus bRNA for RabS GDP/GTP exchange factor. 
RabexS. //8. SE-21 3//1 1 29bp//92*//AJ001 1 1 9 

C-NT2RP400 1 3 3 9//Hoao sapiens bRNA for AMMERC1 protein. //9. 2E- 160// 

736bp//99X//AJ0070l 4 

C-NT2RP4001343 

C-NT2RP4001 345//Hobo sapiens bRNA for LCAT-like I ysophospho lipase 
(LLPL) . coaplete cds. //2. 7e-310//1400bp//100X//AB01 7494 
C-NT2RP400135l//Huaan ovarian cancer downregulated ayosin heavy ch 
ain hoBOlog (Oocl) bRNA, coaplete cds. //I . 4E-S8//2425bp//59*//U534 
45 

C-NT2RP4O01353 

C-NT2RP4001 372//I R REGULAR CHIASM C-ROUCHEST PROTEIN PRECURSOR (IRR 

EC PROTEIN) . //I . 6E-1 9//222aa//30X//Q08l 80 

C-NT2RP4001373 

C-NT2RP4001375//N0N- RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2. 
7.1.112) (TYROSINE- PROTEIN KINASE 1) . //9. 2E-1 7//146aa//35X//Pl8l6 
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0 

C-NT2RP4001 379//HYPOTHET ICAl 49.1 KD PROTEIN C11D3.06 IN CHROMOSOM 
E l.//2E-53//436aa//30X//Q1008S 

C-NT2RP4001 407//Hoao sapiens aRNA for KIAA0923 protein, coaplete c 
d s . //0//271 6 bp//99*//AB02 3 1 40 

C-NT2RP400141 4//S6PT IN 2 HOMOLOG (FRAGMENT) . //7. 7E-t90//422aa//82% 
//Q 14141 

C-NT2RP4001433//Z1NC FINGER PROTEIN 184 (FRAGMENT) . //I . ZE-1 38//41 9 
aa//54X//Q99676 

C-NT2RP400I474//Xenopus laevis putative Zic3 binding protein aRNA 
coaplete cds. //2. 7E-66//738bp//7lX//AFl 29131 
C-NT2RP4001483//2-OXOGLUTARATE DEHYDROGENASE El COMPONENT PRECURSO 
R (EC 1.2. 4. 2) (ALPHA-KETOGLUTARATE DEHYDRQGENASE) . //0//962aa//78% 
//Q022I8 

C-NT2RP400149S//AMKYR IN REPEAT-CONTAINING PROTEIN AKR1.//1E-27//37 

4aa//29X//P3901 0 

C-NT2RP4001 502 

C-NT2RP400I 507 

C-NT2RP400I 524 

C-NT2RP4001S47//HYP0THETICAL 45.0 KO PROTEIN IN NOT1/CDC39-HNR I NT 
ERGEN 1C REG I ON. //5. 7E-S4//242aa//3SX//P25656 

C-NT2RP400I551//Hoao sapiens chroaat in-speci f ic transcription elon 
gat ion factor FACT 140 kDa subunit aRNA. coaplete cds. //0//3202bp/ 
/99X//AF 152961 

C-NT2RP4Q01 555//PUTAT I V£ ENDONUCLEASE VIII (EC 3. 2. . //4. 7E-09/ 
/216aa//24X//P96902 

C-NT2RP4001 567//ARMAO I LLO SEGMENT POLARITY PROTE IN. //0. OOOOOOS4//2 
l3aa//26»//Q02453 

C-NT2RP4O0I SS8//Z I NC FINGER PROTEIN GCS1.//1. 8E-10//109aa//36X//P3 
5197 

C-NT2RP400I571 

C-NT2RP4001574//Hoao sapiens coat protein gaasa-cop bRNA, coaplete 
cds. //0//3046bp//99V/AF1007S6 

C-NT2RP4001 575//Ra t tus norvegicus aRNA for AREt prote in. //0//1087b 
P//87V/AJ223830 

C-NT2RP4QOI S92//IS0LEUCYL-TRNA SYNTHETASE (EC 6. 1.1.5) (ISDLEUCIN 

E--TRNA LI CASE) (ILERS) . //1 . 7E-141//373aa//47X//P73505 

C-NT2RP40016 10//Hoao sapiens aRNA for K1AA0869 protein, partial cd 

s. //0//1 897bp//99*//AB02Q676 

C-NT2RP400I6I4 

C-NT2RP4001634 

C-NT2RP4001638//0NA REPAI R/TRANSCR I PT I ON PROTEIN ICT18/NMS1 9.//S. 1 
E-46//234aa//32V/P40469 

C-NT2RP400 1 644/ /MY OS I N LIGHT CHAIN KINASE (EC 2.7.1.117) (MLCX) . // 

6. 4E-1 9//1 1 1 aa//45X//P25323 

C-NT2RP4001S77 

C-NT2RP4001679 

C-NT2RP4001696//CLEAVAGE AND POLYADENYLAT I ON SPECIFIC ITY FACTOR. I 
00 KD SUBUNIT (CPSF 100 KD SUBUN 1 T) . //4E-1 0//243aa//2SX//Q1 0568 
C-NT2RP400I725//CUANINE PBJCLEOT I DE-B I NO I NG PROTEIN BETA SUBUNIT.// 
3E-10//128aa//32X//fl 10282 

C-NT2RP4001730//UDP-GLUCOSE :GLYC0PR0TE IN GLUCOSYLTRANSFERASE PRECU 
RSOR (EC 2.4.1.-) (DUGT) . //6. 4E-1 70//1 1 68aa//33V/Q0933? 
C-NT2RP4001739 

C-NT2RP4001 753//Z I NC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) . 
//3. 9E-23S//66Saa//58X//PSlS23 

C-NT2RP4001 760//PUTAT I YE RKO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTO 
R (RHO/RAC GEF) (FAC I OCEN I TAL DYSPLASIA PROTE IN) . //4. lE-16//2G3aa/ 
/2U//P98174 

C-NT2RP4001 790//Hoao sapiens aRNA for KIAAI015 protein, coaplete c 

ds. //0//3144bp//99X//AB023232 

C-NT2RP4O018O3 

C-NT2 RP4O0 1 822//PLATELET-ENDOTHEL I AL TETRASPAN ANTIGEN 3 (PETA-3) 
(CP27) (MEMBRANE GLYCOPROTEIN SFA-1) (CD151 ANTIGEN) . //I . 2E-30//24 
1aa//30X//035566 

C-NT2RP40O1 823//MI CROF I BR I L-ASSOC I ATEO GLYCOPROTEIN 4. //I . 1 E- I 9//7 

7aa//54X//P55083 

C-NT2RP400I828 

C-NT2RP4001 838/ /Hobo sapiens CoREST protein (COREST) aRNA, coaplet 
e cds. //6. 3E-99//S55bp//73*//AF 1 55595 
C-NT2RP4001861//TR ICHOHYALIN. //lE-35//307aa//34X//P37709 
C-NT2RP4001893//Hoao sapiens aRNA: cONA DKFZp5640043 (froa clone D 
KFZpS64Q043) .//0//1 306bp//98X//ALQ50390 

C-NT2RP4001 896/ /VEffiTAT I BLE INCOMPATIBILITY PROTEIN HET-E-1 . //0. 00 

000001 4//345aa//25X//Q00808 

C-NT2RP4001901 

C-NT2RP4001 927//MICH0TU8ULE-ASS0C IATEO PROTEIN YTM1 . //I . 3E-38//25B 
*a//32V/Q1 2024 

C-NT2HP4001 938//TRANSCR IPTIONAL REPRESSOR CTCF. //9. 8E-«0//303aa//3 
8V/P4971 1 
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C^NT2RP400 1 946//PROTE I N- L - ISOASPARTATE O-METHYL TRANSFERASE (EC 2. 
1.1.77) (PROTEIN- BETA-ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEI 
N L-lSOASPARTYL NETHYLTRANSFERASE) (L-ISOASPARTYL PROTEIN CARBOXYL 
NETHYLTRANSFERASE) . //1 . 5E-1 3//21 1 aa//28X//Q43209 
C-NT2 RP400 1 9S0//GLUT AN I C ACID-RICH PROTEIN PRECURSOR.//!. 2E- 1 3//3 5 
6aa//27X//P1 3816 
C-NT2RP40019S3 
C-NT2RP400I966 
C-NT2RP4001975 

C-NT2RP400201 8//RI NG CANAL PROTEIN (KELCH PROTE IN) . //$. 9£-24//370a 

a//27X//Q04652 

C-NT2RP4002052 

C-NT2RP4002058//PUTAT I VE PRE-NRNA SPLICING FACTOR RNA HEL I CASE (DE 
AH BOX PROTEIN I3)//1E- 1 37//679aa//40X//043143 
C-NT2RP4Q0207I ' 

C-NT2RP4002078//Z I NC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) 
(HPF7) . //3E-1S0//722aa//39X//Q0548l 
C-NT2RP4002081 //TRANSCRIPT I ON INITIATION FACTOR I IA ALPHA AND BETA 
CHAINS (TFIIA P35 ANO P19 SUBUNITS) (TFIIA-42) (TFl IAL) . //O. 00000 
67//250aa//J1X//PS2655 
C-NT2RP4002298 

C-NT2RP4002408//PROTEIN KINASE CEKI (EC 2. 7. 1. -).//!. SE-63//1 59aa/ 

/S3X//P38938 

C-NT2RP4002791 

C-NT2RP4002888//Hoao sapiens aRNA: cONA DKFZp434FJ72 (froa clone 0 

KFZp434FI72) . //0//2557bp//99X//AL080202 

C-NT2RP400290S 

C-NT2RP5003481//RLRI PROTEIN. //9. 7E-22//l77aa//27X//P53552 

C-NT2RP5003477//VEGETAT I BLE INCOMPATIBILITY PROTEIN HET-E- 1 . //5. 5 

E-1 S//280aa//27X//Q00808 

C-NT2RP5003492 

C-NT2RP5003500 

C-NT2RP5003506 

C-NT2RP5003S22//NADPH-CYTOCHRONE P4S0 REDUCTASE (EC 1.8. 2. 4) (CPR 

) ,//3. 3E-23//219ta//40X//P371 16 

C-NT2RP5003524 

C-NT2RP50O3534 

C -OVARC 1 0000 06//H I STONE H2A. 1 . //1. 1E-55//1 17aa//99X//P02262 
C-OVARC I 00001 3//APOPTOT I C PROTEASE ACTIVATING FACTOR 1 (APAF-1).// 
0. 000004 2//1 02ai//32X//01 4727 

C-OVARC 1 0000 14//Hoao sapiens CLEI (GUI) aRNA, coaplete cds.//2.6 
E-295//1 393bp//97X//AF058922 
C-0VARC1 000035 

C-0VARC1 OOOOSO//EXTRACELLULAR RIBONUCLEASE U PRECURSOR (EC 3.1.2 
7. 1 ) (RNASE U) . //0. 00000032//60aa//4SX//P80022 
C-0VARC1 0000B7//H I STONE NACR0-H2A. 1. //I. 6E-12//174aa//26X//Q02B74 
C-OVARC 1000091 //HOST CELL FACTOR Cl (HCF) (VPI6 ACCESSORY PROTEIN) 
(HFC1) (VCAF) (CFF).//8.4E-14//259aa//30X//PSI8l0 
C-OVARCIOOOI 13 

C-OVARC 1 0001 39//Hoao sapiens CGI -21 protein aRNA. coaplete cds.//0 
//I 562bp//99X//AFl 329SS 
C-OVARCIOOOI 48 

C-OVARC 1 0001 51//Hoao sapiens partial aRNA for putative protein p38 
interacting with transcr iption factor Spl.//2. 5E-95//4S1 bp//98X// 
AJ242975 
C-OVARC I 000 188 

C-OVARC 1000209//0ryza sativa subaergence induced protein 2A aRNA. 
coaplete cds. //1 . 8E-32//51 1 bp//65X//AF0S8332 
C-OVARC 10002 1 2 . 

C-OVARC 1 000241 / /HYPOX I A- 1 NDUC I BU FACTOR 1 ALPHA (HIF-I ALPHA) (AR 
NT INTERACTING PROTEIN) (MEMBER OF PAS PROTEIN 1) (MOP1) (HIF1 ALP 
HA).//8. 2E-120//35laa//54X//Q1 6665 

C-OVARC 1000288//VACUOUR AMINOPEPTIOASE I PRECURSOR (EC 3.4.11.22) 
(POLYPEPTIDASE) (LEUCINE AMINOPEPTIOASE IV) (LAPIV) (AMINOPEPTIDAS 
E III) (AMINOPEPTIOASE YSC I) . //S. 4£-53//384aa//30V/P 14904 
C-OVARC10OO304//PROTEIN NOV-10.//1. IE-249//S1 9aa//87X//P23249 
C-OVARC1 000309/ /THREON I NE SYNTHASE (EC 4. 2. 99. 2) . //2. 7E-40//1 54aa/ 
/38X//P29363 
C-OVARC 1000321 
C-OVARC 1000326 

C-OVARC100O335//HYP0THETICAL 39.3 KD PROTEIN IN GCN4-1BP1 INTERGEN 

1C REGION. //5. 9E-14//200aa//27X//P40004 

C-OVARC 1000347 

C-OVARC 1000384 

C-OVARC 10004 11 

C-OVARC 1000420 

C-OVARC1000437//TENSIN. //7. 9E-181//340aa//84V/Q04205 
C-OVARC 1000443//Hoao sapiens aRNA: cDNA DKFZp434A073 (froa clone D 
KFZP434A073) . //0//1 216bp//99X//AL080126 
C-OVARC 1000461 



C-OVARC 1 QO0465//PROTE I N TRANSPORT PROTEIN SEC7. //I . 2E-25//227aa//2 

5X//P11075 

C-0VARC1 000466 

C -OVARC 10004 7 3//DUAL SPECIFICITY PROTEIN PHOSPHATASE 3 (EC 3 1.3.4 
8) (EC 3.1.3.16) (DUAL SPECIFICITY PROTEIN PHOSPHATASE VHR).//3.1 
E-10//125aa//35X//PSI452 

C-OVARC 1000479//Hoao sapiens aRNA for KIAA0B29 protein, partial cd 
s. //0//1 91 9bp//99X//AB020636 

C-OVARC 1000S20//Hoao sapiens supervillin aRNA, coaplete cds.//?. 2 

E-l S7//892bp//91 X//AF051 850 

C-OVARC1000S64 

C-OVARC 1000S76 

C-OVARC 1000508 

C-OVARC1 000605 

C-OVARC 1000640 

C-OVARC 1000649//Huaan squaaous cell carcinaaa of esophagus aRNA fo 
r GRB-7 SH2 doaain protein, coaplete cdt.//0//l812bp//98X//D4377? 
C-OVARC 1000661 

C-OVARC1 000771 //RAS-RELATED PROTEIN RAB-2. //I. 1E-46//12I aa//79X//P 

08886 

C-OVARC 1 0009 59//HYP0THET I CAL PROTEIN NJ0933. //1 . 2E1 7//1 27aa//33X/ 
/Q58343 

C-OVARC 1 00 1034//Mus ausculus Fn54 aRNA. partial cds. //I . SE-I7B//11 
1 3bp//86X//AF001 533 

C-OVARC 100 10 38/ /Hoao sapiens aRNA for Ariadne-2 protein. //0//1 1 72b 
P//97X//AJ 1 30978 

C-OVARC 1001 06 5//Hoao sapiens CGI-12 protein aRNA. coaplete cds. //I 

£-21 5//1 027 bp// 98X//AF 132946 

C-OVARC 100 1162 

C-0VARC1001243 

C-OVARC 100 1 296 

C-OVARCIOOI 360 

C-OVARC 1001 381 //Hoao sapiens aRNA for candidate tuaor suppressor i 
nvoived in B-CLL.//6E-148//683bp//99X//AJ2248l9 
C-OVARC 1001 42 S 
C-PUCE 1000005 

C-PLACE 1 000066//SSU72 PROTEIN.//!. 1E-39//206aa//43X//PS3538 
C-PUCE 1 000 142//3-HYDROXYBUTYRYL-COA DEHYDRATASE (EC 4.2.1.55) (CR 
OTONASE) . //2. 8E-29//134aa//43X//P52046 

C-PUCE 1 000 184//Hoao sapiens aRNA for KIAA0832 protein, coaplete c 
ds. //5. 5e-3 1 2//1 41 1 bp//99X//A8020639 
C-PUCE 1000 185 

C-PUCE10002I3//Hoao sapiens aRNA for KIAA0977 protein, coaplete c 
ds. //0//1904bp//99X//AB023194 
C-PUCE 1000347 
C-PUCE 1000374 

C-PLACE 1 0003 8 0//Hoao sapiens aRNA for KIAA0853 protein, partial cd 
s . //0//2208bp//99X//AB020660 

C-PUCE 1000383//Hoao sapiens aRNA for NTVR1 protein. //0//753bp//99 
X//AJ 224979 

C-PUCE 1000401 //POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANTICEN) . //2. 
7E-30//352aa//3lX//PlS151 

C-PLACE 1000406//PTB-ASSOC I ATED SPLICING FACTOR (PSF) .//l. 2E-132//3 
34aa//72X//P23246 

C-PLACE 1000420//7. 8-01 HYDRO-8-OXOGUAN I NE TRIPHOSPHATASE (EC 3.1.6. 
-) (S-OXO-DCTPASE) . //0. 0000028//1 34aa//29X//P53368 
C-PLACE 1000435 . 

C-PLACE 1000444 
C-PLACE 1000562 
C-PUCE 1000564 

C-PUCE 1000588// INTERFERON- INDUCED GUANYUTE-BINDING PROTEIN 1 (GU 
ANINE NUCLEOTIDE- BINDING PROTEIN 1).//1.66-270//437ai//86X//P3245 
5 

C-PUCE 1000 5 96//Hoao sapiens aRNA for KIAA0850 protein, coaplete c 
ds. //0//2393bp//99X//AB020657 

C-PLACE 1 0006 1 1 //Rat t us norvegicus neural aeabrane protein 3S aRNA. 
coaplete cds. //2E-5S//779bp//67X//AF044201 
C-PLACE 1 0006 36//NAU STERILITY PROTEIN 2.//1 . 2E-39//261 H//27X//QO 
8891 

C-PLACE 10007 16 
C-PUCE 1000748 

C-PUCE 1000755//Hoao sapiens aRNA for He! i case-MO I , coaplete cds./ 
/4. 6E-2S0//1 I 89bp//97X//AB028449 

C-PUCE 1 0007 85//Hoao sapiens aRNA for K1AA0648 protein, partial cd 
s . //0//2002bp//99X// ABO 14548 
C-PUCE 1000798 

C-PUCE1 000863//PUTATI VE MITOCHONDRIAL 40S RiBOSOMAL PROTEIN YHR14 
8». //2. SE-49//181 aa//S4X//P32899 

C-PUCE 1 0009 09//ANXYR IN RE PEAT -CONTAIN INC PROTEIN AKR1 . //2. 6E- 1 9// 
404a a//2 6 X//P3 90 1 0 
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C-PLACE 1000948 
C-PLACE 1000972 

C-PLACE 1 000977//BETA-CH I NAER I N (BET A-CH I HER I N) . //4 . 4E-22//1 29aa//3 

5X//Q03070 

C-PLACE 100 1000 

C- PLACE J 00 1092//Hoao sapiens sorting nexin 4 aRNA, coaplete cds.// 
0//1 500bp//99X//AF065485 

C- PLACE 1 00 1257//R INC CANAL PROTEIN (KELCH PROTEIN) .//4. 3E-54//2571 
a//46X//Q046S2 

C-PLACE1001383//Z1NC-F INCER PROTEIN UBI-04 (APOPTOSIS RESPONSE 21N 
C FINGER PROTEIN REQUIEM).//3E-33//138aa//42X//QSI 103 
C-PLACE I 00 I 387//EP I DERMAL GRONTH FACTOR RECEPTOR KINASE SUBSTRATE 
EPS8.//2. 3E-6I//1 32aa//46t//Ql2929 

C-PLACE 1001 3 9§//Hoao sapiens chroaosoae 17, clone hRPK. 22_N_1 2. co 
aplete sequence. //0//21 18bp//99S//AC00S412 
C-PLACE 100 141 2 

C-PLACE 1 00 1484//Hoao sapiens ctiroaosoae 20 clone 387E22. NOCKING 0 
RAFT SEQUENCE, in unordered pieces. //0//1440bp//991//AL03lC80 
C-PLACE 100 1503 
C-PLACE 1 00 1S70 
C-PLACE10016IO 

C-PLACE 1 00 1692//S-ACTL FATTY ACID SYNTHASE THIOESTERASE. MEDIUM CH 
AIN (EC 3.1.2.14) (THIOESTERASE 1 1) .//4E-81//263aa//5S*//P08635 
C-PLACE1001729 

C-PLACE1001 739//PUTAT I VE ATP-OEPENDENT RNA HELICASE PL10.//3. SE-75 
//439aa//41X//P1*381 

C-PLACE 100 178 1 //PROBABLE PHOSPHOMANNOMUTASE (EC 5. 4. 2. 8) (PNN) . // 
5. 4E-63//427aa//35X//Q57290 
C-PLACE1001 81 0 

C-PLACE1001 81 7//Hoao sapiens ATP-specific succinyi-CoA synthetase 
beta subunit (SCS) eRNA, partial cds.//0//1995bp//99X//AF0589S3 
C-PLACE100I869//L-RIBULOKINASE (EC 2. 7. 1. 18) . //2E-27//270aa//3 ! VI 
P94524 

C-PLACE 1001 91 2//Hoao sapiens clone 24963 eRNA sequence, coaplete c 
ds . //0//1 1 96bp//99V/AF 1 3 1 737 

C- PLACE1 00 1920//Hoso sapiens IDC-3. 13 isofora 2 aRNA, coaplete cd 
s. //0//1 729bp//99X//AF099935 
C-PLACE 100 1928 

C-PLACE1 001 189//PUTAT I VE AMIDASE (EC 3. S. 1.4).//1.4E-78//496aa//37 
X//Q4909I 

C-PLACE 1 00 2046//L IGAT IN (FRAQOT). //I . 7E-240//S60aa//8QX//Q61211 
C-PUCE1 002072 

C-PLACE I 002073//ADENYLATE CYCLASE (EC 4.6. 1.1) (ATP PYROPHOSPHATE- 

LYASE) (ADENYLYL CYCLASE) . //0. OOOOOOS3//1 88aa//29V/P49606 

C-PLACE 1002140 

C-PLACE 1002 163 

C-PLACE 1002 170 

C-PLACE 1002433 

C- PLACE 1 002438//Z I NC FINGER PROTEIN 1S1 (MI2-1 PROTEIN) . //0. 000004 
2//1 33aa//291//QI 3105 
C-PUCE1 002465 

C -PLACE 10025 2 9//Hoao sapiens aRNA for KIAA0713 protein, partial cd 
S.//6. 7E-2 1 4//956bp//94t//AB0 1 8256 

C-PLACE I0026B5//Hoeo sapiens B cell linker protein BLKX eRNA. alte 

rnatively spliced, coeplete cds.//0//17S0bp//99X//AF068180 

C-PLACE1002722//PR06ABLE G PROTEIN-COUPLED RECEPTOR KIAAOOOI . //9E- 

4S//305aa//33X//Q1S391 

C-PLACE 100 2 7 94 

C-PLACE1002815 

C-PLACE 1002839 

C-PLACE1 002851 

C-PLACE100294I 

C-PLACE 1002 996 

C- PLACE 100 3 04 S 

C-PLACE 1003092 

C-PLACE 10031 0Q//HEP27 PROTEIN (PROTEIN D) . //2. 6E-79//2S3aa//60X//Q 
13268 

C-PLACE 1003 108 
C- PUCE 100 3 145 

C-PLACEI 0031 74//U8I QUIT IN-CONJUGATING ENZYME E2-I8 KD (EC 6. 3. 2.1 
9) (LB I QUIT IN- PROTEIN LIGASE) (UBIQUITIN CARRIER PROTEIN) (PII42). 
//3. 8E-37//l43aa//51 V/P42743 

C-PLACE 1 003 190//SOF1 PROTEIN. //I. 9E-H0//32Saa//48*//P33750 
C-PUCE 1003200 

C-PUCE1 003296//Hoao sapiens aRNA; cDNA DKFZp434G1 73 (froa clone D 
KFZp434G1 73) . //0//1 706bp//99X//AL0801 33 

C-PUCE 1 003 302//Z INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFI). 
//6. 9E-206//396sa//86X//PSl 522 
C-PUCE 1 003 334 
C-PUCE 1 003342 



C-PLACE t 003 3 S3//Hoao sapiens breast cancer antiestrogen resistance 
3 protein (BCAR3) aRNA. coaplete cds. //0//2435bp//99l//U927l5 
C-PLACE 1 003369 

C-PUCE 1 003602//Hoao sapiens aRNA expressed in placenta. //S. 9E-279 

//1275bp//99*//D83200 

C-PLACE 1 0036 11 

C-PUCE 1 003625// ARMADILLO SEGMENT POURITY PROTEIN.//3. 2E-IO//3BOa 
a//25X//P18824 

C-PUCE 1 003 704//SPL ICING FACTOR, ARC I NINE/SERINE- RICH 4 (PRE-KRNA 

SPLICING FACTOR SRP75) . //8E- 1 9//209aa//34X//Q08l 70 

C-PUCE1 00371 1 

C-PUCE1003723 

C-PUCEI003762 

C-PUCE 1003771 

C-PUCE 1003784 

C-PUCE 1003923 

C-PUCE1 003936 

C- PLACE 1 003 96 8// 5’ -AMP -ACTIVATED PROTEIN KINASE. GAMMA-t SUBUNIT 
(AMPK GAMMA-1 CHAIN) . //2. 4E-1 24//326aa//73V/P80385 
C-PLACE 1 004 104 
C-PUCE 1 004 1 1 4 

C-PLACE 1 004 128//GUAN I HE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 4 
(TRANSDUCIM BETA CHAIN 4). //6. lE-181//340aa//96X//P29387 
C-PUCE 1 004 149 
C-PUCE 1 004 1 56 
C-PUCEI00416I 

C-PUCEI004183//Hoao sapiens for TOMI-like protein.//0//)279bp//97 
X//AJD 10071 

C-PUCE 1 004 197//BUTYR0PH I LIN PRECURSOR (BT).//4. 5E-1 0//208aa//27V 
/Q62S56 

C-PUCE 1004203//Hoao sapiens GPI -anchored aeabrane protein CDw>08 
precursor, aRNA. coaplete cd*. //0//1882bp//S9*//AF069493 
C-PUCE 1 004258 

C-PUCE 1004 27 0//T RAN SIE1ERANE PROTEASE. SERINE 2 (EC 3.4.21.-) // 
9. 7E-36//389aa//31S//0l 5393 

C-PUCE 1 004277//Hoso sapiens two pore doaain K+ channel (TASK-2) • 
RNA. coaplete cds.//0//1498bp//99X//AF084830 
C-PUCE 1 004289 

C-PUCE 1 004302//S(ff I PROTEIN. //1 . 9E-1 1 0//325aa//48X//P33750 
C-PUCE 1 00431 6//H. sapiens aRNA for apoptosis specific protein. //0/ 
/1767bp//99X//Y1 1588 

C-PUCE 1004358//Hoao sapiens connector enhancer of KSR-like protei 

n CNK1 aRNA. coaplete cds. //0//2Sl2bp//99X//AF100lS3 

C-PUCE1 004376 

C-PLACEI 004388 

C-PUCE 1 004405 

C-PUCE 1 004428//PR I STANOYL-COA OXIDASE (EC 1.3.3. -). //1 . 2E-39//385 
aa//3 3X//Q6 3 448 

C-PUCE 1 00443 7//Huaan NAOf-specif ic isocitrate dehydrogenase beta 
subunit precursor. aRNA, nuclear gene encoding ai tochondrial prote 
in, coapl ate cds.//0//985bp//99V/U49283 
C-PLACEI 004451 

C-PUCE 1 004460//MATERNAL TUOOR PROTEIN. //0. 0000002//218ia//23X//P 2 
5823 

C-PUCE 1004473 

C-PLACE 1004 5 10//Hobo sapiens cofactor of initiator function (CIF15 
0} aRNA. coaplete//! . 3E-209//954bp//99X//AF02644S 
C-PUCE 1 004516 
C-PUCE 1004548 

C-PUCE 1004564//CLEAVAGE AND POL Y ADEN YUT I ON SPECIFICITY FACTOR. 1 
00 KD SUBUNIT (CPSF 100 KD SUBUNIT) . //0//S2Saa//99X//QI05«8 
C-PUCE 1 00462 9//PR0TE IN 0S-9 PRECURSOR. //7. 7E-18//264aa//32X//Ql 34 
38 

C-PUCE 1 004645 

C-PUCE 1 004646//B. taurus aRNA for retinal pigaent epithelial aeabr 
ane receptor p63.//4.4E-42//9B5bp//59X//X66277 
C-PUCE 1 004664 
C-PLACEI 004672 

C-PLACE I 004674//PR0BABLE CALCIUM-BINDING PROTEIN ALG-2 (PMP41) (AL 

G-2S7) . //I. 6E-95//1 91 aa//96X//PI 281 5 

C-PLACEI 004691 

C-PUCE1004722 

C-PUCE1004736 

C-PUCEI004740 

C-PLACE I004743//PR08ABLE N-END-RECOGNIZ ING PROTEIN (U8IQUITIN-PR0T 
EIN LIGASE E3 COMPONENT) (N- RECOCNIN) . //4. 4E-3S//S78aa//27*//0601 
52 

C-PUCE 1 004 751 //Hobo sapiens aRNA for a Ipha2, 3-s i al yl transferase S 

T3Ca I VI. complete cds. //7.IE-224//790bp//98X//AB022918 

C-PLACE 1 0047 77//N-CH I MAER I N (NC) (N-CHIKERIN) (ALPHA CH1MERIN) (A- 
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CHI MAER IN) .//I. 9E-32//259aa//32S//P30337 

C-PUCE 1 004804//ADENYUTE CYCLASE (EC 4.6. 1.1) (ATP PYROPHQSPHATE- 
LYASE) (ADENYLYL CYCUSE) . //4. 7E-6S//69Sea//29%//Q0163l 
C-PUCE 10048 14//SPLICINC FACTOR, ARGININE/SERINE- RICH 4 (PRE-MRNA 
SPL ICING FACTOR SRP75) .//5. 9E-I9//1 96aa//36X//Q081 70 
C-PUCE 1004824 

C-PLACE1 00486 8//MALE STERILITY PROTEIN 2.//3. 9E-39//26laa//27t//Q0 
8891 

C-PUCE 1004885 

C-PUCE 1 004902//PUTAT I VE PRE-MRNA SPLICING FACTOR ATP-OE PENDENT RN 
A HEUCASE SPAC10F6. 02C. //9. 3E-1 l//94aa//47%//042643 
C-PUCE 1 00491 8//L-LACTATE DEHYDROGENASE N CHAIN (EC 1.1,1.27) (LD 
H-A) . //4. 9E-48//1 98sa//44*//P061 SI 

C-PUCE I 004930//Hobo sapiens NDC-3. 13 isofors 2 aRNA, complete cds 
//0// I 853 bp//98X//AF099936 
C-PLACE 1 004934 

C-PUCE 1004937//SEL- 10 PR0TEIN.//6. 3E-125//3S7aa//58*//Q93794 
C-PUCE 1Q04969//HYP0THET I CAL 55.1 KD PROTEIN B0416.S IN CHROMOSOME 
X.//2E-14//20Saa//26l//Ql 1073 
C-PUCE1 004982 
C-PLACE 1005026 
C-PLACE 1005027 
C-PUCE 1005046 
C-PUCE 1005077 

C-PUCE1 0051 01 //Hobo sapiens (clone zap 128) bRNA. 3’ end of cds.// 
1E-209//1031 bp//96t//L4040l 

C-PUCE1 0051 02//R INC CANAL PROTEIN (KELCH PROTEIN).//2.6E-56//56Sa 

a//30V/Q04652 

C-PUCEI0051 11 

C-PUCE 10051 81 

C-PUCE 1 005 1 87//APAG PROTEIN. //3. 8E-1 3//1 22aa//36l//P05636 
C-PUCE 1005206 
C-PUCE 1005232 

C-PUCE1 005243//SER I NE/THREON I NE PROTEIN KINASE PKPA (EC 2.7.1.-). 
//1 . 3E-27//349aa//32t//Q01 S77 
C-PUCE1 005261 
C-PUCE 1005266 

C-PUCE 1005277//Hoso sapiens bRNA for KIAA0610 protein, partial cd 
s. //3. 2E-297//1 341 bp//l 00V/AB01 1182 

C-PUCE 1005287// INNER CENTROMERE PROTEIN ( INCENP) .//2. 3E-13//269aa 
//28S//P5335 2 

C-PUCE 100S305//CTP: AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7. 

4. 10) (AK3) . //2E-1 1 1//226aa//92t//P08760 

C-PUCE 1005308 

C-PUCE100S313 

C-PUCE 1005327 

C-PUCE1005335 

C-PUCE 1 0053 73//TRNA PSEUDOURIDINE SYNTHASE B (EC 4.2.1.70) (TRNA 

PSEUDOURIDINE 55 SYNTHASE) (PS 1 55 SYNTHASE) (PSEUOOURIDYUTE SYNTH 

ASE) (URACIL HYDROLYASE). //8.6E-09//194aa//27V/033335 

C-PUCE 1 005374 

C-PUCE 1005480 

C-PUCE 1005481 

C-PUCE 100 54 94//Hobo sapiens bRNA tor transient receptor potential 
protein TRP6. //0//1649bp//99V/AJ006276 
C-PUCE 1005530//HYPOTHET I CAL 47.6 KD PROTEIN C16C10.S IN CHROMOSOM 
E III . //5. 6E-52//1 73aa//S7*//Q09251 
C-PUCEI 005550 
C-PUCE 1005554 
C-PUCEI 005623 

C-PUCEI 005646//Hoao sapiens RNA he I icase-rel ated protein sRNA, co 
bp I e t e cds . //0//2 1 30bp//99*//AF083 255 

C-PUCEI 005656//RIB0NUCLE0S I OE-O I PHOSPHATE REDUCTASE N2 CHAIN (EC 
1.17.4.1) (RIBONUCLEOTIDE REDUCTASE) .//2. lE-14S//321ia//83S//P3135 
0 

C-PUCEI 005730 
C-PUCE 1005755 

C-PUCEI 005763//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, BED I UN CH 
AIN (EC 3.1.2.14) (THIOESTERASE 1 1) . //2. SE-79//209aa//53*//P08635 
C-PUCEI 005803 

C-PUCEI 00 5804//Hoao sapiens alpha 1. 2-eannosidase IB aRNA, coaple 
te cds. //I. IE-2l7//994bp//99l//AF027l56 
C-PUCEI 005851 

C-PUCEI OOS921//AIG1 PROTEIN. //3E-3 1 //284aa//3l*//PS41 20 

C-PUCEI 005923 

C-PUCEI 005925 

C-PUCEI 005934 

C-PUCEI 005936 

C-PUCEI 005951 

C-PUCEI OOS9S3//CLYCOSYLTRANSFERASE ALG2 (EC 2. 4. 1. -).//6. 7E-30//1 
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98aa//37X//P43636 

C-PUCEI 005955//VACUOLAR AMINOPEPT IDASE I PRECURSOR (EC 3.4.11.22) 
(POLYPEPT I DASE) //S . 4E-54//4S5aa//32*//P 1 4904 
C-PUCE100S966//TRANSCR1 PTION INITIATION FACTOR TFIID 90 KD SUBUNI 
T (TAF 1 1 -90) . //0. 0000001 4//254aa//25*//P381 29 
C-PLACE1 005990 

C-PLACE 10060 1 1 //Hobo sapiens bRNA for poly (ADP-ri boss) polyaerase- 
2. //0//1564bp//99V/AJ236876 

C-PLACE 1006040//Hoao sapiens bRNA for alpha endosultine. //4.7E-161 
//744bp//99S//« 99906 

C-PUCE 1 006 1 19//Hoao sapiens Rsn-GTP binding protein aRNA. partial 
cds. //1 . 5E- 1 48//6S I bp//99X//AF039023 
C-PUCE 1 006 1 39 
C-PUCE 1 006 159 
C-PUCE 1006 167 

C-PUCE 1 006 170//Hoao sapiens aRNA for KIAA0899 protein, partial cd 
S.//4. 5E-293//953bp//99X//AB020706 
C-PUCE 1006 195 

C-PUCEI 0061 96//PUTAT I VE ATP-OE PENDENT RNA HEL1CASE Cl 2C2. 06. //2. 7 
E-l 16//496aa//48t//Q09747 
C-PUCEI 006225 
C-PLACE 1 0062 36 

C-PUCEI 0062 39//BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN)./ 
/2E- 1 6//244aa//3 1 J//P28675 
C-PUCE J 006246 

C-PUCE 1 006325/ /Hobo sapiens aRNA: cONA DXFZpS64J142 (froa clone 0 
KFZp564J142) .//3. 8E-278//1 271 bp//99*//AL080066 
C-PUCEI 006335 
C-PUCE 1 006357 

C-PUCE 1 00638S//Hoao sapiens epsin 2a aRNA, coeplete cds. //0//1 168 

bp//99X//AF062085 

C-PUCEI 00641 2 

C-PUCE 10064 14 

C-PLACE1 006438//Z INC FINGER PROTEIN 165.//2. 5E-45//122aa//43V/P49 
910 

C-PUCE 1006445 
C-PUCE 1 006470 

C-PUCEI 006482//TRANSCR I PTION FACTOR NAFF. //7. 7E- 55// 142a a//8SX//Q 
90595 

C- PLACE I 006488//S I GNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) . 

//1 . 1 E-229//367 aa//96N//Q00004 

C-PLACE 1006492 

C-PLACE1 006531 

C-PLACE 1006 552 

C-PLACE 1006 5 98//Hoao sapiens clone NH0310X1S. VORXING DRAFT SEQUEN 
CE, 4 unordered pieces. //0//2182bp//991//AC007383 
C-PLACE 10066 1 5 

C-PLACE 1006626//Hobo sapiens bRNA for KIAA0928 protein, partial cd 
s . //0// I 760bp//99X//AB023145 
C-PUCEI 006673 

C-PLACE 1 006678//Hoao sapiens bRNA for type II eeabrane protein, co 
aplete cds. cl one: HP1 0328. //5. 8E-24//734bp//62*//AB01 5630 
C-PLACE 1006704 

C-PLACE 1 00673 1//R 1 80FUV IN KINASE (EC 2.7.1.26) (FLAVQK I NASE) / FM 
N ADENYLYLTRANSFERASE (EC 2. 7. 7. 2) (FAO PYROPHOSPHOHYUSE) (FAD SY 
NTHETASE) . //6. 9E- 1 3//1 77aa//33X//QS9263 
C-PLACE 1 006782 

C-PLACE 1 006 8 1 9//L I ME— 1 REVERSE TRANSCRIPTASE HOMOLOG. //9. 8E-21 3//2 
32aa//80*//P0B547 

C-PUCE 1006829//UBIQUITIN URBOXYL- TERM INAL HYDROLASE 4 (EC 3.1.2. 
15) (U8IQUITIN THIOLESTERASE 4) (UB I QCJ I T I N-SPEC I F 1 C PROCESSING PRO 
TEASE 4) (DEU8 1 QU I T I NAT I NG ENZYME 4) (UBIQUITOUS NUCLEAR PROTEIN). 
//2E-1 5// 1 88 a a//2 98//P35 1 2 3 
C-PLACE 1 006883 
C-PUCE 1 006901 

C-PLACE) 00691 7//HSH4 9 PROTEIN. //S. SE-1 2//97aa//3SN//Q99181 
C-PUCEI 006932 

C-PLACE100693S//HYP0THETICAL 95.2 KD PROTEIN R144.6 IN CHROMOSONE 
1 1 1 . //6. 7E-48//278aa//41 X//Q1 0000 

C-PUCEI 006 956//ATP-OEPENDENT PERMEASE MDL1.//1. 3E-86//522aa//36*/ 
/P97998 

C-PLACE 1 006 9 58//Hoao sapiens bRNA tor heat shock protein apg-l, co 
aplete cds.//0//1770bp//99*//AB023421 
-C-PLACE 1006 961 
C-PUCE 1006962 
C-PLACE 1006966 

C-PUCEI 00701 4//36 KD NUCLEOLAR PROTEIN HNP36 (DEUYED-EARLY RESPO 
NSE PROTEIN 12) (DERI 2) . //3. 2E-3S//180aa//331//Ql 4542 
C-PUCE 100702 1 
C-PUCE 1007 105 
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C-PLACE 1 007178 

C-PLACE 1 Q07226//PR0BABLE OXYCEN- INDEPENDENT COPROPORPHYRINOGEN Ml 
OXIOASE (EC 1.-.-.-) (COPROPORPHYRINOCENASE) (COPROCEN OXIDASE)./ 
/IE-42//370aa//3 IX//PS4304 
C-PUCEI 007238 

C-PLACE 10G7239//Hoao sapiens aRNA for transcription elongation fac 
tor S- 1 1 , hS-M-Tl. coaplete cds. //6. 5E-216//1 Q68bp//96X//D50495 
C-PLACE 1007242 

C-PUCEI 007243//UNC-47 PR0TEIN.//0. 0000001 7//21 I aa//27X//P34579 

C-PUCEI 0072S7//Hoao sapiens aRNA for dia-12c protein. //0//2052bp/ 

/99X//Y 15908 

C-PLACE 1007274 

C-PLACE 1007282 

C-PUCE 1007 301 

C-PLACE 1 00731 7//Drosophi I a eelanogaster Adrift (adrift) aRMA, coap 
lete cds. //A. 1E-17//I037bp//S6*//AF117649 
C-PLACE 1007 342 

C-PLACE 1 007 346//Hoao sapiens estrogen-responsive B box protein (Efi 
BP) aRNA. complete cds. //0//2366bp//99*//AF096870 
C-PLACE 1007367 

C-PUCEI 0O737S//PHORBOL ESTER/D IACYLGLYCEROL-BINOING PROTEIN UNC-1 
3. //0. 00000044// 1 27aa//30t//P277l5 
C-PUCE1 007386 
C-PUCE1 007402 

C-PUCE 1007409//1H I TE PROTEIN. //I. lE-64//428aa//32»//Ql 7320 
C-PUCE1 00741 6//D I PEPT IDYL PEPT10ASE IV (EC 3.4. 14. S) (DPP IV) (T- 
CELL ACTIVATION ANTIGEN C026) (TP103) (ADENOSINE OEANINASE CONPLEX 
ING PROTEIN-2) (ADABP). //8. 8E-25//140aa//35*//P27487 
C-PLACE 1007450 
C-PLACE 1 007452 
C-PUCE 1 007460 
C-PUCE 1007484 

C-PUCE 1007488//PUTAT I VE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTO 
R (RHO/RAC CEF) (FACIOGENITAL DYSPUSIA PROTEIN HOMOLOG) . //5. 4E-S3 
//426aa//33X//P52734 
C-PLACE1 007507 

C-PUCE100751 1 //KERATIN, TYPE I CYTOSKELETAL 19 (CYTOKERATIN 19) 
(K19) (CX 19).//1.4E-85//385aa//45X//P08728 
C-PUCE 1007 524 

C-PUCE 10Q7537//Hoao sapiens ankyrin repeat-containing protein AS 
B-2 aRNA. coaplete cds.//8. 9e-3l6//1485bp//98X//AFl 59164 
C-PUCE 1007 544. 

C-PLACE 1 007 547//HYP0THET I CAL 97.1 KD PROTEIN R05D3. 4 IN CHROKOSONE 
III. //1E-49//361aa//36X//P34537 
C-PUCE1 007583 

C-PUCE 1 007598//Z I NC FINGER PROTEIN 184 (FRAGMENT). //1. 6E-143//666 
aa// 44X//Q9967S 

C-PLACE 1 0076 18//Hoao sapiens aRNA for KIAA0977 protein, coaplete c 
d S. / /0//7 1 3 bp//99X//AB0 23194 
C-PUCE1 007621 

C-PLACE1 007632//POLIOVI RIIS RECEPTOR PRECURSOR. //0. 0000001//228aa// 

31X//P32506 

C-PLACE 100 7645 

C-PUCE 1 007649//Homo sapiens aRNA for KIAA0977 protein, coaplete c 
ds. //0//1 952bp//99V/AB023 1 94 

C-PLACE 1007688//U PROTEIN HOMOLOG (U RIBONUCLEOPROTElN) (U AUTO 
ANTIGEN HOMOLOG). //8. 7E-09//279aa//28X//Q26457 
C-PUCE 1007690 

C-PUCE1 007697//GCN20 PROTEIN. //7. 6E-1 1 9//71 7aa//38S//P43535 
C-PUCE1007706//Hoao sapi ens aetal loprotease 1 (MP1) aRNA. coaplet 
e cds. //0//3431 bp//99V/AF061 243 
C-PUCE 1007725 

C-PUCE1Q07729//RETROVI RUS-REUTED PROTEASE (EC 3. 4. 23. -) . //1 . 5E-4 
4//231 aa//42t//P10265 

C - P LACE 100773 0//Hoao sapiens aRNA for KIAA0685 protein, coaplete c 
ds.//9. 2E-294//1S04bp//94X//AB0 14585 
C-PUCE1 007746 

C-PLACE 100779 1 //Mono sapiens IDN3-B aRNA. coaplete cds. //0//l836bp 
//99X//AB0 19602 
C-PUCE1 007810 
C-PLACE 1 007843 

C-PUCE1 007846//Hoao sapiens genoaic DMA of 21q22.2 Oown Syndroae 
region, segaent 3/13. //0//1 751 bp//99X//APOOOOI 0 
C-PUCE1007856//Hoao sapiens aRNA for KIAA0766 protein, coaplete c 
dl.//0//31 12bp//99V/ ABO 18309 
C-PUCE 1007897 

C-PUCE1 007946//MYOSIN HEAVY CHAIN. NON-MUSCLE (ZIPPER PROTEIN) <M 
YOS I N II). //2. 6E-1 4//370aa//25X//Q99323 
C-PUCEI 007954 

C-PUCE 1 0079 5$//Hoao sapiens cyclin-0 binding Myb-like protein aRN 
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A, coaplete cds. //0//22S2bp//99X//AF084530 

C-PLACE1007958//Hoao sapiens cAMP-speci f i c phosphodiesterase 80 (P 

DE8B) aRNA. partial cds. //0//2300bp//99»//AF079529 

C-PUCE 1 007 969//HETEROCENEOUS NUCLEAR RIBONUCLEOPROTElN N (HNRNP 

M) . //I. I E-36//202 aa// 48V/PS2272 

C-PLACE 1007 9 90 

C-PLACE 1 008000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-tIO (CHAPSY 
N-110) (SYNAPTIC DENSITY PROTEIN PSD-93) . //6. IE-1 4//1 28aa//39V/Q6 
3622 

C-PLACE 1008002//Hoao sapiens clone DJ0613C23. VORKING DRAFT SEQUEN 

CE. 4 unordered pieces.//0//1833bp//99X//AC005628 

C- PLACE 1008044//NUCLEAR PORE COMPLEX PROTEIN NUP107 (NXLEOPORIN N 

UP107) (107 KO NUCLEOPORIN) (PI 05) . //4. 6e-318//61 3aa//94V/PS2590 

C-PUCE 1008095 

C-PUCEI 008 1 22 

C-PLACE10081 29 

C-PLACE 1 008 1 3 2//HYP0THET I CAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOM 
E 1 1 1 . //1 . 3E-24//395aa//31X//Q09531 

C-PLACE 1 008 1 77//TRI CHOHYAL I N. //2. 3E-29//487aa//26X//P37709 
C-PUCE 1008209 

C-PLACE 1008 2 7 3//C0AT0MER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMM 
A-COP) . //1 . 3E-283//671 aa//77V/PS3620 

C-PUCEI 008275//0NA REPAIR PROTEIN REV1 (EC 2. 7. 7. -) . //2. 3E-18//16 

2aa//37X//P1 2689 

C-PUCEI 008280 

C-PLACE 1008309 

C-PUCEI 008329 

C-PLACE 1 0083S6//Hoao sapiens aRNA for KIAA0679 protein, partial cd 
s. //0//1 85 3 bp// 1 OOX//ABO 14579 

C-PUCEI 008398//GENE 33 POLYPEPTIDE. //7.3E-114//243aa//87V/P05432 
C-PUCE 1008401 

C-PUCEI 00840 2//CENERAL VESICULAR TRANSPORT FACTOR PI 15 (TRANSCYTO 
SIS ASSOCIATED PROTEIN) (TAP) . //0//698aa//9SX//P4t 541 
C-PUCE 100842 9// ANXYR IN HOMOLOC PRECURSOR. //3. IE- 1 l//189aa//32»//Q 
06527 

C-PUCEI 008457 
C-PUCEI 008465 
C-PLACE 1 008488 

C-PLACE 1008 52 4//Huaan DNA sequence froa clone 34821 on chroaosoae 
6pl2. 1-21.1. Contains part of a gene for a novel protein with ZU& 
doaain siailar to part of Tight Junction Protein Z01 (TJPI) and UN 
CS Monologs, the gene for a novel B2RP (peripheral benzodiazapine 
r ec ep t o//0// 1 980 bp//99 V/AL03 1778 
C-PLACE 1008531 
C-PUCEI 008532 

C-PUCEI 008533//101 KD MALARIA ANTIGEN (P101) (ACIDIC BASIC REPEAT 
ANTIGEN) . //I . lE-09//62aa//48*//P22620 
C-PLACE 1 008568 

C-PUCE 1 008603//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN N 
UP155) (155 KD NUCLEOPORIN) (P140) . //7. SE-236//4S3aa//96X//P371 99 
C-PUCE 100862 1 
C-PUCEI 008626 

C-PUCEI 0Q8627//Hoao sapiens aRNA for cysteine-rich protein. //0//1 

850bp//99*//AJ006591 

C-PUCEI 008629 

C -PLACE) 0086 50//Hoao sapiens pleiotropic regulator 1 (PLRG1) eRNA. 

coap lete cds. //0//1 548bp//l O0X//AF044333 
C-PLACE1 008693 

C-PLACE 1 0086 96//Hoao sapiens NADH dehydrogenase-ubiquinone Fe-S pr 

otein 8 23 kOa subunit (NDUFS8) gene, nuclear gene encoding aitoch 

ondrial protein, coaplete cds.//0//3002bp//99V/AF038406 

C-PUCEI 008790// INPORT IN ALPHA-6 SUBUNIT (KARYOPHERIN ALPHA-6 SU8U 

NIT) (IMPORT IN ALPHA S2) .//3. 1E-280//533aa//98X//O3S34S 

C-PUCEI 0088 08//Hoao sapiens aRNA for cell cycle checkpoint protei 

n radl A. //I. 3E-269//!225bp//99*//AJ004974 

C-PUCEI 0088 13 

C-PUCEI 008854 

C-PUCEI 008867 

C-PUCEI 008887 

C-PUCEI 008902 

C-PUCE 1008925 

C-PUCE 1009020//N I FS PROTEIN. //3. 9E-SS//279aa//41X//P12623 
C-PLACE I 009027//Homo sapiens aRNA for doublecort in.//0//)919bp//99 
V/AJ0031 1 2 
C-PLACE 1009045 

C- PLACE 1 00906 0//BR01 PROTEIN. //6. 7E-1 9//567aa//24X//P48S82 
C-PLACE 1009090 
C-PLACE 100909 I 

C-PLACE 1 009094//FUR IN-LIKE PROTEASE 2 PRECURSOR (EC 3.4.21.75) (FU 
RIN 2) .//I . 9E-44//480aa//30X//P30432 
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C-PUCEI 009099//Z INC F INffiR PROTEIN 41 (FRAGMENT). //I. IE- 179//4S2* 

a//67X//P5!814 

C-PUCE 1009110 

C-PUCEI 009111 

C-PUCE 1 0091 30//UBI QUIT IN-PROTEIN LIGASE E3A (EC 6.3.2.-) (ONCOGEN 

1C PROTEIN-ASSOCIATED PROTEIN E6-AP).//2E-68//18la»//43X//Q0S086 

C-PUCE1009158 

C-PLACEI009166 

C-PLACE1009174 

C-PLACE 1009 186 

C-PUCE 1009 190 

C-PUCE1 009230 

C-PUCEI 00931 9//Rattus norvegicus outer aeabrane protein (0MP2S) ■ 

RNA. complete cds; nuclear gene for mitochondrial product. //2. IE-1 

32//1 229bp//75V/AF1 07295 

C-PUCE 1009328 

C-PUCE1 009335 

C-PLACE 1009338 

C-PUCEI 009368//METAL HOMEOSTASIS FACTOR ATX2.//2. 5£-10//151*a//29 

X//QI2067 

C-PUCE1 009375 

C-PUCE 1009388 

C-PUCE1009404//HYPOTHETICAL 105.6 XD PROTEIN C16C9.Q6C IN CHROMOS 
ONE I . //0. OQOQOO047//l65aa//33X//QO982O 
C-PUCE1 009434 
C-PUCE 1009443 

C-PUCE 1009444//PH0SPHAT IDYL INOSITOL 4-XINASE ALPHA (EC 2.7.1.67) 
(PI4-KINASE) (PTD I NS-4-K l NASE) (PI4X-ALPHA). //7. 8E-71//82as//89X// 
P42356 

C-PUCE 1009459 

C-PUCE 1 00946 8//PH0SPH0L I PASE A- 2 -ACTIVATING PROTEIN (PUP).//3. 1 
E-289//5S0aa//93X//P5431 9 

C-PUCE 1009476//PUTAT I VE ATP-OE PENDENT RNA HEUCASE T26G10. I IN CH 
RONOSONE 1 1 1.//3. 9E-40//1 79aa//37V/P34S80 

C-PUCE 1009524//ARF NUCLEOT IDE-BINDING SITE OPENER (ARNO PROTEIN) 

(ARE EXCHANGE FACTOR) . //8. 1E-99//22Baa//75X//Q994t8 

C-PUCEI 009542 

C-PUCE 1009571 

C-PUCEI 009581 

C-PUCEI 009596//VEGETAT ISLE INCOMPATIBILITY PROTEIN HET-E-1. //5. 1 
E-54//291 aa//40V/Q00808 
C-PLACE 1009607 
C-PUCE 10096 21 

C-PUCEI 009622//MATERNAL EFFECT PROTEIN STAUFEN.//1. 3E-60//209aa// 
41X//P25159 

C-PUCEI 0096 5 9//NENBRANE- ASSOCIATED PROTEIN HEN-2 (NAP1 PROTEIN)./ 
/I . SE-285//538aa//99V/P55161 
C-PLACE 100 966 5 

C-PUCE 10096 70//Koao sapiens genethanin 1 bRNA. coaplete cds.//0// 
1854bp//100V/AF062534 

C-PLACE 1009708//HYPOTHET I CAL 143.3 KD TRP-ASP REPEATS CONTAINING P 
ROTEIN C12GI2.13C IN CHROMOSOME I .//7E-33//166aa//43V/Q09876 
C-PLACE 10097 2 1//NSF1 PROTEIN.//1. 7E-22//176aa//33X//P3S200 
C-PLACE 100973 1 //A I Cl PROTE I N. //1 . 6E-22//274as//28X//P541 20 
C-PUCE1009763 //Hobo sapiens bRNA for Nedd8-activating enzyae hUba 
3. complete cds. //4. 3E-294//1329bp//100X//AB012190 
C-PUCE 1009794 

C-PUCE100984$//Hoao sapiens bRNA for KIAA0905 protein, coaplete c 
ds. //0//2685bp//99X//AB0207l2 
C-PUCEI 009886 

C-PUCE 1009908//HYPOTHET I CAL GTP-BINDING PROTEIN IN SEHI-PRP20 INT 
ERGENIC RECI ON. //1 . 9E-108//277aa//43X//P53l4S 
C-PUCE 100997 1 

C-PUCE 1 009 992//L I MULUS CLOTTING FACTOR C PRECURSOR (EC 3.4.21.84 
).//4. 6E-59//4S0aa//34X//P281 75 

C-PUCE 100 9 995//Ho«o sapiens bRNA: cDNA 0KFZpS640123 (from clone D 
KFZP56401 23) . //0//1 962bp//99X//AL080t 22 

C-PUCE 1 009997//Rattus norvegicus A-kinase anchoring protein AKAP 
220 bRNA. coaplete cds. //S. ZE-70//7366p//73X//U48288 
C-PUCE 1 01 0023 
C-PLACE 1 01 0031 

C-PUCE 101 0053//N. buscuIus Spnr eRNA for RNA binding protein. //6E- 
279//!402bp//94X//X84692 

C-PUCEI010074//Hoao sapiens sorting nexin 2 (SNX2) bRNA. coaplete 
cds. //0//2019bp//99X//AF 065482 
C-PUCEI 01 0076 

C-PLACE1010096//100 KO PROTEIN (EC 6.3.2.-).//1.4E-268//506aa//98X 

//Q62671 

C-PLACElOl 01 02 

C-PLACE10101 05//RING CANAL PROTEIN (KEICH PROTEIN). //7. 3E-114//537 
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aa//44V/Q046S2 

C-PUCEI 010 1 06//Hoao sapiens bRNA: cDNA DKFZp586N1418 (froa clone 
0KFZp586NI 418). //0//1 974bp//99X//AL0493S5 

C-PUCE1010I34//TRANSCRIPTI0N RECUUTORY PROTEIN SNF2 (SRI/SNF COM 
PLEX COMPONENT SNF2) (REGULATORY PROTEIN Si 1 2) (RECUUTORY PROTEIN 
GAM1) (TRANSCRIPTION FACTOR TYE3). //1 . 7E-20//1 56aa//42X//P22082 
C-PUCE10I0148//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE I) .//0. 000000 
46//431 aa//23X//P3S662 

C-PUCEI 01 01 94//SPL ICING FACTOR. ARGININE/SER INE-R ICH 2 (SPLICINC 
FACTOR SC3 5) (SC-35) (SPLICING COMPONENT. 35 KO) (PR264 PROTEIN) . / 
/9. 8E- 1 1 //95a a//49X//Q0 1 1 30 
C-PUCE 1 01 0202 

C-PUCEI 01 0261 //SEGREGATION DISTORTER PROTEIN. //1. 6E-77//214aa//62 
X//P25722 

C-PUCE 1010274/ /Hoao sapiens aRNA: cONA 0KFZpS640123 (from clone D 
KFZP56401 23) . //0//I 964bp//99X//AL080l 22 
C-PLACE1 010293 

C-PUCEI 010321 //NON-GREEN PUSTID TRIOSE PHOSPHATE TRANSLOCATOR PR 
ECURSOR (CTPT) . //I . 1 E-09//350aa//22X//PS2 1 78 
C-PUCEI 01 0324 
C-PUCEI 01 0329 

C-PLACE1 01 0362//1-PHOSPHATIOYL INOSITOL PHOSPHOO I ESTERASE PRECURSOR 
(EC 3. 1.4. 10) (PHOSPHATIDYL INOSITOL- SPECIFIC PHOSPHOLIPASE 0 (P 
I -PLC) . //0. 000000002//1 26aa//29V/P34024 
C-PUCEI 01 0364 
C-PUCEI 01 0383 

C-PUCEI 01 048 1//Hoao sapiens aRNA for KIAA0836 protein, partial cd 
s. //0//2 1 2 1 t>p//99X//AB020643 
C-PUCEI 01 0491 
C-PLACE1010492 

C-PUCEI 01 0522//Hoao sapiens aRNA for OEPP (decidual protein indue 
ed by progesterone), coaplete cds.//0//1 981 bp//9SX//AB02271B 
C-PUCEI 01 OS29 

C-PUCEI 01 0547// 1 NTRACELLUUR PROTEIN TRANSPORT PROTEIN US01.//0.0 
000001 2//616aa//24X//P25386 

C-PUCE 1 0 1 0599/ /Hoao sapiens PexM aRNA for peroxisoaal aeabrane a 
nchor protein, coaplete cds. //0// 1904 bp//99X//AB0 1 7546 
C-PUCEI 01 061 6 

C-PUCE 10106 22//TROPOTI 1 N T. CAROIAC NUSCLE ISOFORNS (TNTC) . //0. 000 
000 1 6// 1 20sa//28 V/P02642 
C-PUCEI 01 0629 
C-PLACE I 01 0630 

C-PLACE 1010661/ /TEST I S-SPEC I F I C PROTEIN PBS13.//5. 7E-75//423*a//39 
X//Q01 755 
C-PUCEI 010714 

C-PUCE 101 0720//Hoao sapiens aRNA for chroaosoae-associated polype 
ptide-C. coaplete cds. //4E-299//1091bp//99X//AB01 9987 
C-PLACE 1 01 0743//Hoao sapiens ayosin-IXb splice variant (Myo9b) aRN 
A. partial cds.//8.9E-91//668bp//82X//AF020267 

C-PUCEI0I0771//M. auaculua HCNGP aRNA. //7. 4E-l68//966bp//89X//X680 
61 

C-PUCEI 01 0786 
C-PUCEI 01 0800 
C-PLACE10I08II 

C-PUCEI 01 0870//Z INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) 
(HPF7) .//I. 3E-1 43//407 aa//S8X//Q0S481 
C-PUCE 1 01 0877//Hoao sapient aRNA for KIAA06I0 protein, partial cd 
s. //0//1 885 bp// 99X//AB0 1 1 1 82 
C-PUCE 1 01 0900 
C-PUCE2000050 

C-PUCE 4 00052 2//NEUR0GEN 1C LOCUS NOTCH PROTEIN HOMOLOG PRECURSOR 

(XOTCH PROTEIN). //2.4E-l91//828aa//4SX//P21 783 

C-PUCE4Q00590 

C-PUCE4000638 

C-PUCE4000650//TU8ERIN (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN).// 
7. 9E-1 7//20I aa//34V/P498l 6 
C-Y79AA1 001647 
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